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Abstract 32 

Comparative genomic analyses of microRNAs (miRNAs) have yielded myriad insights 33 

into their biogenesis and regulatory activity. While miRNAs have been deeply annotated in a 34 

small cohort of model organisms, evolutionary assessments of miRNA flux are clouded by the 35 

functional uncertainty of orthologs in related species, and insufficient data regarding the extent 36 

of species-specific miRNAs. We address this by generating a comparative small RNA (sRNA) 37 

catalog of unprecedented breadth and depth across the Drosophila genus, extending our extant 38 

deep analyses of D. melanogaster with sRNA data from multiple tissues of 11 other fly species. 39 

Aggregate analysis of several billion sRNA reads permits curation of accurate and holistic 40 

compendia of miRNAs across this genus, providing abundant opportunities to identify species- 41 

and clade-specific variation in miRNA identity, abundance, and processing. Amongst well-42 

conserved miRNAs, we observe unexpected cases of clade-specific variation in 5' end 43 

precision, occasional antisense loci, and some putatively non-canonical loci. We also employ 44 

strict criteria to identify a massive set (649) of novel, evolutionarily-restricted miRNAs. Amongst 45 

the bulk collection of species-restricted miRNAs, two notable subpopulations of rapidly-evolving 46 

miRNAs are splicing-derived mirtrons and testis-restricted, clustered (TRC) canonical miRNAs. 47 

We quantify rates of miRNA birth and death using our annotation and a phylogenetic model for 48 

estimating rates of miRNA turnover in the presence of annotation uncertainty. We show striking 49 

differences in birth and death rates across miRNA classes defined by biogenesis pathway, 50 

genomic clustering, and tissue restriction, and even identify variation heterogeneity amongst 51 

Drosophila clades. In particular, distinct molecular rationales underlie the distinct evolutionary 52 

behavior of different miRNA classes. We broaden observations made from D. melanogaster as 53 

Drosophilid-wide principles for opposing evolutionary viewpoints for miRNA maintenance. 54 

Mirtrons are associated with a high rate of 3' untemplated addition, a mechanism that impedes 55 

their biogenesis, whereas TRC miRNAs appear to evolve under positive selection. Altogether, 56 

these data reveal miRNA diversity amongst Drosophila species and permit future discoveries in 57 

understanding their emergence and evolution.58 
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Introduction 59 

MicroRNAs (miRNAs) are ~22 nucleotide (nt) RNAs that play important regulatory roles 60 

in diverse eukaryotic species by promoting transcript degradation or by translational repression 61 

[1,2]. In the canonical metazoan pathway, primary miRNA (pri-miRNA) transcripts bearing 62 

hairpins are first cleaved in the nucleus by the RNase III cleavage enzyme Drosha. Upon export 63 

to the cytoplasm, these precursor miRNA (pre-miRNA) hairpins are further processed into 64 

miRNA duplexes by Dicer, another RNase III enzyme. One duplex strand, termed the “mature” 65 

miRNA strand, is preferentially retained in an Argonaute (AGO) complex and guides it to 66 

complementary mRNA targets. Its partner miRNA* strand, or “star” species, is preferentially 67 

degraded, although functional capacity of star strands has been documented. Beyond the 68 

canonical pathway, diverse non-canonical biogenesis pathways involving RNases that function 69 

in other cellular processes have been uncovered [3]. Chief amongst these is the "mirtron" 70 

pathway, in which the Drosha cleavage is substituted by the spliceosome to define either or 71 

both pre-miRNA hairpin termini [4-6].  72 

In the evolutionary context, comparative and population genomics have been crucial to 73 

our understanding of the functional roles of miRNAs. Such efforts helped define features such 74 

as ultra-conservation of the miRNA “seed” sequence (positions ~2-8 of the miRNA strand that 75 

mediate target recognition), and the overall higher constraint upon the miRNA and star strands 76 

compared to other partitions of the pre-miRNA hairpin [7-9]. With the availability of Drosophila 77 

population data, primarily from D. melanogaster, deeper insights into miRNA evolution on a 78 

more recent timescale emerged, such as the accelerated, adaptive evolution of miRNAs within 79 

clusters of testes-restricted expression [10-12]. Additionally, advances in high-throughput 80 

sequencing and the availability of miRNA prediction software that leverages this data [13,14], 81 

there has been a surge in the annotation of miRNAs across taxa, many of which comprise 82 

recently-evolved loci. Overall, miRNAs have now been associated with phenotypic diversity, and 83 

their expansion has been correlated with organismal complexity, body-plan innovation, and life 84 

cycle [1,2,15]. 85 

miRNA catalogs are continually augmented across broad phylogenetic branches, but 86 

these have mostly been assessed at the level of presence/absence of miRNA loci [15-17]. Much 87 

remains to be explored about miRNA evolutionary features across sets of related species, such 88 

as patterns and rates of gene emergence, decay, and expansion, and consistency in processing 89 

across orthologs. To date, only a few deep comparisons have been conducted. These include 90 

analysis of four Caenorhabditis species [18,19] (sRNAs from additional nematode species have 91 

been cloned [20], but not analyzed for miRNA emergence), up to six Mammalian species 92 
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[21,22], and three Drosophila species [23,24]. A net gain estimate of 12 miRNA genes/million 93 

years (Myr) was first estimated in Drosophila [23]. However, this estimate was later revised to 94 

0.82-1.6 genes/Myr using a refined, conservative collection of miRNA genes [24], which proved 95 

relatively concordant with a subsequent estimate of 0.83 genes/Myr in mammals [21]. Since 96 

these studies, the annotation of Drosophila and mammalian miRNAs has expanded by many 97 

fold [25]. Nevertheless, despite now thousands of miRNAs collected within the miRBase 98 

repository for constituent species of these clades, numbers of pan-Mammalian (94) [21], or pan-99 

Drosophilid (123) miRNAs [8] have not changed much over the past decade. Thus, there are 100 

perhaps an order of magnitude more recently-evolved miRNAs than well-conserved loci in some 101 

metazoans. 102 

A relevant consideration is that most previous studies of miRNA evolutionary flux 103 

considered them as a unitary class. However, our recent studies provide evidence that 104 

subclasses of miRNAs exhibit distinct evolutionary parameters [8,11,17]. For example, we noted 105 

that Drosophila mirtrons evolve more quickly than canonical miRNAs [24]. This observation was 106 

substantiated by our recent strict annotation of ~500 mirtrons in both mouse and human, nearly 107 

all of which are specific to rodents or primates, respectively [26]. One can recognize, then, that 108 

expression levels of the minority of conserved miRNA loci dwarf those of the collective majority 109 

of miRNA loci, which include both canonical and non-canonical loci. We speculate from this that 110 

there should be diverse mechanisms that can drive characteristic evolutionary behaviors of 111 

various miRNA classes. However, a foundation to study these may require a deep empirical 112 

analysis of species-specific miRNAs across a phylogeny. 113 

In this study, we set out to characterize class-specific properties of miRNAs within 12 114 

species of the Drosophila genus, which diverged from the common Dipteran ancestor ~60 Myr. 115 

Advantages of the Drosophila system include its wealth of phenotypic diversity, straightforward 116 

culture of a wide species collection, access to high-quality whole-genome assemblies, and most 117 

importantly, the increased power of fine comparative assessment of evolutionary features within 118 

sub-groups of closely-related species [27]. Building on a collection of approximately 1.9 billion 119 

sRNA sequences from D. melanogaster (summarized in [28,29]), we sequenced an additional 120 

~1.5 billion sRNAs from embryos, heads, male bodies and female bodies of the other 11 121 

species. This comparative dataset permits evolutionary miRNA analysis at an unprecedented 122 

scale. In particular, we elaborate myriad features of miRNA annotation and evolution, and show 123 

how these differ with respect to miRNA biogenesis types, tissues with an animal, and between 124 

different branches of the fruitfly phylogeny.125 
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Results 126 

 127 

Compendia of sRNA data across 12 Drosophila species 128 

We previously annotated D. melanogaster miRNAs from ~1.9 billion small RNA 129 

reads, spanning >100 different developmental stages, tissue types, cell lines, and 130 

genetic and environmental manipulations [28,29]. While this scale is not currently 131 

feasible to achieve across other Drosophilids, we sought parameters of data collection 132 

that would permit deep annotations in other species, and thus serve as an empirical 133 

foundation for comparative analyses of miRNA evolution. 134 

Our experience with D. melanogaster suggested that mixed embryos, adult 135 

heads, male bodies and female bodies are efficacious for broad capture of miRNA 136 

diversity. To test this, we performed recovery analyses of D. melanogaster miRNAs by 137 

subsampling data from these four tissue types (see Methods). At an aggregate depth of 138 

100M reads, we recovered 94-98% of conserved (128) miRNAs with at least 30 mature 139 

miRNA reads and three miRNA* reads from 100 simulation experiments (Figure 1A). Of 140 

the 135 miRNAs that emerged recently in the melanogaster-group, we recovered 21-141 

27% of miRNAs using these miRNA/star thresholds. Increasing this depth to 200M reads 142 

resulted in a maximal recovery gain to 30-34% of newly-evolved D. melanogaster 143 

miRNAs (Figure 1B and/or Supplementary Figure S1). In other words, doubling the 144 

sequencing depth allowed recovery of at most only 7% more newly-evolved miRNAs. 145 

Thus, we considered 100M reads from the four tissue types as a strong empirical 146 

foundation across these species that would permit broad insights into miRNA evolution. 147 

We deeply sequenced 52 small RNA libraries (~1.5 billion total reads) from these 148 

four tissue types across 11 species, exceeding 100M reads for nearly all species 149 

(Figure 1C). As expected, read lengths of most libraries peaked at 21-22 nts, 150 

representing miRNAs, and most body libraries showed an additional 24-28nt peak 151 

representing the piRNA population (Supplementary Table S1, Supplementary Figure 152 

S2). These datasets broadly extend the limited collection of publicly available sRNA data 153 

from other fly species, primarily D. simulans (~200M reads) and D. virilis (~700M reads), 154 

which we aggregated with our libraries (Figure 1D, Supplementary Table S2).  155 

 156 

A genus-wide catalog of Drosophila miRNA annotations 157 

Several strategies to annotate miRNAs from small RNA data have been 158 

developed over the years. These collectively have distinct merits, but no single strategy 159 
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suffices to discover the full range of confident miRNAs, especially ones with atypical 160 

structures and/or non-canonical biogenesis. Therefore, we deployed a multi-pronged 161 

framework (see Methods) including (1) miRDeep2 (to cast a wide net of candidate 162 

hairpins with evidence of cloned small RNA duplexes), (2) an independent set of 163 

predicted hairpin structures (especially useful for identifying miRNAs from extended 164 

hairpin precursors that are disallowed by miRDeep2), (3) intron annotations (to identify 165 

mirtrons and tailed mirtrons, which are systematically overlooked by canonical miRNA 166 

finders such as miRDeep2), and (4) whole-genome alignments to identify putative 167 

miRNA orthologs across multiple Drosophila species (to "rescue" miRNA loci from the 168 

candidate pool that have confidently cloned orthologs). Since all initial computational 169 

scans include substantial false positives, we subsequently utilized stringent criteria (e.g., 170 

abundance, distribution, and patterns of sRNA read alignments indicative of Drosha and 171 

Dicer cleavage) and systematic visual inspection of all loci before assigning final 172 

annotations to various categories (Supplementary Figure S3).  173 

We first queried miRBase (v21) loci for Drosophilid orthologs whose cloned small 174 

RNAs had not previously been explicitly identified. This exercise served as an initial 175 

check on the overall quality of the datasets, since a basic inference from genomic 176 

conservation of a miRNA locus is that it is likely processed into mature small RNAs. Our 177 

data support the first cloning evidence for 592 unannotated orthologs of conserved 178 

Drosophilid miRNA loci (Figure 2A). 512 of these loci were cloned at thresholds of at 179 

least 30 miR reads and 3 miR* reads, which would have supported high-confidence de 180 

novo annotation. The remainder were cloned at lower thresholds, and would initially 181 

have been segregated as "candidates", but could be recovered based on their orthology 182 

to loci well-cloned in other species (80 candidate-rescued, and 42 candidate miRNAs). 183 

This supported a rationale to "rescue" certain candidate miRNA loci that fall below high 184 

stringency thresholds, but that could be reasonably considered as genuine based on 185 

high sequence orthology to a confident miRNA annotation in one or more other species. 186 

On the other hand, our deep datasets supported our decision to demote 47 annotations 187 

from Drosophilid miRBase loci. These were primarily D. pseudoobscura loci for which 188 

our present data indicate previous annotations were based on non-miRNA reads 189 

(Supplementary Figure S4, Supplementary Table S3). Our reassessment of these 190 

miRBase loci emphasizes the rigor of current miRNA scoring criteria. 191 

For the remainder of our analysis, we grouped the newly-cloned orthologs of 192 

miRBase loci along with extant miRBase miRNAs, so as to emphasize the truly novel 193 
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collection of miRNAs that is unique to our de novo annotation effort. In particular, our 194 

data support the annotation of 649 novel, confident miRNAs across 12 Drosophilid 195 

species (Figure 2A). Perhaps not unsurprisingly, many of the highest expressed novel 196 

miRNAs are from the virilis subclade, which is most distant from D. melanogaster. The 197 

example of dvi_264 was cloned at >100,000 reads (Figure 3A). At such depth recovery, 198 

we observe not only precision of 5p and 3p reads, but we also observe cloned loop 199 

reads, which provide evidence of a dominant diced product and indicate 3'-trimming of 200 

the predominantly cloned 20 nt species (Figure 3A). However, perhaps unexpected was 201 

that even in species relatively close to D. melanogaster, we still recovered scores of 202 

novel confident miRNAs, even though we sampled their small RNAs at <1/10 the read 203 

depth and tissue/cell diversity assayed in D. melanogaster. For example, der_50 is but 204 

one example of a melanogaster subclade miRNA expressed only in D. erecta and 205 

recovered at a depth of >1000 reads, but absent from D. melanogaster (Figure 3A). 206 

Such observations provide indications of evolutionary flux that we explore later in this 207 

study. 208 

Figure 3B illustrates dsi_14614 as a novel non-canonical miRNA of the splicing-209 

derived "mirtron" class. D. melanogaster mirtron-3p reads are associated with a high 210 

rate 3' untemplated uridylation [30], and nearly all dsi_14614-3p reads are uridylated 211 

(Figure 3B). Our comparative sRNA data afforded us the unique capability of recovering 212 

candidate miRNAs orthologous to confident ones, which we termed as “candidate-213 

rescued” miRNAs; i.e., that we consider as genuine miRNA products. As an example, 214 

dse_989 was classified as a candidate mirtron originally due to the lack of miR* read 215 

recovery (Figure 3B), however, its synteny to dsi_14614 allowed us the ability to elevate 216 

the confidence of this mirtron. From an initial collection of 765 "candidate" loci bearing 217 

small RNA evidence reminiscent of miRNAs, we re-classified 82 as candidate-rescued 218 

miRNAs or mirtrons that were clearly orthologous to confident loci (Figure 2A, 219 

Supplementary Figure S5).  220 

The remaining 683 "candidate" loci have small RNA evidence that are 221 

reminiscent of miRNAs, but do not meet minimum criteria and are therefore set aside 222 

(Supplementary Figure S5). We do not presently consider these as genuine miRNA 223 

species, even though the veracity of some of these may emerge from deeper or 224 

specialized sequencing, and/or they may provide fodder for eventual evolutionary 225 

emergence. Nevertheless, our massive set of small RNA data allows us to expand the 226 

collection of 1965 known and unannotated miRBase loci of confident and rescued status 227 
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with 732 novel miRNAs and mirtrons to arrive at a final collection of 2697 total miRNAs 228 

and mirtrons present within the Drosophila genus. A master table of these loci and their 229 

properties is provided as Supplementary Table S4. These annotations can be explored 230 

in the supplemental website, which provides extensive information regarding read 231 

pileups, secondary structures, aligned sequences in other Drosophilid species and so 232 

forth (http://compgen.cshl.edu/mirna/12flies/12flies_alignments.html). This miRNA 233 

compendium represents one of the largest in any single genus, and we sought to exploit 234 

these empirical data to derive insights into miRNA biogenesis and evolution. 235 

 236 

miRNA classes, alignments, and expression 237 

We segregated our aggregate annotations into loci of distinct biogenesis and 238 

genomic clustering classes. We first separated canonical miRNAs from mirtrons, a group 239 

of small hairpin introns that mimic pre-miRNAs [4,5,31], and further partitioned canonical 240 

miRNAs to segregate Testes-restricted, Recently-evolved, Clustered miRNAs (TRC 241 

miRNAs) [11]. We previously utilized D. melanogaster-centric miRNA annotations and D. 242 

melanogaster population data to provide evidence that miRNAs of these three classes 243 

evolve by distinct selective pressures, as discerned from their patterns of precursor and 244 

“seed” sequence conservation, copy number, and signatures of positive selection [11]. 245 

Our highly expanded pan-Drosophilid miRNA annotations provided opportunities to test 246 

some of these notions later in this study. 247 

More than half (374 loci; 51.1%) of the novel miRNAs identified in our study and 248 

72.6% (1427) of known and unannotated miRBase loci were solo canonical miRNAs 249 

(Figure 2B). On the other hand, TRC miRNAs comprised 31.7% (126) of our novel 250 

collection, and mirtrons accounted for 17.2% (232). These findings affirm that specific 251 

pools of hairpins, namely non-canonical and testis-restricted loci, contribute 252 

disproportionately to the aggregate catalog of miRNA substrates. When all miRNAs were 253 

evaluated together, we observed 4.5 times more non-TRC canonical miRNAs (66.8%) 254 

than TRC miRNAs (15.9%), an enrichment that reproduced across species 255 

(Supplementary Figure S6).  256 

Curation of accurate miRNA orthologs was paramount to our comparative 257 

analyses. We grouped miRNA orthologs into alignments by building upon previous, 258 

manual alignments for D. melanogaster miRNAs [8], and assigning new miRNAs into 259 

groups via genome-wide homology identification and multi-species whole genome 260 

alignments (see Methods). Altogether, we grouped 2697 miRNAs into 1004 miRNA 261 
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alignments. From these alignments, we observed that species-specific miRNAs 262 

(comprising the majority of loci newly annotated in this study) were the dominant class 263 

(65.4%), and miRNAs with one cloned ortholog the next largest class (15.2%). On the 264 

other end, 115 alignments (11.4% of loci) contained 10 or more members, and thus were 265 

present at the base of the Drosophilid phylogeny (Figure 2C).  266 

We next assessed miRNA expression across orthologous miRNAs to understand 267 

the range and variation of miRNA expression among alignments. To compare miRNA 268 

expression and to assign an expression value per alignment, we computed the 269 

log2(reads per million mapped miRNA reads, RPMM) score for all loci and recorded the 270 

maximum expression level per miRNA in any individual library. We evaluated this metric, 271 

instead of the "average" expression of miRNAs, to account for the tissue-specific 272 

deployment of many miRNAs. In comparisons of miRNA age, we observed that 92.3% of 273 

conserved miRNA alignments had a maximum expression >32 RPMM [i.e. log2(5)], 274 

while 24.1% of newly-evolved miRNA achieved such an expression (Figure 2D). At a 275 

relaxed cutoff threshold, however, we observed that 80.2% of novel miRNA alignments 276 

achieved expression of >1 RPMM in at least one library. On the other hand, in 277 

comparisons of miRNA class, we observed that TRC miRNA alignments outperformed 278 

other classes at conservative maximum expression cutoff (>32 RPMM) (e.g., 45% for 279 

TRC versus 19.7% for mirtron and 34.1% for other canonical miRNA) (Figure 2E).  280 

 281 

Novel, deeply-conserved miRNAs 282 

Catalogs of well-conserved miRNAs are considered largely complete, as it is 283 

generally believed that the set of "clonable" hairpins with miRNA-like evolutionary 284 

signatures were exhausted years ago. However, some conserved miRNAs continue to 285 

be found, many of which derive from unusual genomic locations or non-canonical 286 

pathways, perhaps explaining why they were overlooked earlier. For example, deeply-287 

conserved, non-canonical, dme-mir-10404 was recently reported to be processed from 288 

the internal spacer regions of highly repetitive rRNA loci [32]. Indeed, we find this miRNA 289 

is well-cloned from across the Drosophilid phylogeny (Supplementary Figure S7). 290 

Amongst our novel miRNA annotations, a handful of loci appeared to be cloned 291 

from a broad range of Drosophilid species (Supplementary Figure S8). The behavior of 292 

pasha 5' UTR hairpins was instructive. A feedback loop in which Drosha cleaves 5' UTR 293 

foldbacks in pasha/DGCR8 is conserved from mammals to fruitflies, and we previously 294 

validated this in vivo regulatory interaction using engineered transgenes [33,34]. It was 295 
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reported that mammalian DGCR8 5' UTR hairpin products of Drosha cleavage are 296 

retained in the nucleus, thereby preventing further maturation by Dicer [33]. 297 

Nevertheless, sufficient mature reads of DGCR8 hairpins are found in mammalian deep 298 

sequencing data to justify annotation of mir-3618 and mir-1306. We identified small RNA 299 

duplexes from the corresponding species ranges for both the deeply conserved 300 

(dme_422) and melanogaster group-restricted (dme_474) pasha 5' UTR hairpins 301 

(Supplementary Figure S8). Although their resultant small RNAs are not particularly 302 

abundant, the coupling with our prior evidence of in vivo cleavage of these hairpins by 303 

Drosha provides de facto indication of the depth of our deep small RNA profiling. 304 

Amongst novel conserved miRNAs, a notable pair is dme_373 and dme_164, 305 

which are clustered in the first intron of clockwork orange (cwo). Both loci are highly 306 

conserved, exhibit greater loop divergence relative to the hairpin arms that is diagnostic 307 

of evolutionarily constrained miRNAs, and are processed into small RNA duplexes 308 

across the Drosophilids (Figure 3C). However, both loci exhibit atypical features: 309 

dme_164 harbors a conserved, A-rich lower stem that likely precludes Drosha access, 310 

while dme_373 contains an unusually large (~50 nt) loop (mean loop size of 209 D. 311 

melanogaster miRNAs is 22 nt). While corresponding reads were detected throughout 312 

the Drosophilid phylogeny, we note that their accumulation was modest and efforts to 313 

detect them by Northern blotting were negative (data not shown). Thus, while the deep 314 

conservation of these hairpins implies functional utility, it remains to be seen if cwo 315 

miRNAs are matured via non-canonical mechanisms, or if they serve another regulatory 316 

role but happen to be sampled in small RNA sequencing. Additional examples of 317 

conserved miRNAs are shown in Supplementary Figure S8 with read details in 318 

Supplementary Figure S9. 319 

 320 

Evolutionary shifted processing of some conserved miRNA loci 321 

It is generally assumed that genomic conservation of miRNA loci goes hand-in-322 

hand with conserved processing of mature small RNAs, which in turn are locked into 323 

conserved regulatory networks. Since even a 1-nt shift in miRNA 5' identity can redirect 324 

its target network, conserved miRNAs are inferred to maintain precise processing. 325 

However, in the absence of systematic small RNA sequencing analysis across a genus, 326 

the tenets of this assumption have not been challenged by empirical data.  327 

 We investigated the consistency in 5' end processing for 129 well-conserved 328 

Drosophilid miRNAs using our comparative data. As expected, the strong majority of 329 
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conserved miRNAs exhibit 5’ identities (Supplementary Figure S10). Of note, some 330 

miRNA loci are documented to generate substantial iso-miR species bearing distinct 5' 331 

ends. In general, we observed concordance in iso-miR abundance across these 332 

Drosophila genomes. For example, two iso-miRs from the 3’ arm of pre-mir-79 333 

accumulated at a consistent abundance of approximately 3:1 ratio in all species (Figure 334 

4A). Such conservation in iso-miR 5’ end processing supports the notion that multiple 335 

species from a single locus are incorporated into evolutionarily constrained regulatory 336 

networks. By contrast, the heterogeneous processing of D. melanogaster mir-193 [29] is 337 

not consistent across the Drosophilid phylogeny (Figure 4B). In particular, its 5' end 338 

shifts by two nucleotides in the virilis subclade relative to the other species. Thus, this 339 

conserved miRNA locus appears to be altering its targeting capacity in different species. 340 

We identified other cases of clade-specific shifts in processing register for 341 

conserved mature strand miRNAs. For example, all drosophila-group species 342 

consistently processed mir-959 into a particular species, but a different iso-miR appears 343 

substantially in the Dana/Dpse/Dper/Dwil ancestor, while Sophophora-group species 344 

dominantly accumulate a completely distinct, third iso-miR-959 (Figure 4B). We also 345 

observe evolutionary shifts for non-canonical loci. This is illustrated by clade-specific 346 

shifts in 5' processing for mirtron-derived miR-1014-3p (Figure 4B). Such alterations in 347 

targeting capacity of conserved miRNAs were hidden until the availability of deep, 348 

evolutionary profiling of small RNAs across the genus, and remind us that miRNA 349 

processing cannot be well predicted from genomic sequence alone. 350 

 351 

Antisense miRNAs 352 

 Certain miRNA loci are transcribed and processed on both strands [35]. A 353 

marquee example in Drosophila is mir-iab-4/mir-iab-8, for which sense and antisense 354 

miRNAs have distinct and genetically overt neural functions [36,37]. Since 355 

sense/antisense transcription of this miRNA locus has been observed in beetles [38], 356 

one might assume this is a conserved feature throughout the Drosophilids. Indeed, we 357 

confidently annotated mir-iab-4 and mir-iab-8 in all Drosophila species, except for D. 358 

persimilis and D. grimshawi where the lower-expressed mir-iab-8 locus had reads but 359 

had to be recovered through the "candidate-rescue" pipeline (Figure 4C).  360 

 We observed 18 other confident sense/antisense miRNA pairs, as well as 361 

several dozen candidate antisense miRNAs (Supplementary Table S5). A few of these 362 

involve conserved miRNAs. The most broadly conserved antisense locus was mir-307-363 
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AS, which was confidently or candidately detected in seven related Drosophilid species 364 

(Figure 4C). The modest, but clear, cross-species accumulation of mir-307-AS might 365 

simply reflect low expression, but alternatively it may have spatially or temporally 366 

restricted deployment. However, most antisense miRNAs were poorly conserved, and in 367 

fact a substantial fraction of them were present in species other than D. melanogaster 368 

(Supplementary Figure S11). For example, D. mojavensis generated a novel 369 

sense/antisense locus dmo_105/dmo_309 adjacent to the deeply conserved intronic 370 

miRNAs mir-994/mir-318 (Figure 4D). We present several additional example of 371 

sense/antisense miRNA pairs in Supplementary Figure S11, including loci that 372 

originated apparently de novo in individual species. Overall, it appears that only 373 

sense/antisense miRNA pairs have originated across all branches of the Drosophilid 374 

phylogeny, but few instances have been retained over substantial periods of evolution.  375 

 376 

Tailed mirtrons 377 

Amongst miRNAs of non-canonical biogenesis, mirtrons form the dominant class. 378 

In the originally described pathway, splicing directly generates a pre-miRNA mimic that 379 

is appropriate for export from the nucleus and then cleavage by Dicer [4,5]. Later, 380 

alternative "tailed mirtrons" were described, for which further trimming from either the 5' 381 

or 3' end must occur to generate the pre-miRNA substrate [31]. In D. melanogaster, we 382 

identified one 3'-tailed mirtron (mir-1017) that is broadly conserved in other flies, along 383 

with a handful of other 3'-tailed mirtron candidates [6]. Recently, we appreciated that 384 

mammals express a few dozen conventional mirtrons and 3'-tailed mirtrons, but 385 

hundreds of hundreds of 5'-tailed mirtrons [26]. Thus, there is differential utilization of 386 

tailed mirtron pathways between invertebrates and mammals.  387 

Of the 236 novel mirtrons annotated across the Drosophila genus in this study 388 

(Figure 2B), nearly all are of conventional subtype. Thus, flies do not seem to have 389 

propensity for tailed mirtrons. Moreover, while our compendia of candidates includes 390 

some potential 5'-tailed mirtrons, we do not feel confident in the read patterns to classify 391 

any of this class in any Drosophila species. Thus, this seems to be a substantial 392 

distinction from mammals. Amongst 3'-tailed mirtrons, we recovered mir-1017 in all 393 

species excepting D. grimshawi, which has a slightly lower total library size (mir-1017 is 394 

known to be restricted to the nervous system). We also recovered the other five previous 395 

proposed 3'-tailed mirtrons in our forward annotation pipeline [6], all of which were 396 

known supported by much higher read depth.  397 
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We also recovered 6 novel confident 3' tailed mirtrons (Supplementary Table 4). 398 

An example is D. sechellia dse_288, which requires removal of a ~12 nt tail following 399 

splicing and debranching (Figure 4E). Although it is clearly supported by >110 mature 400 

and >20 star reads, this locus is not processed as a tailed mirtron in its closely related 401 

sister species in the simulans clade. We provide details of another novel 3' tailed mirtron 402 

from D. erecta der_70 in Supplementary Figure 12. Der_70 is notable not only as an 403 

atypical mirtron, but also for bearing a non-canonical GC splice donor within the 404 

corresponding splice junctions of the CYLD gene of all five melanogaster-group 405 

orthologs; the other Drosophilid species harbor a typical GT splice donor. This is the first 406 

recognized example of non-canonical mirtron splicing. Curiously, none of the eleven 407 

confident 3'-tailed mirtrons we detected have conserved processing, even in closely 408 

related sister species.  409 

 410 

Massive evolutionary flux of testes-restricted miRNA clusters 411 

The second largest class of novel miRNAs we annotated classified as testis-412 

restricted, clustered (TRC) miRNAs, based on their residence in genomic clusters and 413 

preferred or exclusive accumulation in male body/testis libraries relative to other tisssue 414 

libraries. We identified 126 novel TRC miRNAs, all of which were recently-evolved, 415 

which represented 17% of all new miRNA annotations. Collectively, this abundance of 416 

novel miRNAs clustered into nine novel genomic regions within the genomes of different 417 

Drosophila species (Supplementary Figures S13-16). 418 

 Strikingly, we find one or more novel TRC clusters specific to each major 419 

Drosophilid branch. Beyond the previously described miRNA clusters composed of 420 

conserved and recently-emerged testis-expressed miRNAs [11], we discovered many 421 

new TRC specific to D. ananassae (2 TRC, containing 34 miRNAs) (Figure 5A) or D. 422 

willistoni (1 TRC, containing 19 miRNAs), and orthologous clusters that were only 423 

traceable between closely related sister species, such as between D. virilis and D. 424 

mojavensis (2 TRC shared by these species, containing 31-34 miRNAs, with 2 additional 425 

virilis-specific clusters containing 18 miRNAs), or between D. pseudoobscura and D. 426 

persimilis (2 TRC shared by these species, containing 47-50 miRNAs) (Supplementary 427 

Figures S13-16). Some of these clusters dwarf the largest previously known fly miRNA 428 

clusters. For example, we expanded the membership of the D. pseudoobscura 429 

dps_3416→dps-mir-2536 TRC to 36 miRNAs, and identified an orthologous 26-member 430 

D. persimilis cluster (Figure 5B). Small RNA expression showed significantly higher 431 
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expression in male body and testis libraries than other tissues (Figure 5B, C). 432 

Interestingly, while miRNAs in the 3’ region of this cluster preserve their order between 433 

the two species, miRNAs near the 5’ end the cluster evolved rapidly via both local gene 434 

duplication and de novo miRNA emergence, as evident from precursor and miRNA 435 

sequence alignments (Figure 5B family assignments and Supplementary Figure S15).  436 

 The wealth of male-body sRNA libraries for all 12 genomes and testis data for D. 437 

pseudoobscura and D. virilis permitted the evaluation of the relative expression of TRC 438 

miRNAs to that of age-matched solo canonical miRNA cohorts. In D. virilis, the species 439 

with the greatest number of TRC miRNAs (66 in total including known and novel TRC 440 

miRNAs), we observed significantly higher expression for TRC miRNAs than for solo 441 

canonical miRNAs (Mann-Whitney U-test p < 10-8) (Figure 5D). Although we observed a 442 

similar shift for substantially increased average expression of TRC miRNAs in D. 443 

pseudoobscura, this did not quite achieve significance over age-matched non-TRC 444 

canonical miRNAs due to a small number of highly-expressed loci in the latter category 445 

(Supplementary Figure S17).  446 

 Altogether, the massive flux of clustered testis miRNA loci across the Drosophilid 447 

phylogeny generalizes their distinct evolutionary features that we had established from 448 

studies based on a D. melanogaster-centric viewpoint. These data provide strong 449 

evidence that TRC miRNAs are unlikely to be evolving along a purifying selection route, 450 

but instead may be utilized for adaptive regulatory purposes.  451 

 452 

Distinct rates of gain and losses between miRNAs classes 453 

Estimating rates of evolutionary turnover for genomic elements, be they non-454 

coding RNAs, cis-regulatory elements, or protein-coding genes, remains an active area 455 

of investigation. miRNA turnover rates have been estimated within Drosophila, but these 456 

efforts have been limited by uncertainty in miRNA annotations and the number of 457 

species considered [23,24,39]. Consequently, many newly-evolved loci have been 458 

unaccounted for. In light of new evidence that miRNA sequence and structure evolution 459 

are influenced by multiple factors, including biogenesis pathways, clustering state, and 460 

testes-biased expression [2,8,11,29], we sought to understand whether such factors 461 

influence miRNA birth and death rates.  462 

Using our updated Drosophila miRNA collection, we set out to characterize and 463 

compare rates across our three miRNA classes. To accomplish this, we developed a 464 

phylogenetic probabilistic graphical model with the intention of estimating miRNA gene 465 
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birth and death rates by maximum likelihood (see Methods, Figure 6A). This method 466 

allows us (1) to infer universal, clade-, or branch-specific birth (λ) and death (µ) rate 467 

parameters, (2) to predict node-wise ancestral miRNA presence or absence; and (3) to 468 

estimate expected counts of edge-wise gain and loss events. We acknowledge that 469 

some small RNAs were sampled more deeply in certain species, especially in D. 470 

melanogaster (Figure 1). However, besides D. melanogaster, there is in general not a 471 

strict correlation between the depth of sampling and the number of confidently annotated 472 

miRNAs per species. This is due in part to the "rescue" approach (Figure 3). Therefore, 473 

we chose to apply our estimates of miRNA flux using our full collection of annotations, 474 

rather than by attempting to make a new set of annotations by subsampling a lower, 475 

fixed number of reads from across the species, since this would inevitably decrease 476 

annotation confidence.  477 

We applied our method to the pooled collection of miRNA families from our three 478 

classes and estimated model parameters (i.e. λ, µ). Using these rate estimates, we then 479 

reconstructed node-wise presence and absence of ancestral miRNAs, and subsequently 480 

branch-wise miRNA birth and death events, for each miRNA alignment family and 481 

across all miRNA classes (summarized in Figure 6B-D, see Supplementary Figure 482 

S18 for examples of all possible tree configurations, and Supplementary Figures S19-483 

S21 for trees per miRNA alignments across three miRNA classes). Consistent with 484 

previous studies, the canonical miRNA class contained the largest number of ancient 485 

miRNAs, that is, those present at the root of the Drosophila phylogeny. Of 236 D. 486 

melanogaster canonical miRNAs, 106 were clearly present in the Drosophilid ancestor 487 

(Figure 6B). As mentioned, there are more canonical miRNAs annotated in D. 488 

melanogaster than any other fly species owing to its depth of sequencing; otherwise, the 489 

majority of canonical miRNAs that are not testis-restricted are conserved (Figure 6B). 490 

The tables are turned when examining the fraction of conserved loci in the other 491 

categories of miRNAs. The strong majority of testes-restricted canonical miRNAs across 492 

the Drosophilid phylogeny, most of which are arranged in genomic clusters, are not 493 

conserved. Indeed, only 13 such miRNAs are deeply conserved, and include specific 494 

members of the mir-972→979 cluster and the mir-959→964 cluster. Otherwise, most fly 495 

species harbor dozens of lineage-restricted TRC miRNAs (Figure 6C). Similarly, the 496 

mirtron class also contains very few conserved loci. This notion was suggested earlier 497 

[24], but we now broadly extend this principle using empirical annotation of mirtrons 498 

across 12 Drosophila species. While the genomes of several well-profiled and deeply-499 
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mined, extant species contained >45 mirtrons (e.g., D. melanogaster with 52, D. 500 

pseudoobscura with 50, D. virilis with 47 mirtrons), only 7 mirtrons were present at the 501 

root of the Drosophilid phylogeny (Figure 6D).  502 

Next, we computed rates of miRNA birth and death by first aggregating birth and 503 

death events across important clades (melanogaster-group, obscura-subgroup and 504 

virilis-subgroup) or the entire phylogeny for each miRNA class, and normalizing them by 505 

both the total branch length [in Millions of years (Myr)] and by conserved members of 506 

each class. These clade-specific and tree-wide rate estimates permitted additional intra-507 

miRNA-class comparisons of total miRNA flux (i.e. birth plus death) in each of these 508 

representative clades or across the entire phylogeny. Interestingly, we saw striking rate 509 

variation across the three classes of miRNAs (Figure 6E). In general, canonical non-510 

testes-restricted miRNAs exhibited the lowest rates of birth, death, and total miRNA flux 511 

in each clade and across the Drosophila phylogeny when compared to the two other 512 

classes. At the other end of the spectrum, mirtrons exhibited the highest rate estimates. 513 

This is attributable not only to the large collection of single-species mirtron annotation in 514 

our collection (Figure 6D), but also to certain atypical patterns of mirtron presence within 515 

extant species that do not group along clade boundaries. For example, dps_22 is 516 

present within both obscura-subgroup species and D. virilis, but absent in other 517 

Drosophilids. This and other cases are shown in Supplementary Figure S22.  518 

Testes-restricted canonical miRNAs exhibited birth, death and total flux rates in 519 

between those of canonical non-testes-restricted miRNA and mirtrons, but showed a 520 

significantly elevated death rate within the obscura-subgroup when compared to the 521 

other miRNA classes. This observation adds to our previous findings of TRC miRNA 522 

death within this clade. That is, orthologs of both D. pseudoobscura and D. persimilis are 523 

missing in part or entirety for two pan-Drosophilid TRC miRNA clusters (dme-mir-959 → 524 

964 and dme-mir-972 → 979) [11].  525 

Altogether, these findings support the previous hypothesis for the non-526 

homogeneity in mirtron and canonical miRNA rates of evolution [2]. Moreover, we 527 

highlight differential behavior along certain lineages; i.e., with accelerated flux of TRC 528 

miRNAs within the obscura-group species. 529 

 530 

Multiple mechanisms underlie distinct flux behaviors of different miRNA classes 531 
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 We explored several molecular strategies that could underlie the distinct 532 

evolutionary behaviors of different miRNA classes using these comprehensive novel 533 

miRNA annotations.  534 

 1. cis-mutations. The impact of nucleotide changes themselves, especially 535 

those that are sparse among orthologous pre-miRNAs sequences, are little known on 536 

miRNA expression, genesis or decay. We identified compelling sets of miRNA orthologs 537 

for experimental tests, including ones exhibiting large variations in apparent biogenesis 538 

despite sometimes full genomic identity in the mature miRNA species. 539 

 For example, the melanogaster-subgroup-specific locus mir-4984 is well-aligned 540 

across five genomes and exhibits only a few substitutions restricted to the miRNA* 541 

region of its pre-miRNA, yet large expression differences between orthologs (Figure 542 

7A). Only D. melanogaster, D. simulans, and D. sechellia orthologs are processed, and 543 

no reads were mapped to the D. yakuba and D. erecta orthologs are not expressed. 544 

Even between expressed orthologs, there is a >10-fold reduced normalized RPM 545 

expression in D. simulans (0.06) as compared to D. melanogaster (0.66) and D. 546 

sechellia (0.82) orthologs that may be driven by a single miRNA* A-to-G substitution. We 547 

validated these expression levels deduced from the sRNA-seq data with independent 548 

Northern blot assays (Figure 7B). That is, we detected both the pre-miRNA and mature 549 

products for dme-mir-4984, yet failed to detect mature species for both dya-mir-4984 550 

and dsi-mir-4984. Another example is the alignment of dps_41 and dpe_2484, which are 551 

specific to the obscura-subgroup. dps_41 is >100 times higher expressed than dpe_41 552 

in the sRNA data (Figure 7C) and dpe_41 is undetectable in the corresponding Northern 553 

blot (Figure 7D). 554 

We broadened this analysis using D. pseudoobscura/persimilis, which had 555 

advantages for being a closely related (0.93 Myr) sister pair for which we had identified 556 

numerous novel miRNA annotations that might potentially be subject to expression 557 

fluctuation. We labeled miRNA alignments with >= 6-fold log10(RPMM) expression 558 

difference as differentially-expressed, and identified six conserved and nine newly-559 

evolved miRNAs as such (Supplementary Figure S23). The conserved loci included 560 

several members of the mir-309 cluster and seemed to be a sampling artifact given they 561 

are expressed as a highly stage-specific operon [40]. Otherwise, there was a high 562 

correlation (0.938) between the remaining 205 D. pseudoobscura and D. persimilis 563 

ortholog pairs (i.e. < 6-fold change) (Supplementary Figure S23).  564 
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We sought to investigate the sequence features between the 15 differentially-565 

expressed, obscura-group ortholog pairs by investigating the patterns of the miR:miR* 566 

duplex conservation. In all cases, orthologs shared high sequence and structure 567 

similarity apart from a few substitutions. For example, we identified dps-mir-2567 and 568 

dpe_2484 as differentially-expressed, recently-evolved orthologs (dps-mir-2567 = 12.97 569 

RPM; dpe_2484 = 0.11 RPM) (Supplementary Figure S23). Between these two 570 

species, we observed five duplex substitutions, one of which resides in the seed region 571 

of the dominant 5’ arm. In light of these apparent substitutions, we asked if duplex 572 

substitutions were more prevalent between differentially-expressed miRNAs than non-573 

differentially expressed ones for both conserved and newly-evolved miRNAs. Indeed, 574 

within the obscura-group we saw significantly more differentially expressed miRNAs with 575 

duplex substitutions within the newly-evolved group (Fisher’s Exact Test [FET] P < 576 

0.003), and within the conserved group (FET P = 0.03) (Figure 7E).  577 

2. Adaptive seed mutations of TRC miRNAs. Functional miRNAs are not 578 

expected not to diverge between closely related species, especially within seed regions. 579 

However, we previously used D. melanogaster population data and melanogaster group 580 

species orthologs to provide evidence for adaptive evolution of TRC miRNAs in this 581 

clade, including within seeds [11]. There is limited population data in other Drosophilids, 582 

but we investigated polymorphisms from whole genome sequences of 11 North 583 

American D. pseudoobscura strains and 2 D. pseudoobscura bogotana sub-species 584 

(data available from http://pseudobase.biology.duke.edu/) [41]. To identify unambiguous 585 

divergences between species, we focused on miRNAs with clear 1-to-1 orthologs, such 586 

as the miRNAs within the 3’ sub-cluster region of the dps_3416→ dps-mir-2536 cluster. 587 

We identified two TRC miRNAs with seed divergences in this sub-cluster. For 588 

example, the mature (3’) arm of dps-mir-2523 contained a G-to-T substitution at the 8th 589 

seed position relative to its D. persimilis ortholog dpe_106 (Figure 7F). Analysis of the 590 

D. pseudoobscura population data indicated that all individuals were monomorphic for 591 

the ‘T’ allele (i.e. a fixed difference). We also observed several other non-seed positions 592 

of divergence within the star strand even within the D. pseudoobscura population, which 593 

is unusual and suggests fast evolution. As another example, we observe that both 594 

mature and star arms of dps-mir-2542-1 exhibit multiple positions of seed divergence 595 

with its ortholog dpe_101 (Figure 7F). Despite the impracticality of applying formal tests 596 

for evidence of natural selection given such a small sample, it is evident from these 597 

examples that several obscura TRC loci defy conventional behavior for purifying 598 
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selection of seed regions and instead are quickly altering their seed regions between 599 

closely related species while still maintaining miRNA biogenesis. 600 

 3. Preferential 3' untemplated uridylation of mirtrons. Approximately 54% 601 

(232/428) of mirtron and tailed-mirtron annotations in Drosophila are new to our study, 602 

and are recently-emerged. This massive set of novel spliced miRNAs prompted us to 603 

ask if they exhibit characteristic properties of 3’-untemplated uridylation, as we reported 604 

in D. melanogaster [42,43]. In comparisons of 1777 canonical miRNAs and 289 mirtrons 605 

(Supplementary Table S6), we observed that mirtrons exhibited a massively greater 606 

rate of 3’ untemplated uridylation than canonical miRNAs (Figure 7G, H). This was 607 

evident on a per-locus basis on CDF plots (Supplementary Figure S24A), and was also 608 

the case even after conditioning on canonical miRNAs whose 3’ arm read ended in AG 609 

dinucleotide as with mirtrons. However, conditioning on 3'-AG enhanced the frequency 610 

of 3' uridylation observed on canonical miRNA-3p species (Supplementary Figure 611 

S24A), consistent with the notion that the mirtron uridyltransferase Tailor has some 612 

intrinsic preference for hairpins terminating in 3'-G/AG [42,43].  613 

Next, we examined whether the elevated frequency of uridylation at canonical 614 

miRNAs and mirtrons whose 3’ read ended with G was consistent across conserved and 615 

newly-evolved loci. For the conserved loci, we recapitulated previous signatures of 616 

uridylation (Figure 7I). Namely, mirtrons exhibited a significantly higher frequency of 617 

uridylation than canonical miRNAs (Mann-Whitney Test [M.W.T] p < 10-21), and 618 

comparisons among canonical miRNAs revealed that loci whose 3’ arm read ended with 619 

G were more uridylated than loci ending in a base other than G (i.e. IUPAC ‘H’ ambiguity 620 

character) (M.W.T p < 10-12). Of note, newly-evolved mirtrons and canonical miRNAs 621 

also exhibited the same signature as conserved loci (Figure 7J), and comparisons of 622 

loci within individual species revealed similar significant results in many species 623 

(Supplementary Figure S24B). Altogether, these findings from small RNA sequencing 624 

across the Drosophilid phylogeny broadly support the notion that adventitious access of 625 

splicing-derived hairpins to Dicer (i.e., mirtrons) continually creates a cohort of largely 626 

undesirable miRNA substrates, that are suppressed via Tailor-mediated uridylation that 627 

is in part sensitive to terminal hairpin "G". 628 

  629 
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Discussion 630 

 631 

A deep and broad empirical analysis of miRNA flux across the Drosophila genus 632 

We are now 15 years into molecular evolutionary analysis of Drosophila miRNAs, 633 

but until now, there have been only limited attempts to address using the empirical data 634 

sampled throughout the Drosophila genus. In this study, we extended our curation of 635 

miRNAs from ~1.9 billion D. melanogaster sRNA reads by sequencing ~1.5 billion 636 

sRNAs from 11 other Drosophila species, assessing a diversity of samples optimized for 637 

miRNA discovery. Beyond the first experimental cloning of 592 orthologs of conserved 638 

miRNAs, we used a multitude of annotation pipelines and rigorous scoring criteria to 639 

annotate 649 completely novel miRNAs across 12 genomes. We carefully assessed 640 

these for ortholog relationships as a foundation for assessing evolutionary flux, including 641 

meticulous manual assignment of orthologs, paralogs, and newly-emerging members of 642 

genomic clusters (i.e. rapidly evolving TRC loci).  643 

Overall, these data yield myriad insights into miRNA loci that are hidden from 644 

genomic alignments. These include the surprising existence of novel conserved 645 

miRNAs, unexpected clade-specific shifts in processing register, and post-transcriptional 646 

modifications of miRNAs. Beyond conserved loci, we uncover hundreds of "young" 647 

miRNAs that could not be identified by genomic sequence alone. These data allow us to 648 

quantify distinct rates of miRNA flux according to biogenesis type, genomic locale, tissue 649 

restriction, and evolutionary clade. We identify patterns of structural change and 650 

associated with flux in expression of evolutionarily nascent canonical miRNAs, providing 651 

a mechanistic basis for their instability. We also develop a new phylogenetic model to 652 

characterize rates of small RNA evolution in the presence of annotation uncertainty. 653 

Overall, we solidify the perspective that miRNAs do not comprise a unitary class, but 654 

encompass a diversity of functional loci with distinct evolutionary imperatives. 655 

While our study provides the deepest perspective of miRNA evolutionary novelty 656 

across a genus to date, clear challenges remain for the future. We previously described 657 

evolutionary nascent miRNA-like loci in D. melanogaster that defy clear annotation by 658 

current standards [28,29]. In the future, analysis of a greater diversity of Drosophilid 659 

tissue and cell samples, combined with AGO1-IP sequencing, will be critical to interpret 660 

the earliest stages of miRNA emergence. At the same time, it worth appreciating that the 661 

current depth and breadth of sequencing is sufficient to identify hundreds of species-662 

restricted, and even species-specific miRNAs with high confidence.  663 
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 664 

Divergent rationales for rapid evolution of mirtrons and TRC miRNAs 665 

Amongst our extensive collection of recently-emerged miRNAs, we discern two 666 

major subclasses of rapidly evolving loci, splicing-derived miRNAs (i.e., mirtrons) and 667 

testis-restricted clustered (i.e., TRC) miRNAs. We propose divergent functional 668 

explanations for their distinct evolutionary behavior, relative to the bulk collection of 669 

recently-emerged miRNAs that either evolve under mild purifying selection or lack 670 

substantial utility and evolve neutrally [8].  671 

Mirtrons mature via the dominant non-canonical mechanism that bypasses the 672 

Drosha/DGCR8 "Microprocessor", which otherwise serves as a molecular gatekeeper for 673 

generation of specific and accurate Dicer substrate hairpins. Mirtrons occasionally yield 674 

regulatory species that incorporate into beneficial regulatory networks, but the vast 675 

majority are not retained during evolution. We hypothesize that most mirtrons are 676 

adventitious Dicer substrates whose net regulatory capacity may be undesirable. By 677 

analogy, expressing synthetic, random, siRNAs are often used as a control situation, but 678 

probably one can imagine that they would impart fortuitous gene regulation that would 679 

not be tolerated over evolution. Indeed, molecular mechanisms involving uridylation 680 

have recently been shown to selectively suppress splicing-mediated miRNA biogenesis, 681 

which can accelerate the evolutionary flux of these miRNA substrates [42,43].  682 

Our current studies across the Drosophila genus broadly confirms that the 683 

accelerated evolutionary dynamics of mirtrons is well-correlated with their tremendously 684 

high rates of 3' uridylation and evolutionary turnover. Indeed, only six of the >400 685 

mirtrons we annotated across the Drosophilid phylogeny were present in the fruitfly 686 

ancestor. We and others recently showed that the mechanism is mediated by the 687 

uridyltransferase Tailor, which has capacity to recognize hairpins bearing 3'-(A)G, which 688 

is characteristic for splicing-derived hairpins [42,43]. We hypothesized that this may 689 

have carryover effect on suppressing the evolutionary emergence of canonical miRNAs 690 

that happen to end in 3'-(A)G. Indeed, our broad survey using de novo miRNA 691 

annotation in eleven new Drosophila species provides evidence that newly-emerging 692 

canonical miRNA hairpins that end in 3'-G have more uridylation than ones than end in 693 

the other three nucleotides. This can explain the rapid evolutionary turnover of mirtrons, 694 

as well as the preferential uridylation of canonical miRNA-3p species ending in G of 695 

various evolutionary ages, which we observed to be depleted in the collection of deeply 696 

conserved, canonical miRNAs [42,43]. This supports the overall view of how molecular 697 
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mechanisms that restrict the biogenesis of non-canonical miRNA substrates can affect 698 

the evolution of both non-canonical and canonical miRNA evolution. 699 

We note also that almost all our annotations of the related 3'-tailed mirtrons, 700 

excepting mir-1017, have been lost from the Drosophilid phylogeny. In this case, since 701 

their hairpin tails are trimmed, they lack a characteristic 3' nucleotide for potential 702 

identification. We have also annotated a class of confident novel antisense miRNAs, 703 

although excepting mir-iab-4/mir-iab-8 and possibly mir-307/mir-307AS, it appears that 704 

all other instances of these have been purged over evolution. Thus, each of these 705 

specialized biogenesis pathways seems largely to exist to manufacture one or perhaps 706 

two miRNAs, even though biochemical capacity to make more exists in most species. 707 

Therefore, we speculate that there may be additional strategies to suppress miRNA 708 

biogenesis than we currently appreciate, especially that are suited to recognize aberrant 709 

miRNA substrates. For example, at least some 3' tailed mirtrons are associated with 710 

untemplated 3' additions (Supplementary Figure S12). It remains to be seen if this is 711 

also associated with an inhibitory role as with conventional mirtrons, and if so, how 3'-712 

tailed substrates are recognized.  713 

On the other hand, the extraordinarily rapid dynamics of TRC miRNAs in all 714 

subclades of the Drosophila genus provides strong evidence for their positive selection 715 

and adaptive evolution. Not only do TRC miRNA sequences evolve more quickly than 716 

canonical miRNA substrates of matched age, the total flux in TRC miRNA numbers 717 

between Drosophila subclades outpaces that of canonical miRNA loci. For example, a 718 

clear sequence ortholog of 106/497 canonical miRNAs not in the TRC class were 719 

present in the pan-Drosophilid ancestor, whereas this is only true of 13/265 TRC miRNA 720 

loci (Figure 6C). We entertain an alternative interpretation that some TRC miRNAs, 721 

owing to positive selection, have evolved in primary sequence so quickly that their 722 

ancestral relationships are not possible to assess. In any case, it is clear that the 723 

wholesale appearance and disappearance of massive TRC loci in different clades 724 

reflects a fundamentally different usage of these miRNAs than for maintenance of 725 

conserved seed-driven target networks as with typical canonical miRNAs.  726 

Moreover, the atypical dynamics of TRC miRNAs are dramatically accelerated in 727 

both species examined in the obscura subclade. In fact, D. pseudoobscura and D. 728 

persimilis themselves exhibit substantial differences in their TRC repertoire, underlying 729 

nearly an order of magnitude greater birth estimate in the obscura branch than other 730 

branches of the phylogeny. The functional underpinnings of this remain to be tested, but 731 
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they go hand-in-hand with the observation of dramatic proliferations of testis-restricted 732 

AGO2 paralogs specifically in the obscura subclade, and not in other Drosophila 733 

subclades [44,45].  734 

Overall, our study provides a wealth of small RNA data that can guide functional 735 

studies of miRNA biogenesis, regulation of miRNA processing, and will underlie 736 

discovery of novel small RNA types (such as siRNAs and piRNAs). In addition, our deep 737 

and broad sampling across an entire genus provides myriad insights into the distinct 738 

evolutionary trajectories of multiple miRNA subtypes, affirming that miRNAs cannot be 739 

considered a unitary class with respect to their functional impact and utilization.  740 
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Materials and Methods 741 

 742 

Drosophila samples and small RNA library sequencing 743 

To analyze miRNA evolution in Drosophila species, we obtained cultures of 744 

whole-genome sequenced D. simulans, D. sechellia, D. yakuba, D. erecta, D. 745 

ananassae, D. pseudoobscura, D. persimilis, D. willistoni, D. virilis, and D. mojavensis 746 

strains from the UCSD Drosophila Species Stock Center. Adult D. grimshawi samples 747 

were a gift of Dr. Kevin White (University of Chicago). Small RNAs (~18-28nt) were 748 

isolated from male bodies, female bodies, heads, and mixed embryos using 749 

polyacrylamide gel electrophoresis, and we prepared libraries as described. Libraries 750 

were sequenced on Illumina GAxII or Hi-Seq 2000 instruments. 751 

 752 

Recovery of D. melanogaster miRNAs from simulated libraries 753 

We simulated four libraries each representing 25 million randomly sampled reads 754 

from the pooled collection of D. melanogaster sRNAs from male bodies, female bodies, 755 

mixed embryos, and heads respectively. We created 100 samples of 100M reads each 756 

(25M X 4 libraries), and determined the recoverability of conserved and newly-evolved 757 

D. melanogaster miRNAs at varying minimum mature and star read expression 758 

thresholds. These artificial libraries, allowed us to investigate the amount of miRNAs at 759 

two different age groups (i.e. conserved and newly-evolved) that could be recovered in 760 

the other 11 Drosophila genomes. We defined conserved D. melanogaster miRNAs as 761 

those with unambiguous orthologs in the obscura-group species, D. willistoni, or the 762 

Drosophila-group species. Recently-evolved D. melanogaster miRNAs were defined as 763 

those with orthologs within the melanogaster-group species only. 764 

 765 

Annotation of miRNA genes 766 

To identify novel miRNAs and assess the expression levels of all miRNA loci, we 767 

first mapped reads from each of the 11 Drosophila species unto their reference 768 

genomes. All reference genomes, except for D. simulans, were obtained from Flybase. 769 

We utilized a revised D. simulans genome assembly created from an isogenic w501 770 

female within our analysis [46]. Reads were mapped using the Bowtie program by 771 

allowing for up to 3 mismatches (parameters: -v 3 -k 20 --best --strata). Perfectly 772 

mapped reads, and reads with 3’ end mismatches characteristic of untemplated 773 

additions, were used for the identification of miRNAs.  774 
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 We supplemented existing Drosophila miRNA annotations from miRBase v21 775 

with novel miRNAs and mirtrons identified in this study using a multi-stage pipeline [25]. 776 

First, canonical miRNA and mirtrons were predicted using miRDeep2 using default 777 

software settings [13]. To identify short mirtron and long pre-miRNA hairpins, two 778 

classes systematically missed by miRDeep2, we mapped sRNA datasets to introns 779 

obtained from FlyBase gene annotations, and predicted hairpin structures from the 780 

einverted program of the EMBOSS package [47] in a genome-wide manner per species. 781 

We used the invert_it.pl utility script from the ShortStack program [48] to filter the 782 

einverted results. The parameters specified to this script were: -f 0.6 -p 30. Introns 783 

or hairpin structures with at least one mapped read were retained and ranked by p-784 

values calculated from a Random Forest classifier. We trained this classifier with a 785 

balanced set of positive training examples comprised of known D. melanogaster and D. 786 

pseudoobscura miRNAs download from miRBase (v21), and a negative training set 787 

composed on non-miRNA predictions identified manually in this study. We used a total 788 

of 37 features per training case representing sequence, structure, and sRNA read 789 

alignment features (Supplementary Table S7). Minimum free energy, and sub-optimal 790 

secondary structures were predicted using RNAfold and RNAsubopt in the Vienna RNA 791 

Software [49].  792 

 All miRNAs predicted from this pipeline were vetted manually and 793 

bioinformatically for miRNA and mirtron candidacy. In the manual phase, all miRDeep2 794 

predictions, and intron and hairpin structures with p > 0.5 were examined for evidence of 795 

cleavage by Drosha and Dicer based on the sRNA read alignment, a hairpin secondary 796 

structure, and synteny with other miRNA predictions. Putative canonical miRNA were 797 

further classified bioinformatically using criteria based on (1) expression, (2) clonability of 798 

Drosha/Dicer products, such as the miR, miR*, loop, or MOR sequences, (3) structure 799 

pairing of the miR:miR* duplex, (4) 5’ end consistency of miR and miR* reads, and (6) 800 

ratio of background to miRNA reads (Supplementary Figure S3). Mirtrons were 801 

classified using the same features as for canonical miRNAs, but an additional criterion 802 

for untemplated modifications of the 3’ arm reads was specified. Canonical miRNA or 803 

mirtron predictions that met all criteria were labeled as “confident” while those that failed 804 

some or all criteria were labeled as “candidate” or “FALSE,” respectively. “Candidate” 805 

loci that were orthologous to “confident” annotations were re-classified as “candidate-806 

rescued.” Confidence classifications for all miRNA and mirtrons are provided in 807 

Supplementary Table S4. Finally, novel “confident”, “candidate-rescued”, and 808 
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“candidate” miRNAs and mirtrons were segregated from miRBase annotation and their 809 

unannotated orthologs.  810 

 811 

Identification of miRNA clusters and testes-restricted miRNAs 812 

miRNA clusters were identified by grouping genes within a 10 Kb window of each 813 

other. Mirtrons were excluded from this classification. The majority of miRNA clusters 814 

identified in this study comprised genes with testes-restricted expression. Testes-815 

restricted miRNAs were characterized as genes with > 4-fold log10(RPMM) testis or 816 

male-body expression enrichment when compared against all other tissue and 817 

developmental-timepoint libraries. If >75% of miRNA genes within a cluster were 818 

classified as testes-restricted, then all genes within said cluster were labeled Canonical, 819 

Testes-restricted, Clustered miRNAs. 820 

 821 

Identification of miRNA orthologs and alignments 822 

miRNA orthologs were identified using the LASTZ program with the following 823 

parameters: H=2000 Y=3400 L=4000 K=2200 Q=HoxD55.q [50]. Hits were ranked by a 824 

score based on the consistency, continuity, and percent identity metrics from LASTZ. A 825 

12-species sequence alignment were created for each miRNA prediction using best 826 

scoring orthologs and the Fast Statistical Aligner program [51]. Paralogs were a 827 

byproduct of this procedure because they attained lower rank during orthology 828 

assignments. All orthologs and paralogs were automatically included in our annotation 829 

pipeline, and were vetted by the same criteria.  830 

Our process of collating accurate miRNA synteny information played a crucial 831 

role within our annotation procedure because it allowed us to “rescue” low-evidence, 832 

candidate miRNA and mirtron predictions contingent on the availability of one or more 833 

confident orthologs. Automated approaches were inept for identifying testes-restricted, 834 

clustered miRNA orthologs due to their close genomic proximity, low sequence 835 

conservation, and high rates of tandem duplication. For these miRNAs, orthologs and 836 

paralogs were identified from multiple sequence alignments of all members of a 837 

particular cluster in all species with homologs (see Supplementary Figures S9 for 838 

examples). MiRNA alignments were further grouped into three classes: (1) TRC 839 

miRNAs, (2) solo canonical miRNAs, and (3) mirtrons.  840 

 841 

Birth and Death Model 842 
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To assess birth and death rate variation across classes of miRNAs and across 843 

Drosophila clades of interest, we designed and implemented a phylogenetic probabilistic 844 

graphical model. This model permits estimation of parameters of gene birth (λ) and 845 

death (μ) (Figure 6A) based upon our assignments of miRNA presence and absence in 846 

each species per miRNA family alignment. Parameter estimation required two sets of 847 

precomputed data. The first datum needed was a binary encoding of miRNA presence 848 

(1) and absence (0) as leaf node labels of the phylogenetic model. In this regard, we 849 

labeled non-miRNAs and “candidate” miRNAs as cases of absences, and “confident” or 850 

“candidate-rescued” miRNAs as cases of presences. We assigned each miRNA for 851 

which no orthologs were identified to its own singleton miRNA alignment, to be counted 852 

as an independent birth event. The second datum needed was phylogenetic branch-853 

length estimates for the 12 Drosophila species phylogeny [27]. We estimated branch 854 

lengths (τ) in units of substitutions per site, using fourfold degenerate sites (i.e. sites 855 

within a codon in which all four possible nucleotide substitutions are synonymous) and 856 

the maximum-likelihood program RaXML [52]. Fourfold degenerate sites were extracted 857 

from a de novo 12 Drosophila species whole genome alignment constructed using the 858 

LASTZ and MULTIZ programs and the chaining and netting protocol used for the UCSC 859 

Genome Browser. The resulting maximum-likelihood newick-formatted tree was: 860 

((((((dm3:0.055153,(droSim1:0.027716,droSec1:0.023941):0.024430):0.050893,(droYak861 

2:0.090814,droEre2:0.079010):0.032754):0.328435,droAna3:0.466508):0.162763,(dp4:0862 

.018457,droPer1:0.018684):0.407262):0.120336,droWil1:0.593093):0.118858,((droVir3:863 

0.244781,droMoj3:0.335567):0.082788,droGri2:0.319783):0.118858); 864 

Given these two datasets, we used our model to infer maximum-likelihood 865 

parameter estimates (i.e. λ, μ) using the standard belief-propagation algorithm to 866 

compute likelihoods, and the Broyden-Fletcher-Goldfarb-Shanno (BFGS) algorithm to 867 

obtain maximum-likelihood parameter estimates [53]. Parameter estimates were 868 

computed for the merged miRNA collection (final estimate: λ = 0.292, μ = 0.694), which 869 

we later used to compute (1) ancestral gene presence or absence states, and (2) 870 

probabilities of observable edge-wise birth and death events (Supplementary Figure 871 

S18-21). To assess cumulative counts of observable birth and death events per miRNA 872 

class or Drosophila clade, we computed edge-wise joint posterior probabilities (i.e. 873 

P(child, parent)) by belief propagation. For simplicity, we called birth [P(1, 0)], death 874 

[P(0, 1)], and “no change” events [P(0, 0) or P(1, 1)] if these probability estimates were 875 
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>= 0.5 (Figure 6B-D). This method is implemented as a Java software package and 876 

available upon request. 877 

 878 

Data access 879 

 Drosophila sRNA sequencing data are under submission for access via the NCBI 880 

Gene Expression Omnibus. Read pileup, structure prediction, and 12-fly sequence 881 

alignments of all Drosophila miRNAs are provided as Supplementary material via an 882 

online website (http://compgen.cshl.edu/mirna/12flies/12flies_alignments.html).  883 
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Figure Legends 1026 

 1027 

Figure 1: Summary of small RNA sequencing data and analysis of sequencing depth 1028 

sufficiency. (A) The recovery rate of known D. melanogaster miRNAs using sets of 100 million 1029 

(M) total reads sampled randomly from D. melanogaster head, mixed embryo, male-body, 1030 

female-body public libraries. These libraries mimic those we sought to create for the 11 other 1031 

Drosophila genomes. Bars represent the fraction of conserved or newly-evolved D. 1032 

melanogaster miRNAs recovered at various miRNA and miRNA* minimum read thresholds, and 1033 

error bars represent the standard error of the recovery rate across 100 different samples of 1034 

100M reads. (B) Saturation curve of miRNA (mature and star) strand recovery at varying 1035 

minimum read depth cutoffs. Based upon these results, we sequenced 100M reads per species. 1036 

(C) Actual read sequencing depth and library conditions profiled within this study, or (D) 1037 

acquired from public repositories for 11 Drosophila species. Datasets for D. melanogaster are 1038 

not shown.  1039 

 1040 

Figure 2: Summary of all known and novel miRNAs recovered within 12 Drosophila genomes. 1041 

(A) Counts of known and novel miRNAs recovered or identified, respectively, at our two highest 1042 

confidence classes – “confident” and “candidate-rescued.” MiRNAs from a third confidence 1043 

class - “candidate” miRNAs - are shown in Supp. Fig S5. (B) The proportion of miRNAs 1044 

recovered within three classes defined by biogenesis pathway, and testes-restricted, clustered 1045 

status. Pie charts are provided for all novel or known annotations, and for the merged collection. 1046 

(C) The distribution of alignment sizes upon assignment of all miRNAs into 1031 alignments. 1047 

Paralogous miRNAs were assigned to single species alignment. The majority of miRNAs 1048 

identified are singletons (species-specific) or doubletons (clade-specific). (D) Cumulative 1049 

distribution function of alignment expression. Alignments are segregated based upon age and 1050 

miRNA class. Empirical CDFs are plotted using the maximum expression values computed 1051 

across all constitutive members of each alignment. RPMM = Reads per Million mapped miRNA 1052 

reads.  1053 

 1054 

Figure 3: Examples of novel miRNAs identified in this study. (A) dvi_264 and der_50 are 1055 

examples of confident, canonical miRNAs. Small RNAs were cloned from both arms of their pre-1056 

miRNA, and an alignment of these sequences reveal patterns of precise 5’ end cleavage and 1-1057 

2nt 3’ blunt end overhang in the hairpin structure. These are all signatures of Drosha- and Dicer-1058 

mediated cleavage. (B) An example of orthologous confident (dsi_14614) and a candidate-1059 
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rescued (dse_989) mirtrons within the two sister species D. simulans and D. sechellia. Total 1060 

cloned reads for dse_939 fell below our threshold for “confident” classification and was 1061 

effectively placed into the “candidate” confidence group. We “rescued” this locus due to its 1062 

synteny with dsi_14614, a confident mirtron. (C) Two novel, conserved, canonical miRNAs 1063 

identified within the host gene cwo. dme_164 sequence alignment indicates higher conservation 1064 

of the miR and miR* arms in comparison to the loop and flanking basal stem regions, a classic 1065 

signature of pre-miRNA sequence conservation. However, it possesses conserved A-rich 1066 

regions that flank the duplex, which are seemingly incompatible with a lower-stem needed for 1067 

Drosha processing. dme_373 exhibits a large terminal loop atypical of most canonical miRNAs.  1068 

 1069 

Figure 4: Shifted processing and alternate biogenesis pathways of Drosophila miRNAs. (A-B) 1070 

Consistency in 5’ end processing for conserved miRNAs. (A) sRNA read alignment for mir-79, 1071 

represented compactly in these bubble plots, show two miR sequences with unique 5’ ends. 1072 

These represent two seed-distinct iso-miRs, that are both produced in several Drosophila 1073 

species. Position 0 represents the proportion of reads that begin with the base of the most 1074 

abundant 5’ arm sequence at either the 5’ strand (miR*) and 3’ strand (miR) for all 12 1075 

Drosophila genomes. Proportions shown at positions less than or greater than 0 represent 1076 

proportion of reads with shifted processing. For mir-79, two iso-miRs are produced in similar 1077 

proportions. (B) Panels of bubble plots depicting the heterogeneity of 5’ end processing for the 1078 

miR sequence of other conserved miRNAs and mirtrons. Greater than 4 alternate iso-miR-193 1079 

sequences in D. melanogaster were noted previously. This heterogeneity is preserved in the 1080 

genomes of the other Drosophilids, and a conserved, dominant iso-miRs is not apparent. We 1081 

identified clade-specific iso-miRs for one canonical miRNA (mir-969) and one mirtron (mir-1082 

1014). Specifically, two unique iso-miR-969 sequences are each preferentially abundant in the 1083 

Sophophora-group and Drosophila-group species, respectively, and for mir-1014, the 1084 

melanogaster-group species produces one iso-miR-1014 sequence that is distinct from the 1085 

dominant iso-miR of other Sophophorans. (C) mir-iab-4/8 and mir-307/mir-307-as are the only 1086 

two reasonably conserved miRNAs with sense and antisense transcription and processing 1087 

based upon our genus-wide data. (D) Dozens of other recently-evolved antisense miRNAs were 1088 

identified in our study however, such as dmo_105/dmo_309 that arose adjacent to the 1089 

conserved mir-994/318 cluster. (E) Example of an atypical splicing derived, 3’ tailed mirtron, 1090 

identified from our data, dse_288. It requires trimming of ~12 nts from the debranched 3' splice 1091 

site to generate the pre-miRNA hairpin.  1092 

 1093 
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Figure 5: Testes-restricted, Recently-evolved, Clustered (TRC) canonical miRNAs in 1094 

Drosophila. (A) An example of a novel TRC miRNA cluster (dan_86 →  dan_373) in D. 1095 

ananassae. The majority of miRNAs show high expression in the male-body libraries. (B) An 1096 

example of a TRC miRNA cluster (dps_3416 → dps-mir-2536) in the obscura-group species. 1097 

The D. pseudoobscura cluster contains 36 miRNAs while its sister species, D. persimilis, 1098 

contains 26 miRNAs. MiRNAs within the 3’ end region of these orthologous clusters (orange 1099 

highlight) have preserved their order while miRNAs within the 5’ region show high gene 1100 

duplication. Colored circles and numbers represent miRNAs of the same family. (C) Expression 1101 

heatmap for all D. pseudoobscura copies reveals a predominant testes-restricted profile. (D) 1102 

Comparison of expression difference between TRC and solo canonical miRNAs present in D. 1103 

virilis alone or within the virilis/mojavensis clade alone. TRC miRNAs of the virilis-subgroup 1104 

show significantly higher expression than their age-matched solo canonical cohorts (Mann-1105 

Whitney Test p < 10-8). All Drosophilid subclades have their own distinct TRC loci, and details of 1106 

all the novel TRC loci cloned in this study are provided in Supplementary Figures S13-S17.  1107 

 1108 

Figure 6. Estimation of miRNA birth and death rates in Drosophila. (A) A probabilistic, 1109 

phylogenetic graphical model for estimating rates of gene birth and death. The model takes 1110 

binary data representing miRNA presence or absence at the leaves of the tree and uses 1111 

maximum likelihood and numerical optimization methods to estimate model parameter (µ, λ) 1112 

values. Branch lengths (τ) are fixed. Maximum likelihood parameters are then used to 1113 

reconstruct node-wise miRNA counts and edge-wise birth and death events. (B-D) Summary of 1114 

estimated ancestral miRNA content and edge-wise birth and death events for three classes of 1115 

miRNAs. MiRNA classes are canonical miRNAs (B), Testes-restricted, canonical miRNAs 1116 

(TRC) (C), and mirtrons (D). Estimates of edge wise birth and death events are shown in green 1117 

and red, respectively. Net emergence rate (i.e. total birth - death events / Myr) are shown in 1118 

each class for the melanogaster-group, obscura-group, and virilis-subgroup species. (E) Net 1119 

miRNA gain rate for three clades- melanogaster-group, obscura-group, and virilis subgroup – 1120 

are shown. Note that mirtrons and TRC miRNAs exhibit much higher rates of flux than do 1121 

canonical non-testis-restricted miRNAs.  1122 

 1123 

Figure 7. Multiple distinct cis-molecular signatures associated with miRNA flux. (A-D) Duplex 1124 

alterations that affect miRNA processing. (A) mir-4984 hairpin is similar across 5 related 1125 

melanogaster subgroup species and its mature (green) arm is identical in all these species. 1126 

However, small RNA sequencing indicates substantial accumulation only in Dmel, very modest 1127 
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in Dsim/Dyak, and not in Dyak/Dere. (B) Experimental tests of UAS-DsRed-mir-4984 expression 1128 

constructs transfected into S2 cells shows that only the Dmel construct was effectively 1129 

processed into miRNAs. DsRed expression confirms that all constructs were expressed. (C) 1130 

dps_41/dpe_2484 ortholog pair, with only a few duplex divergences, exhibits divergent 1131 

expression between very closely related species. (D) Experimental tests in S2 cells confirm 1132 

differential biogenesis of these miRNAs. (E) Transcriptome comparison of miRNAs differentially 1133 

expressed between sister species Dpse and Dper. In general, significantly more duplex 1134 

divergent miRNAs are differentially-expressed miRNAs for both newly-evolved and conserved 1135 

miRNAs. (F) Adaptive evolution of seed regions of testis-restricted, clustered (TRC) miRNAs. 1136 

Shown are examples of 1-to-1 orthologs of TRC miRNAs between Dpse and Dper, including 1137 

available Dpse population data. Highlighted are examples of seed divergence between 1138 

expressed TRC miRNA orthologs between these closely related species, indicating adaptive 1139 

evolutionary behavior. (G-J) Impact of terminal uridylation system on evolutionary suppression 1140 

of mirtrons and behavior of canonical miRNAs. (G-H) Compared to canonical miRNAs (G), 1141 

mirtrons (H) in every Drosophilid species acquire extraordinarily high rates of terminal 1142 

untemplated uridylation (purple) on the 3' ends of their 3p species, compared to any other 1143 

nucleotide modifications. (I-J) 3' uridylation of canonical miRNAs is sensitive to terminal hairpin 1144 

nucleotide. In these graphs, miRNA loci are divided by biogenesis type (canonical vs. splicing-1145 

derived), by terminal nucleotide (3'-G vs. 3'-A/U/C, i.e. "3'-H"), and by evolutionary age. Analysis 1146 

of deeply conserved miRNA loci (I) and recently-evolved loci (J) shows that canonical miRNA 1147 

hairpins that end in G acquire higher levels of 3' uridylation than do other canonical miRNA 1148 

hairpins.  1149 
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Supplementary Figures and Tables 

 

Supplementary Table S1: Small RNA libraries for 11 Drosophila species created for and 
analyzed in this study.  

Supplementary Table S2: Small RNA libraries for Drosophila species acquired from public 
repositories and analyzed in this study. (A) Libraries for D. melanogaster.  (B) Libraries for D. 
simulans, D. yakuba, D. erecta, D. pseudoobscura, and D. virilis.  

Supplementary Table S3: miRBase Drosophilid loci that were demoted from miRNA status.  

Supplementary Table S4: Master list of all known and novel miRNAs in Drosophila. 

Supplementary Table S5: List of all sense and antisense miRNA pairs identified and analyzed 
in this study.  

Supplementary Table S6: 3' Untemplated nucleotide addition counts to canonical miRNA-3p 
and mirtron-3p species.  

Supplementary Table S7: miRNA sRNA read, sequence, and structure features for Random 
Forest and logistic regression classifiers. 

 

Supplementary Figures Legend 

Supplementary Figure S1: Conserved and newly-evolved D. melanogaster miRNAs recovered 
at varied read depth thresholds using in silico simulated libraries. These libraries are composed 
of randomly sampled reads across all D. melanogaster sRNA-seq male-body, female-body, 
head, and mixed embryo libraries used within this study.  miRNA recovery rates are computed 
per read-depth sample at various miR or miR* read thresholds. Error bars depict the standard 
error of the recovery rate across 100 simulations. 

Supplementary Figure S2: Read length distribution for all small RNA libraries sequenced in 
this study. We extended our previous broad and deep analysis of D. melanogaster by sampling 
11 additional Drosophila species as listed to the right, by analyzing mixed embryos, adult heads, 
male bodies and female bodies; a testis library was also generated for D. simulans. A subset of 
libraries were sequenced in replicates, especially ones where the expected dominant miRNA-
sized peak (21-22 nt) peak was not initially observed. A piRNA peak is seen in most of the body 
libraries. Due to the technical difficulty in culturing D. grimshawi, it was only feasible to generate 
two libraries for male and female bodies. 

Supplementary Figure S3: Detailed flow-chart of miRNA and mirtron identification pipeline and 
scoring criteria.  
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Supplementary Figure S4: Drosophilid miRbase loci demoted for lack of compelling small RNA 
evidence. Examples of 47 demoted miRBase (v21) miRNAs and mirtrons. 37 of these represent 
piRNAs within D. pseudoobscura and D. virilis previously classified as miRNAs. 

Supplementary Figure S5: Total miRNA and mirtron annotation count within 12 Drosophila 
species. Annotations are further subdivided within (1) three confidence categories- “confident”, 
“candidate-rescued, and candidate”, and (2) between known and novel annotations. Note that 
“candidate” annotations were not utilized for analyses of miRNA flux in this study. 

Supplementary Figure S6: Distribution of miRNAs for three classes of miRNAs within each 
Drosophila species. These classes are defined by biogenesis pathway and canonical miRNAs 
are further divided by their testes-restricted expression. Only “confident” and “candidate-
rescued” loci are included;  loci that are considered “candidate” only and lack further rationale to 
be rescued based on a confidently processed miRNA ortholog are not included in these pie 
charts. 

Supplementary Figure S7: Read alignments for mir-10404, a conserved non-canonical miRNA 
generated from the ITS1 spacer in ribosomal RNA, across the Drosophilid phylogeny.  

Supplementary Figure S8: Other well-conserved miRNAs identified within this study. 
Alignment and representative hairpin structure for each conserved miRNA. Included is dme_474 
which is not well-conserved but is one of the Drosha-cleaved hairpins within the pasha 5’ UTR. 
Note that unlike most other conserved miRNAs, these loci generally accumulate modest 
amounts of small RNAs and/or have atypical structural features. This might reflect that their 
processing is atypical and/or regulated, or that their conservation reflects a role other than, or in 
addition to miRNA-type function. For example, besides the pasha 5‘ UTR hairpins, two of these 
loci are located in CDS or 3’UTR, and thus cleavage could mediate host mRNA downregulation. 

Supplementary Figure S9: Alignment and small RNA read details for novel conserved miRNAs 
annotated in this study.  

Supplementary Figure S10: Evolutionary patterns of 5’ end cleavage precision for all 
conserved D. melanogaster miRNAs. 

Supplementary Figure S11: Supplementary Figure S11: Additional examples of novel 
sense/antisense miRNA pairs. (A) Example of novel sense/antisense miRNA pair from D. 
willistoni (dwi_62/dwi-98). (B) Example of novel sense/antisense miRNA pair from D. ananassae 
(dan_100/dan_244).    

Supplementary Figure S12: Example of a novel, atypical 3’ tailed mirtron. A 3’ tailed mirtron 
from D. erecta, Der_70. This locus produces a dominant 3p miRNA, which is trimmed by ~13 
from the splice acceptor site. Note that there is 3’ untemplated uridylation (purple) associated 
with a subset of Der_70-3p reads. While Der_70-5p reads are modest, there are also apparent 
partially diced products that include the terminal loop that phase precisely with the Der_70-5p 
species, supporting this as a Dicer position. Bottom alignment shows that Der_70 tailed mirtron 
resides in the conserved gene CYLD, and is associated with a non-canonical splice “GC” donor 
in the five melanogaster group species, which is instead a conventional “GT” splice donor in 
most other insects. Note D. willistoni seems to have lost both splice sites.   

Supplementary Figure S13: Annotation of novel Testes-restricted, recently-evolved, clustered 
(TRC) miRNA clusters identified within D. ananassae.  
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 Supplementary Figure S14: Annotation of a novel Testes-restricted, recently-evolved, 
clustered (TRC) miRNA cluster identified in D. willistoni. Tissue code indicates the miRNAs are 
all highest expressed in male body libraries.  

 Supplementary Figure S15: Annotation of novel Testes-restricted, recently-evolved, clustered 
(TRC) miRNA clusters identi- fied in obscura group species, D. pseudoobscura and D. 
persimilis. (A) Genomic organization and small RNA read density of orthologous dps_3416 → 
dps-mir-2536 TRC clusters in D. pseudoobscura and D. persimilis. (B) Genomic organization 
and small RNA read density of orthologous dps-mir-2510 → dps_23 TRC clusters in D. 
pseudoobscura and D. persimilis. Tissue code indicates the miRNAs are all highest expressed 
in male body/testis libraries. Note that there are also additional copies of some of these TRC 
loci located outside of these clusters.  

 Supplementary Figure S16: Annotation of novel Testes-restricted, recently-evolved, clustered 
(TRC) miRNA clusters identified in virilis clade species. (A) The dvi_66 → dvi_40 cluster. This 
cluster has a clear homologs in mojavensis. The small RNA mappings to their respective 
genomic loci are shown. (B) The dvi_24637 → dvi_197 cluster has clear homologs in D. 
mojavensis. The small RNA mappings to their respective genomic loci are shown. (C) 
Annotation of three additional novel Testes-restricted, recently-evolved, clustered (TRC) miRNA 
clusters identified in virilis clade species. The dvi_43 → dvi_207 cluster has two copies in D. 
virilis (i.e. roughly similar members can be found on scaffold_12723 and scaffold_12963). The 
other cluster is D. mojavensis dmo_62 and dmo_330. 

Supplementary Figure S17: Expression difference between D. pseudoobscura-specific or 
obscura-group-specific TRC and solo canonical miRNAs. Points reflect the maximum 
expression per locus assessed over all D. pseudoobscura libraries. P-value computed from two-
tailed Wilcoxon Rank Sum Test. 

Supplementary Figure S18: All possible phylogenetic reconstruction of ancestral miRNA 
presence and absence for 3 miRNA classes using a phylogenetic probabilistic graphical model  
with universal parameters of λ = 0.292 and µ = 0.694. These parameters were computed by 
running the phylogenetic reconstruction algorithms on all mirtrons and miRNAs pooled together. 
These trees illustrate how the method’s maximum likelihood reconstruction performs for all 
possible configurations of extant miRNAs presence and absence per alignment. Blue text 
indicates count of alignments with this particular configuration in each class. Summary of 
miRNA birth and death (Figure 6) are based upon these estimates of ancestral miRNA presence 
and absence.   

Supplementary Figure S19: Individual phylogeny of extant and inferred ancestral miRNA 
presence and absence for all canonical miRNAs that are not in the testis-restricted clustered 
subclass.   

Supplementary Figure S20: Individual phylogeny of extant and inferred ancestral miRNA 
presence and absence for all mirtrons.  

Supplementary Figure S21: Individual phylogeny of extant and inferred ancestral miRNA 
presence and absence for all testis-restricted clustered (TRC) canonical miRNAs.   
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Supplementary Figure S22: Examples of mirtrons with atypical emergence and decay 
patterns. Expression profiles and mirtron alignments are shown per example to highlight the 
non-clade specificity of mirtron presence.  

Supplementary Figure S23: Differential expression of miRNAs between obscura group 
species. Scatterplot depicting the correlation of miRNA expression of all D. pseudoobscura and 
D. persimilis ortholog pairs (RPMM = Reads Per Million Mapped MiRNA Reads). All miRNA 
alignments with orthologs in both species are shown. Points that lie on or near the diagonal 
represent similarly expressed ortholog pairs. Orthologs with > 6-fold log10(RPMM) difference 
(denoted by the blue-dashed line and labeled points) are examples of significantly differentially 
expressed orthologs. Points are colored by miRNA age, and shapes represent miRNAs with or 
without miR:miR* duplex region substitutions (fraction of duplex sites with substitutions are 
labeled). Note that the mir-309 cluster (yellow) loci are expected to be expressed in the very 
early embryo, and given that the embryo development and timing were not controlled in library 
preparation, their differential accumulation may not be genuine. Amongst loci changed by >6-
fold, dme-mir-2b-1 and dme-mir-310 are deeply conserved, but all others are specific to the 
obscura group species. 

Supplementary Figure S24: 3’ end untemplated nucleotide additions for canonical miRNAs 
and mirtrons in 12 Drosophila species. (A) Proportion of AG ending 3’ arm miRNAs and mirtrons 
that contain reads within mono-A, C, G or U untemplated additions. Error bars represent the 
standard error of the mean. More mirtrons contain untemplated uridylation than comparable 3’ 
end AG-ending canonical miRNAs. (B) Species-specific empirical cumulative distribution 
function of mono-uridylation for mirtrons and canonical miRNAs with 3’ end ‘G’ nucleotide or 
non-‘G’ nucleotides (i.e. IUPAC ambiguity code ‘H’). P-value computed from two-tailed Wilcoxon 
Rank Sum Test between canonical 3’-end ‘H’ miRNAs and mirtrons. Significant differences in 
mono-uridylation distributions between these two classes are noted in blue text. P-values from 
comparisons between canonical 3’ end ‘H’ miRNAs and 3’ end ‘G’ miRNAs are all non-
significant and not shown.  
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Read alignment

ATCACCCACAGAAGCGTGAGTTGGAAATGGCGGCATTCTGATTTCCCTTCTCGTCATCTGAATCCTCCCATCCCATTTCAGATCCCAGCATCATTG
................((((.(((..((((.((.((((.(((.............))).))))))..)))).))).))))................ Size Hits

Total
Reads

Norm
 RPM

................TGAGTTGGAAATGGCGGCATTCT......................................................... 23 1 9.00 0.08

............................................................AATCCTCCCATCCCATTTCAGT.............. 22 1 4.00 0.11

.............................................................ATCCTCCCATCCCATTTCAGA.............. 21 1 3.00 0.06

..........................................................TGAATCCTCCCATCCCATTTCAGT.............. 24 1 3.00 0.19

..........................................................TGAATCCTCCCATCCCATTTCAG............... 23 1 3.00 0.04

...............GTGAGTTGGAAATGGCGGCATT........................................................... 22 1 2.00 0.08

................TGAGTTGGAAATGGCGGCAT............................................................ 20 1 2.00 0.12

.............................................................ATCCTCCCATCCCATTTCAG............... 20 1 1.00 0.07

......................................TGATTTCCCTTCTCGTCATCTGA................................... 23 1 1.00 0.08

...............GTGAGTTGGAAATGGCGGCATTCT......................................................... 24 1 1.00 0.03

................TGAGTTGGAAATGGCGGCATTCTGAA...................................................... 26 1 1.00 0.03

............................................................AATCCTCCCATCCCATTTCAGA.............. 22 1 1.00 0.08

..........................................................TGAATCCTCCCATCCCATTTCAGG.............. 24 1 1.00 0.08

............................................................AATCCTCCCATCCCATTTCAG............... 21 1 1.00 0.05

.............................................................ATCCTCCCATCCCATTTCAGT.............. 21 1 1.00 0.28

...............GTGAGTTGGAAATGGCGGCATTCTGA....................................................... 26 1 1.00 0.03

...............GTGAGTTGGAAATGGCGGCAT............................................................ 21 1 1.00 0.08

...............GTGAGTTGGAAATGGCGGCATTA.......................................................... 23 1 1.00 0.03

..............................................................TCCTCCCATCCCATTTCAGA.............. 20 1 1.00 0.03
Total 38.00 0.19

ATCACCCACAGAAGCGTGAGTTGGAAATGGCGGCATTCTGATTTCCCTTATCGTCATCTGAATCCTCCCATCCCATTTCAGATCCCATCATCATTG
................((((.(((..((((.((.((((.(((.............))).))))))..)))).))).))))................ Size Hits

Total
Reads

Norm
 RPM

............................................................AATCCTCCCATCCCATTTCAGT.............. 22 1 5.00 0.16

.............................................................ATCCTCCCATCCCATTTCAGT.............. 21 1 3.00 0.20

...............GTGAGTTGGAAATGGCGGCATTC.......................................................... 23 1 2.00 0.13

...............GTGAGTTGGAAATGGCGGCATTCTG........................................................ 25 1 2.00 0.13

..........................................................TGAATCCTCCCATCCCATTTCAG............... 23 1 2.00 0.10

..................AGTTGGAAATGGCGGCATTCTGA....................................................... 23 1 1.00 0.05

...............GTGAGTTGGAAATGGCGGCATTT.......................................................... 23 1 1.00 0.06

................TGAGTTGGAAATGGCGGCATTCTGT....................................................... 25 1 1.00 0.07

..................AGTTGGAAATGGCGGCATTCTG........................................................ 22 1 1.00 0.05

...............GTGAGTTGGAAATGGCGGCATTCT......................................................... 24 1 1.00 0.07

...................GTTGGAAATGGCGGCATTCTGA....................................................... 22 1 1.00 0.07

................TGAGTTGGAAATGGCGGCATTCT......................................................... 23 1 1.00 0.07

................TGAGTTGGAAATGGCGGCATTCTG........................................................ 24 1 1.00 0.07
Total 22.00 0.32
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dm3

chr3R: 5 kb dm36,215,000 6,225,000

FlyBase Protein-Coding Genes
dme_373 dme_164

cwo

tnemngila daeRseicepS
D.mel   GTAAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCT--AAAC*CTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGA
D.sim  GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCT--AAAC*GTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGA

GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGAT--AAAC*GTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGA
GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCT--AAAC*GTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGA
GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCT--AAAC*GTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGA
GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCT--AAAC*ATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGT
GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGAC*--ACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGT
GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGAC*--ACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGT
ATAAGATCTCGGGTTTGTTGCACGATGAGACAGCCGCT--AAAC*TTATGCCGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTAT
GTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCAAAT*--ACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTG
GTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCACAT*--ATGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTA
GTGAGATCTCGGGTTTGTTGCACGACGTGGCAGCTGCTCCAAAT*--ACGCAGCTGTCTCTCGATGTTTTCGATTTCGGGATCTTGT

dme_373

tnemngilAseicepS
D.mel ATCTCTGAAAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCA----*--ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACA
D.sim ATCTCTGAAAAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGTA----*--ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACA
D.sec ATCTCTGAAAAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGCA----*--ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAACAATCAACA
D.yak ATCTCTGAAAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCA----*--ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACA
D.ere ATCTCTGAAAAAGTGTGTTTGTTTGCTGG-CTACTTCTGTGTTGCA----*--ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAATATCAACA
D.ana AACTCTGAGAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGGA*TTAGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCA
D.pse AACTCTGATAAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGAT*TAATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACA
D.per AACTCTGATAAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGAT*TAATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACA
D.wil AACTCTAAGAAAGTGTGTTTGTTTGCTGGTCTACGTTTGTGTTACATGAT*TAATTAATTCACAAATGTTCAGCAAGACAACACGTCAGAGTAAACAACA
D.vir AATTCTGAGAAAGTGTGTTTGTTTGCTGA-CTACGTTTGTGTTACATGGC*TAAG-TACGCCCAAATGTTCAGCAAGACAACACGTCGAAGCAAGCCGCA
D.moj AAATCTAAGAAAGTGTGTTTGTTTGCTGG-CCACGTTTGTGTTACATGAT*TAAGCAACGCACAAATGTTCAGCAAGACAACACGTCAAA----------
D.gri

D.sec
D.yak
D.ere
D.ana
D.pse
D.per
D.wil
D.vir
D.moj
D.gri

AAGTCTGAGAAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATTTC*TAAGCAACACACAAATGTTCAGCAAGACAACACGTCAAAGCAAGCCGCA

dme_164 A-rich lower-stem

A
T

C
T

C
T
G
A
A

A
A

A
G T

G
T
G
T
T

T
G
T
T
T

G
C
T
G
GC

T A
C
G
T
C
T
G
T
G

T
T

G
C

A
G

G
G

A
C
T

T
C

A
A A

T

G
G
A

T
T
T
C
C
T
G
C
A

C
A A C

A

T

G

A
AC

T
C
A
C
A
G
A
T
G
T

T
C
A
G
C
A

A
G
A
C

A
A
C
A
C
G T C

A
A

A
A
A
A
A

T
C

A
ACA

1

10

20

30

40

50

60

70

80

90

100

110

120121

dme_164

dme_373

G

U
A
A
G
A
U
C
U
C
G
G
G

U
U
U
G

U

U
G
C

A
C
G
A

C
G
A
G
A
C
A
G
U
U
GC

U
A

A

A

C

C
C

C
C G

CA
A

A
A

U

A

A

U

C
A

A
A

A U A C
A

C
C

C

C

C

A

C
A

A
U

CG
C A

U
U

U

A

C

U
A

C
UC

A
G
C
U
G
U
C
U
C

U
C
G
U

U
G
U

U
U

U
C
G
A

U
U
U
C
G
G
G
A
U
C
U
U
G

A
1

10

20

30

40

50

60

70

80

90

100

110

120

125

Novel confident

Novel candidate-rescued

Mohammed et al
Figure 3

de
r_

50

GCATGTATGTATGTATGTATGTGCGACGTGCCAATTTGCATGGCACGTCGTACATACAAACATACATAACTGCAT 
(((..(((((((((.((((((((((((((((((.......)))))))))))))))))).)))))))))..))).. Size Hits

Total
reads

Norm
RPM

..........ATGTATGTATGTGCGACGTGC............................................ 21 1 567 6.45

..........ATGTATGTATGTGCGACGTGCC........................................... 22 1 344 3.91

..........ATGTATGTATGTGCGACGTG............................................. 20 1 260 3.06

...........TGTATGTATGTGCGACGTGC............................................ 20 1 122 1.39

...........TGTATGTATGTGCGACGTGCC........................................... 21 1 85 1.00

...........................................CACGTCGTACATACAAACATAC.......... 22 1 14 0.17

...........................................CACGTCGTACATACAAACATACA......... 23 1 4 0.09

...........................................CACGTCGTACATACAAACATA........... 21 1 2 0.09
Total 1747 18.7

Novel Confident, species-specific, solo canonical miRNAs

C

A

B

untem
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full unaligned (~50nt) loop not shown

Top 3 star reads
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AGAAAGGGCGTTTGTTTCTGCGGTTCGAAATAGCGTCAAAAGTTATCTTCCAGCCGACACTATTTCTTACCTCATTGACGAAACACTTTTATTC
..(((((...((((((..((.(((..(((((((.(((..................))).)))))))..))).))..))))))...)))))....

Size Hits
Total
Norm

Total
Norm
RPM

...............TTCTGCGGTTCGAAATAGCG........................................................... 20 1 41804.00 177.17

................TCTGCGGTTCGAAATAGCGTCA........................................................ 22 1 38728.00 188.54

...............TTCTGCGGTTCGAAATAGCGTC......................................................... 22 1 22875.00 74.33

...............TTCTGCGGTTCGAAATAGCGT.......................................................... 21 1 11824.00 67.67

...............TTCTGCGGTTCGAAATAGCGTCA........................................................ 23 1 6451.00 38.06

.....................................AAAAGTTATCTTCCAGCCGA..................................... 20 1 18.00 0.46

.........................................................CACTATTTCTTACCTCATTGAC............... 22 1 13.00 0.65

.........................................................CACTATTTCTTACCTCATTGACC.............. 23 1 8.00 0.39

........................................................ACACTATTTCTTACCTCATTGA................ 22 1 7.00 0.42

Total 145487.50 345.43

dv
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reads

loop reads
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22 total reads111 total reads
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dmo_105
Read alignment

TCTCACAGCGAATTGCATTGATGTGTTAGCTTGATGATTGCGATTCCCTCATAAGCGGGCACACCAATGCAGTTAGTTGTGAAATGC 
..(((((((.((((((((((.((((((.(((((.(((...........)))))))).)))))).)))))))))).)))))))..... Size Hits Total

Norm
Total
Norm
RPM

..................................................ATAAGCGGGCACACCAATGCAG............... 22 1 57.00 0.56

..................................................ATAAGCGGGCACACCAATGCA................ 21 1 54.00 0.53

..................................................ATAAGCGGGCACACCAATGC................. 20 1 7.00 0.09

..................................................ATAAGCGGGCACACCAATG.................. 19 1 6.00 0.06

...............CATTGATGTGTTAGCTTGATGA.................................................. 22 1 5.00 0.09

...................................................TAAGCGGGCACACCAATGCAGT.............. 22 1 4.00 0.09

..........AATTGCATTGATGTGTTAGCTT....................................................... 22 1 3.00 0.05

..................................................ATAAGCGGGCACACCAATGCAA............... 22 1 3.00 0.04

..................................................ATAAGCGGGCACACCAATGCT................ 21 1 2.00 0.05

..................................................ATAAGCGGGCACACCAATGCAGT.............. 23 1 2.00 0.11

......................................................GCGGGCACACCAATGCAGTTAGT.......... 23 1 1.00 0.04

...............CATTGATGTGTTAGCTTGATGAA................................................. 23 1 1.00 0.05

.........GAATTGCATTGATGTGTTAGCT........................................................ 22 1 1.00 0.02

..................................................ATAAGCGGGCACACCAATT.................. 19 1 1.00 0.05

..........AATTGCATTGATGTGTTAGCTC....................................................... 22 1 1.00 0.04

...............CATTGATGTGTTAGCTTGATG................................................... 21 1 1.00 0.02

.................................................CATAAGCGGGCACACCAATGC................. 21 1 1.00 0.04

..................................................ATAAGCGGGCACACCAAG................... 18 1 1.00 0.02

...............CATTGATGTGTTAGCTTGA..................................................... 19 1 1.00 0.02

.................................................CATAAGCGGGCACACCAATGCA................ 22 1 1.00 0.02
Total 153.00 1.49

Total

dmo_309
Read alignment

CATTTCACAACTAACTGCATTGGTGTGCCCGCTTATGAGGGAATCGCAATCATCAAGCTAACACATCAATGCAATTCGCTGTGAGAG 
..(((((((......((((((((((((...((((((((...........)))).))))...))))))))))))......))))))).. Size Hits Total

Norm
Total
Norm
RPM

...................................................ATCAAGCTAACACATCAATGCA............... 22 1 24.00 0.50

....................................................TCAAGCTAACACATCAATGCAAT............. 23 1 4.00 0.08

.....................................................CAAGCTAACACATCAATGCAAT............. 22 1 3.00 0.06

....................................................TCAAGCTAACACATCAATGCA............... 21 1 3.00 0.06

...................................................ATCAAGCTAACACATCAATGC................ 21 1 3.00 0.06

............AACTGCATTGGTGTGCCCGCT....................................................... 21 1 2.00 0.04

....................................................TCAAGCTAACACATCAATGCAATT............ 24 1 1.00 0.02

....................................................TCAAGCTAACACATCAATGC................ 20 1 1.00 0.02

...............TGCATTGGTGTGCCCGCTTATGA.................................................. 23 1 1.00 0.02

..................................................CATCAAGCTAACACATCAATGC................ 22 1 1.00 0.02
43.00 0.91

dmo_309

dmo_105
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dpse_41

dps_41

dper_
2484

tnemngila daeRseicepS
dp5

CACTTCAAGTTTATTACCAGGCCAGATTTGTAAAACGTTACTTTCCTTAACTCGTATTACAGCTCTAGCCTGGCAATTTTCCTTGAACAAT

...((((((...(((.((((((.(((.((((((.(((...............))).)))))).))).)))))).)))....))))))....

......................................................TATTACAGCTCTAGCCTGGCAATC............. 24 1 613.00 64.20

......................................................TATTACAGCTCTAGCCTGGCAA............... 22 1 293.00 3.40

......................................................TATTACAGCTCTAGCCTGGCA................ 21 1 172.00 1.68

......................................................TATTACAGCTCTAGCCTGGATC............... 22 1 86.00 9.51

......................................................TATTACAGCTCTAGCCTGG.................. 19 1 78.00 0.91

...............ACCAGGCCAGATTTGTAAAACG...................................................... 22 1 11.00 0.14

...............ACCAGGCCAGATTTGTAAAACGT..................................................... 23 1 8.00 1.01

...............ACCAGGCCAGATTTGTAAA......................................................... 19 1 3.00 0.26

...............ACCAGGCCAGATTTGTAAAATC...................................................... 22 2 2.50 0.28

...............ACCAGGCCAGATTTGTAAAAATC..................................................... 23 1 2.00 0.22

...Reads reduced for brevity...
1446.33 12.97

droPer2

CACTTCAAGTTTATTACCAGGACAGGTTTGTAA-CCGTTACTTTCCTTAACTCGTATCACAGCTCTAGCCTGGCAATTTTGCTTGAACAAT
...(((((((..(((.(((((..(((.((((.(-(.((((.......))))..))...)))).)))..))))).)))...)))))))....

......................................................TATCACAGCTCTAGCCTGGCA................ 21 4 2.50 0.07

......................................................TATCACAGCTCTAGCCTGGCAA............... 22 4 2.00 0.04

......................................................TATCACAGCTCTAGCCTGG.................. 19 4 0.50 0.03

......................................................TATCACAGCTCTAGCCTGGCAT............... 22 4 0.25 0.01

......................................................TATCACAGCTCTAGCCTGGC................. 20 4 0.25 0.01

......................................................TATCACAGCTCTAGCCTGGTT................ 21 4 0.25 0.01

......................................................TATCACAGCTCTAGCCTGGCG................ 21 4 0.25 0.02

6.00 0.11
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DpseDper
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Species Read alignment
dm3 GAAAACCTTTTGGCCAGCGAATACGCCTCGGATCCAATCACGTTTCAAGATCGAGGTGAATTCTTTGACGTATTCGCTGGCCAAATGACACGTTC

........(((((((((((((((((..(((((.....((((.((........)).))))....))))))))))))))))))))))..........

..........................................................AATTCTTTGACGTATTCGCTGG............... 22 1 628  0.53

..........................................................AATTCTTTGACGTATTCGCTGGT.............. 23 1 47   0.15

..........................................................AATTCTTTGACGTATTCGCTGT............... 22 1 34   0.17

..........................................................AATTCTTTGACGTATTCGCTG................ 21 1 33   0.15

..........................................................AATTCTTTGACGTATTCGCTGGA.............. 23 1 18   0.12

...............AGCGAATACGCCTCGGATCCAATC........................................................ 24 1 4    0.08

...............AGCGAATACGCCTCGGATCCAATCA....................................................... 25 1 4    0.14

...............AGCGAATACGCCTCGGATCCAAT......................................................... 23 1 2    0.07

...............AGCGAATACGCCTCGGATCCA........................................................... 21 1 2    0.18

...............AGCGAATACGCCTCGGATCCAA.......................................................... 22 1 2    0.09

Total 811  0.66

droSim2 GAAAACCTTTTGGCCAGCGAATGCGCCTCGGATCCAATCACGTTTCAAGATCGAGGTGAATTCTTTGACGTATTCGCTGGCCAAATGACACGTTC
........(((((((((((((((((..(((((.....((((.((........)).))))....))))))))))))))))))))))..........

..........................................................AATTCTTTGACGTATTCGCTGG............... 22 1 3    0.06

..........................................................AATTCTTTGACGTATTCGCTGGC.............. 23 1 2    0.06

..........................................................AATTCTTTGACGTATTCGCTG................ 21 1 2    0.04

..........................................................AATTCTTTGACGTATTCGCTGT............... 22 1 1    0.03

........................................................TGAATTCTTTGACGTATTCGCT................. 22 1 1    0.05

Total 9    0.06

droSec2 GAAAACCTTTTGGCCAGCGAATACGCCTCGGATCCAATCACGTTTCAAGATCGAGGTGAATTCTTTGACGTATTCGCTGGCCAAATGACACGTTC

........(((((((((((((((((..(((((.....((((.((........)).))))....))))))))))))))))))))))..........

         Total

Size Hits Reads RPM

..........................................................AATTCTTTGACGTATTCGCTGG............... 22 1 43   0.62

..........................................................AATTCTTTGACGTATTCGCTGGT.............. 23 1 6    0.11

...........................................................ATTCTTTGACGTATTCGCTGG............... 21 1 3    0.16

..........................................................AATTCTTTGACGTATTCGCTGGAA............. 24 1 2    0.05

..........................................................AATTCTTTGACGTATTCGCTGT............... 22 1 2    0.06

Total 57   0.82

droYak3 GAAAACCTTTTGGCCGGCAAATACGCCTCGGATCCAATCACGTTTCAAGATCGAGGTGAATTCTTTGACGTATTCGCTGGCCAAATGACACGTTT
........((((((((((.((((((..(((((.....((((.((........)).))))....))))))))))).))))))))))..........

.......................................... No Reads ...........................................          0     0
droEre2 GAAAACCT-TTGGCCAGCAAATACGCCTCGGATCCAATCACGTTTCAAGATCGAGGTGAATTCTTTGACGTATTCGCTGGCCAAATGACACGTTT

.......(-(((((((((.((((((..(((((.....((((.((........)).))))....))))))))))).))))))))))..........

.......................................... No Reads ...........................................          0     0
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Figure 7

D. pseudoobscura vs. D. persimilis
differentially expressed miRNAs
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Supplementary Figure S1: Conserved and newly-evolved D. melanogaster miRNAs recovered at 
varied read depth thresholds using in silico simulated libraries. These libraries are composed of 
randomly sampled reads across all D. melanogaster sRNA-seq male-body, female-body, head, 
and mixed embryo libraries used within this study.  miRNA recovery rates are computed per 
read-depth sample at various miR or miR* read thresholds. Error bars depict the standard error of 
the recovery rate across 100 simulations.
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Supplementary Figure S2: Read length distribution for all small RNA libraries sequenced in this study. We extended our 
previous broad and deep analysis of D. melanogaster by sampling 11 additional Drosophila species as listed to the right, by 
analyzing mixed embryos, adult heads, male bodies and female bodies; a testis library was also generated for D. simulans. A 
subset of libraries were sequenced in replicates, especially ones where the expected dominant miRNA-sized peak (21-22 nt) 
peak was not initially observed. A piRNA peak is seen in most of the body libraries. Due to the technical difficulty in culturing D. 
grimshawi, it was only feasible to generate two libraries for male and female bodies. 
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Supplementary Figure S3: Detailed flow-chart of miRNA and mirtron identification pipeline and 
scoring criteria. 
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Supplementary Figure S5: Total miRNA and mirtron annotation count within 12 Drosophila species. 
Annotations are further subdivided within (1) three confidence categories- “confident”, “candi-
date-rescued, and candidate”, and (2) between known and novel annotations. Note that “candidate” 
annotations were not utilized for analyses of miRNA flux in this study.
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Distribution of all confident + candidate−rescued miRNAs by class

Mohammed et al
Supplementary Figure 6

Supplementary Figure S6: Distribution of miRNAs for three classes of miRNAs within each Drosophila 
species. These classes are defined by biogenesis pathway and canonical miRNAs are further divided 
by their testes-restricted expression. Only “confident” and “candidate-rescued” loci are included;  loci 
that are considered “candidate” only and lack further rationale to be rescued based on a confidently 
processed miRNA ortholog are not included in these pie charts. 
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Supplementary Figure S7. 
 
Read alignments for mir-10404, a conserved non-canonical miRNA generated from the 
ITS1 spacer in ribosomal RNA, across the Drosophilid phylogeny.  
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dme-mir-10404 Complete Alignment
Species Name Confidence Read alignment
dm3 dme_417 candidate-

rescued TTATTTTAGGTATATAAAAT-ACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATAATTGAC------------ATTATATAAAAA 
...((.....((((((....-.(((((((((((((((((((.((((((((......))))))))..)))))))))).)))))))........))..------------..))))))..)) Size Hits Total

Norm
Total
Norm
RPM

..........................TATTGAAGGAATTGATATATGC........................................................................ 22 20 4840.05 20.61

..........................TATTGAAGGAATTGATATATG......................................................................... 21 20 2663.15 10.58

............................TTGAAGGAATTGATATATGCCA...................................................................... 22 20 2142.20 10.51

............................TTGAAGGAATTGATATATGCC....................................................................... 21 20 1075.05 3.22

..........................TATTGAAGGAATTGATATATGCC....................................................................... 23 20 907.95 4.95

..........................TATTGAAGGAATTGATATATGCCA...................................................................... 24 20 405.20 1.34

............................TTGAAGGAATTGATATATGC........................................................................ 20 20 193.85 0.93

...........................................................TGTATTTTTAATTTCTTTCAATAAC.................................... 25 20 179.50 1.66

.........................TTATTGAAGGAATTGATATATG......................................................................... 22 20 171.75 0.73

.........................TTATTGAAGGAATTGATATATGC........................................................................ 23 20 103.35 0.60

...........................ATTGAAGGAATTGATATATGC........................................................................ 21 20 101.20 0.55

..........................TATTGAAGGAATTGATATATGCCATC.................................................................... 26 20 94.35 374.83

..........................TATTGAAGGAATTGATATATGCA....................................................................... 23 20 93.10 0.53

...........................................................TGTATTTTTAATTTCTTTCAATAA..................................... 24 20 88.65 0.54

.............................TGAAGGAATTGATATATGCCA...................................................................... 21 20 70.45 0.35

...........................................................TGTATTTTTAATTTCTTTCAAT....................................... 22 20 52.50 0.20

..........................TATTGAAGGAATTGATATAT.......................................................................... 20 20 51.00 0.69

............................TTGAAGGAATTGATATATG......................................................................... 19 20 47.10 0.18

...........................ATTGAAGGAATTGATATATGCC....................................................................... 22 20 44.85 0.22

..........................TATTGAAGGAATTGATATA........................................................................... 19 20 44.15 0.22

...........................................................TGTATTTTTAATTTCTTTCAATAAA.................................... 25 20 38.35 0.34

..........................TATTGAAGGAATTGATATATGCCAA..................................................................... 25 20 31.05 0.27

..........................TATTGAAGGAATTGATATATGCCAG..................................................................... 25 20 29.70 0.18

..........................TATTGAAGGAATTGATATATGA........................................................................ 22 20 29.10 0.15

..........................TATTGAAGGAATTGATATATGCCAGT.................................................................... 26 20 25.65 0.18

...........................ATTGAAGGAATTGATATATG......................................................................... 20 20 23.90 0.20

...........................................................TGTATTTTTAATTTCTTTCAATAAT.................................... 25 20 23.85 0.28

..........................TATTGAAGGAATTGATATATGT........................................................................ 22 20 20.60 0.13

............................TTGAAGGAATTGATATATGCCAGTAAAA................................................................ 28 20 17.90 0.12

.........................TTATTGAAGGAATTGATATAT.......................................................................... 21 20 16.90 0.06

...........................................................TGTATTTTTAATTTCTTTCAATA...................................... 23 20 16.40 0.11

.............................TGAAGGAATTGATATATGCCAG..................................................................... 22 20 15.55 0.06

.........................TTATTGAAGGAATTGATATATGCCAG..................................................................... 26 20 15.00 0.10

.........................TTATTGAAGGAATTGATATA........................................................................... 20 20 14.15 0.06

...................T-ACATTTATTGAAGGAATTGATATA........................................................................... 25 20 13.60 0.10

........................TTTATTGAAGGAATTGATATATGC........................................................................ 24 20 13.50 0.06

...................................................TAAAATGGTGTATTTTTAATTTCTTT........................................... 26 20 13.20 0.36

...........................ATTGAAGGAATTGATATATGCCA...................................................................... 23 20 12.75 0.09

..........................TATTGAAGGAATTGATATATGCCAGTA................................................................... 27 20 12.35 0.06

............................................................GTATTTTTAATTTCTTTCAATAA..................................... 23 20 11.55 0.11

.........................TTATTGAAGGAATTGATATATGCCAGT.................................................................... 27 20 10.90 0.04

.............................TGAAGGAATTGATATATGC........................................................................ 19 20 10.45 0.05

.......................ATTTATTGAAGGAATTGATATATGC........................................................................ 25 20 9.30 0.04

.............................TGAAGGAATTGATATATGCCAGTAAAA................................................................ 27 20 9.05 0.06

...............................AAGGAATTGATATATGCCAGTAAAA................................................................ 25 20 8.60 0.09

.............................TGAAGGAATTGATATATGCC....................................................................... 20 20 8.35 0.04

........................TTTATTGAAGGAATTGATATATGCCAG..................................................................... 27 20 7.60 0.05

..........................TATTGAAGGAATTGATATATGCT....................................................................... 23 20 6.70 0.06

...................T-ACATTTATTGAAGGAATTGATA............................................................................. 23 20 6.05 0.03

............................................................GTATTTTTAATTTCTTTCAAT....................................... 21 20 5.55 0.10

.............................TGAAGGAATTGATATATGCCAGTAA.................................................................. 25 20 5.55 0.05

..........................TATTGAAGGAATTGATATATGCCAAA.................................................................... 26 20 5.35 0.07

........................TTTATTGAAGGAATTGATATA........................................................................... 21 20 5.30 0.02

............................................................GTATTTTTAATTTCTTTCAATAAA.................................... 24 20 5.00 0.07

...........................................................TGTATTTTTAATTTCTTTCAATAAAT................................... 26 20 4.75 0.06

........................TTTATTGAAGGAATTGATATATGCCAGT.................................................................... 28 20 4.75 0.02

.............................TGAAGGAATTGATATATGCCAGTAAA................................................................. 26 20 4.70 0.04

.......................ATTTATTGAAGGAATTGATATATGCC....................................................................... 26 20 4.60 0.03

.........................TTATTGAAGGAATTGATATATGCC....................................................................... 24 20 4.55 0.02
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......................CATTTATTGAAGGAATTGATATATGC........................................................................ 26 20 4.55 0.03

...........................................................TGTATTTTTAATTTCTTTCAA........................................ 21 20 4.50 0.11

.............................TGAAGGAATTGATATATGCCAGTAAAAT............................................................... 28 20 4.35 0.02

.........................TTATTGAAGGAATTGATATATGCCA...................................................................... 25 20 4.05 0.02

............................................................GTATTTTTAATTTCTTTCAATA...................................... 22 20 4.00 0.03

...................................................TAAAATGGTGTATTTTTAATTTCTT............................................ 25 20 3.90 0.21

...................T-ACATTTATTGAAGGAATTGATATATG......................................................................... 27 20 3.90 0.05

........................TTTATTGAAGGAATTGATATATG......................................................................... 23 20 3.85 0.02

..........................TATTGAAGGAATTGATATATA......................................................................... 21 20 3.80 0.03

............................TTGAAGGAATTGATATATGCCAGTAA.................................................................. 26 20 3.60 0.03

...........................ATTGAAGGAATTGATATATGCCATC.................................................................... 25 20 3.55 5.80

.........................TTATTGAAGGAATTGATAT............................................................................ 19 20 3.55 0.02

.....................ACATTTATTGAAGGAATTGATATA........................................................................... 24 20 3.55 0.02

..........................TATTGAAGGAATTGATAT............................................................................ 18 20 3.55 0.03

............................TTGAAGGAATTGATATATGCCAA..................................................................... 23 20 3.50 0.03

............................TTGAAGGAATTGATATATGCCAGT.................................................................... 24 20 3.35 0.03

.......................ATTTATTGAAGGAATTGATATATGCCAG..................................................................... 28 20 3.35 0.04

............................TTGAAGGAATTGATATATGCCAT..................................................................... 23 20 3.25 0.03

.............................TGAAGGAATTGATATATGCCAGT.................................................................... 23 20 3.25 0.02

........................TTTATTGAAGGAATTGATAT............................................................................ 20 20 3.20 0.02

.......................ATTTATTGAAGGAATTGATAT............................................................................ 21 20 3.15 0.02

............................TTGAAGGAATTGATATATGCCAGTA................................................................... 25 20 3.10 0.02

.......................ATTTATTGAAGGAATTGAT.............................................................................. 19 20 3.00 0.02

..........................TATTGAAGGAATTGATATATGCCG...................................................................... 24 20 3.00 0.04

...................T-ACATTTATTGAAGGAATTGATATAT.......................................................................... 26 20 2.90 0.02

...................T-ACATTTATTGAAGGAATTGATATATGC........................................................................ 28 20 2.85 0.03

............................................................GTATTTTTAATTTCTTTCAATAAC.................................... 24 20 2.80 0.04

............................TTGAAGGAATTGATATATGCCAG..................................................................... 23 20 2.80 0.02

........................TTTATTGAAGGAATTGATA............................................................................. 19 20 2.75 0.03

..........................TATTGAAGGAATTGATATATGCCAT..................................................................... 25 20 2.65 0.02

.............................................................TATTTTTAATTTCTTTCAATAAA.................................... 23 20 2.65 0.03

...........................................................TGTATTTTTAATTTCTTTCA......................................... 20 20 2.65 0.03

...........................................................TGTATTTTTAATTTCTTTCAATAAAA................................... 26 20 2.55 0.03

...................T-ACATTTATTGAAGGAATTGAT.............................................................................. 22 20 2.55 0.02

........................TTTATTGAAGGAATTGATATATGCCA...................................................................... 26 20 2.50 0.02

.......................ATTTATTGAAGGAATTGATATATG......................................................................... 24 20 2.50 0.01

.......................ATTTATTGAAGGAATTGATATAT.......................................................................... 23 20 2.50 0.02

........................................................TGGTGTATTTTTAATTTCTTTCAATAA..................................... 27 20 2.45 0.07

...............................AAGGAATTGATATATGCCAGTAAAATGG............................................................. 28 20 2.45 0.02

...................................................TAAAATGGTGTATTTTTAATTTCTTTC.......................................... 27 20 2.40 0.07

.............................................................TATTTTTAATTTCTTTCAATAA..................................... 22 20 2.35 0.03

...........................................................TGTATTTTTAATTTCTTTCAATAAAAA.................................. 27 20 2.35 0.04

..........................TATTGAAGGAATTGATATATGCCAGTAA.................................................................. 28 20 2.30 0.01

...................T-ACATTTATTGAAGGAATTGATAT............................................................................ 24 20 2.25 0.02

..........................TATTGAAGGAATTGATATGC.......................................................................... 20 20 2.25 0.02

.................AAT-ACATTTATTGAAGGAATTGATA............................................................................. 25 20 2.20 0.02

............................TTGAAGGAATTGATATATGCT....................................................................... 21 20 2.05 0.02

.......................ATTTATTGAAGGAATTGATA............................................................................. 20 20 2.05 0.02

..........................TATTGAAGGAATTGATATATC......................................................................... 21 20 2.00 0.02

.......................ATTTATTGAAGGAATTGATATA........................................................................... 22 20 2.00 0.01

.........................TTATTGAAGGAATTGATATATGCCAGTA................................................................... 28 20 2.00 0.02

............................TTGAAGGAATTGATATATGCCG...................................................................... 22 20 2.00 0.03

.............................TGAAGGAATTGATATATGCCAGTA................................................................... 24 20 1.90 0.02

.........................TTATTGAAGGAATTGATATATGCA....................................................................... 24 20 1.85 0.03

..........................TATTGAAGGAATTGATATG........................................................................... 19 20 1.85 0.01

............................TTGAAGGAATTGATATATGCA....................................................................... 21 20 1.80 0.01

.......................ATTTATTGAAGGAATTGATATATGCCA...................................................................... 27 20 1.80 0.01

........................TTTATTGAAGGAATTGATATATGCC....................................................................... 25 20 1.80 0.05

.........................TTATTGAAGGAATTGATA............................................................................. 18 20 1.75 0.02

.............................................................TATTTTTAATTTCTTTCAATA...................................... 21 20 1.75 0.02

...................................................TAAAATGGTGTATTTTTAATTTCT............................................. 24 20 1.65 0.02

........................................................TGGTGTATTTTTAATTTCTTTCAA........................................ 24 20 1.60 0.12

.....................................TTGATATATGCCAGTAAAATGGTG........................................................... 24 20 1.60 0.03

........................TTTATTGAAGGAATTGAT.............................................................................. 18 20 1.55 0.03

.....................ACATTTATTGAAGGAATTGATATATGC........................................................................ 27 20 1.50 0.02

..............................GAAGGAATTGATATATGC........................................................................ 18 20 1.45 0.02

............................................................GTATTTTTAATTTCTTTCAA........................................ 20 20 1.45 0.02
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........................TTTATTGAAGGAATTGATATAT.......................................................................... 22 20 1.40 0.01

...........................ATTGAAGGAATTGATATAT.......................................................................... 19 20 1.35 0.02

...........................................................TGTATTTTTAATTTCTTTCAATAAG.................................... 25 20 1.35 0.03

..........................TATTGAAGGAATTGATATATGG........................................................................ 22 20 1.35 0.02
Total 14076.90 8.62

droSim2 dsi_301 confident
TTATTTTAGGTATAAAAA-T-AAATTTATTGAAGGAATTGATATATGCCAGTAAAACGGTGTATTTTTAATTTCTTTCAATAAAAACAATATTGAC------------ATTATATAAAAA 
((..............((-(-(..(((((((((((((((((.(((((((........)))))))..)))))))))).))))))).....))))...------------..........)) Size Hits Total

Norm
Total
Norm
RPM

..........................TATTGAAGGAATTGATATATGCC....................................................................... 23 3 6985.33 26.56

..........................TATTGAAGGAATTGATATATGC........................................................................ 22 3 6952.00 26.43

...........................................................TGTATTTTTAATTTCTTTCAATAA..................................... 24 4 4980.00 22.93

............................TTGAAGGAATTGATATATGCCA...................................................................... 22 3 3239.00 12.31

...........................................................TGTATTTTTAATTTCTTTCAATAAA.................................... 25 4 2913.75 11.66

..........................TATTGAAGGAATTGATATATG......................................................................... 21 3 2552.33 9.70

............................TTGAAGGAATTGATATATGCC....................................................................... 21 3 2229.67 8.48

..........................TATTGAAGGAATTGATATA........................................................................... 19 3 1976.67 7.90

...........................................................TGTATTTTTAATTTCTTTCAATAAAA................................... 26 4 1776.75 14.71

..........................TATTGAAGGAATTGATATATGCCA...................................................................... 24 3 1405.00 6.11

..........................TATTGAAGGAATTGATATAT.......................................................................... 20 3 1267.67 5.07

..........................TATTGAAGGAATTGATATATGCA....................................................................... 23 3 1021.67 4.76

...........................................................TGTATTTTTAATTTCTTTCAATA...................................... 23 4 854.25 3.42

...........................................................TGTATTTTTAATTTCTTTCAAT....................................... 22 4 818.25 3.11

............................TTGAAGGAATTGATATAT.......................................................................... 18 3 602.00 3.18

...........................................................TGTATTTTTAATTTCTTTCAA........................................ 21 4 570.00 3.08

...........................................................TGTATTTTTAATTTCTTTCA......................................... 20 4 565.25 3.34

............................TTGAAGGAATTGATATATGC........................................................................ 20 3 530.33 2.12

.............................TGAAGGAATTGATATATGCCA...................................................................... 21 3 517.00 2.38

...........................................................TGTATTTTTAATTTCTTTCAATAAAAA.................................. 27 4 511.00 3.21

...........................ATTGAAGGAATTGATATATGCC....................................................................... 22 3 478.33 1.82

............................................................GTATTTTTAATTTCTTTCAATAAA.................................... 24 4 461.50 3.17

............................TTGAAGGAATTGATATA........................................................................... 17 3 429.67 11.94

..........................TATTGAAGGAATTGATAT............................................................................ 18 3 428.67 1.93

............................................................GTATTTTTAATTTCTTTCAATAA..................................... 23 4 396.50 1.85

............................TTGAAGGAATTGATATATG......................................................................... 19 3 343.33 1.68

...........................................................TGTATTTTTAATTTCTTTC.......................................... 19 4 322.25 5.30

.............................TGAAGGAATTGATATA........................................................................... 16 3 316.67 5.57

.........................TTATTGAAGGAATTGATATATGC........................................................................ 23 3 250.33 1.11

.............................TGAAGGAATTGATATATGCC....................................................................... 20 3 245.00 1.45

.............................TGAAGGAATTGATATATGCCAG..................................................................... 22 3 241.67 1.13

.............................TGAAGGAATTGATATATGCCAGTAAAA................................................................ 27 3 234.33 1.14

.............................TGAAGGAATTGATATATGCCAGTAA.................................................................. 25 3 233.67 1.09

...........................ATTGAAGGAATTGATATATGC........................................................................ 21 3 209.33 0.97

............................................................GTATTTTTAATTTCTTTCA......................................... 19 4 208.25 1.43

.........................TTATTGAAGGAATTGATATATGCC....................................................................... 24 3 207.00 1.07

............................................................GTATTTTTAATTTCTTTCAATAAAA................................... 25 4 201.75 1.51

............................................................GTATTTTTAATTTCTTTCAATA...................................... 22 4 176.75 0.86

.........................TTATTGAAGGAATTGATA............................................................................. 18 3 172.67 0.79

.............................................................TATTTTTAATTTCTTTCAATAAA.................................... 23 4 157.00 1.21

..........................TATTGAAGGAATTGATATATGA........................................................................ 22 3 144.33 0.86

.........................TTATTGAAGGAATTGATATA........................................................................... 20 3 130.00 0.55

...........................................................TGTATTTTTAATTTCTTT........................................... 18 4 126.50 2.61

..........................TATTGAAGGAATTGATATATGCCT...................................................................... 24 3 122.00 0.64

.........................TTATTGAAGGAATTGATATAT.......................................................................... 21 3 115.33 0.49

.............................TGAAGGAATTGATATATG......................................................................... 18 3 111.67 2.93

............................................................GTATTTTTAATTTCTTTCAA........................................ 20 4 103.25 0.82

.........................TTATTGAAGGAATTGATATATG......................................................................... 22 3 100.33 0.40

.............................................................TATTTTTAATTTCTTTCAATAA..................................... 22 4 93.25 0.53

............................................................GTATTTTTAATTTCTTTCAATAAAAA.................................. 26 4 89.25 0.88

...........................ATTGAAGGAATTGATATA........................................................................... 18 3 84.33 0.81

.............................TGAAGGAATTGATATATGC........................................................................ 19 3 80.67 0.52

...............................AAGGAATTGATATATGCCAG..................................................................... 20 4 73.75 1.08

............................TTGAAGGAATTGATATATGCCAG..................................................................... 23 3 70.67 1.03

..........................TATTGAAGGAATTGATATATGCT....................................................................... 23 3 69.00 0.36

.............................TGAAGGAATTGATATATGCCAGTAAA................................................................. 26 3 66.00 0.42

..........................TATTGAAGGAATTGATA............................................................................. 17 3 61.00 0.50

...........................ATTGAAGGAATTGATATATG......................................................................... 20 3 57.33 0.35

.............................................................TATTTTTAATTTCTTTCAATA...................................... 21 4 54.00 0.47
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............................TTGAAGGAATTGATATATGCCT...................................................................... 22 3 53.33 0.31

.............................TGAAGGAATTGATATATGCCAGTA................................................................... 24 3 52.33 0.25

...........................................................TGTATTTTTAATTTCTTTCAATAAAAAA................................. 28 3 48.00 0.36

............................................................GTATTTTTAATTTCTTTC.......................................... 18 4 46.25 0.68

...........................ATTGAAGGAATTGATATATGCCA...................................................................... 23 3 44.00 0.28

...............................AAGGAATTGATATATGCCAGTAA.................................................................. 23 4 42.25 1.56

...........................................................TGTATTTTTAATTTCTTTCAAA....................................... 22 4 39.25 0.33

..........................TATTGAAGGAATTGATATATGCCAG..................................................................... 25 3 35.67 0.19

.............................TGAAGGAATTGATATATGCCAGT.................................................................... 23 3 34.67 0.22

.......................ATTTATTGAAGGAATTGATAT............................................................................ 21 3 34.67 0.23

.........................TTATTGAAGGAATTGATAT............................................................................ 19 3 32.67 0.18

..........................TATTGAAGGAATTGATATATGCCAA..................................................................... 25 3 32.67 0.21

............................TTGAAGGAATTGATATATGCCAGTAA.................................................................. 26 3 31.67 0.20

..........................TATTGAAGGAATTGA............................................................................... 15 4 29.75 0.25

............................................................GTATTTTTAATTTCTTTCAAT....................................... 21 4 29.50 0.15

..........................TATTGAAGGAATTGATATATGCCAGT.................................................................... 26 3 26.00 0.12

.............................................................TATTTTTAATTTCTTTCAATAAAA................................... 24 4 24.50 0.24

............................TTGAAGGAATTGATATATGCCAGTAAAA................................................................ 28 3 24.33 0.17

........................TTTATTGAAGGAATTGATATAT.......................................................................... 22 3 23.00 0.17

............................TTGAAGGAATTGATA............................................................................. 15 3 22.33 0.18

...........................ATTGAAGGAATTGATATAT.......................................................................... 19 3 21.67 0.11

...............................AAGGAATTGATATATGCCAGTAAAA................................................................ 25 4 21.50 0.27

..........................TATTGAAGGAATTGATATATGT........................................................................ 22 3 21.33 0.11

..........................TATTGAAGGAATTGATATATGAA....................................................................... 23 4 21.25 0.15

..............................GAAGGAATTGATATATGC........................................................................ 18 4 21.25 0.50

...............................AAGGAATTGATATATGCCAGTAAA................................................................. 24 4 21.00 0.62

........................TTTATTGAAGGAATTGATATATGC........................................................................ 24 3 17.33 0.11

........................TTTATTGAAGGAATTGATATATGCC....................................................................... 25 3 17.33 0.14

.......................ATTTATTGAAGGAATTGATATAT.......................................................................... 23 3 17.00 0.13

.......................ATTTATTGAAGGAATTGATATATGCC....................................................................... 26 3 17.00 0.11

..............................GAAGGAATTGATATATGCCA...................................................................... 20 4 16.50 0.33

...........................................................TGTATTTTTAATTTCTTTCAATAAC.................................... 25 4 16.25 0.10

..............................................................ATTTTTAATTTCTTTCAATAAA.................................... 22 4 15.50 0.13

............................TTGAAGGAATTGATATATGCCAA..................................................................... 23 3 15.33 0.10

.........................TTATTGAAGGAATTGATATATGCCAGTA................................................................... 28 3 15.00 0.17

..............................................................ATTTTTAATTTCTTTCAATAA..................................... 21 4 14.50 0.11

..........................TATTGAAGGAATTGATATATGCCAAA.................................................................... 26 3 14.33 0.09

.......................ATTTATTGAAGGAATTGATATATGCCAG..................................................................... 28 3 14.00 0.95

..............................GAAGGAATTGATATA........................................................................... 15 4 13.50 0.68

...................T-AAATTTATTGAAGGAATTGATATA........................................................................... 25 2 12.50 0.15

..........................TATTGAAGGAATTGATATATA......................................................................... 21 3 12.33 0.09

.......................ATTTATTGAAGGAATTGATATATGC........................................................................ 25 3 12.00 0.08

.........................TTATTGAAGGAATTGATATATGCA....................................................................... 24 3 12.00 0.11

...........................................................TGTATTTTTAATTTCTTTCAATAAT.................................... 25 4 11.75 0.08

..........................................................GTGTATTTTTAATTTCTTTCAA........................................ 22 4 11.75 0.24

.............................................................TATTTTTAATTTCTTTCAA........................................ 19 4 11.75 0.19

.........................................................GGTGTATTTTTAATTTCTTTCA......................................... 22 4 11.50 0.34

...........................................................TGTATTTTTAATTTCTTTCAATT...................................... 23 4 11.50 0.09

.........................................................GGTGTATTTTTAATTTCTTTCAATAA..................................... 26 4 11.50 0.34

..............................GAAGGAATTGATATATGCCAG..................................................................... 21 4 11.50 0.33

..............................................................ATTTTTAATTTCTTTCAATAAAA................................... 23 4 11.25 0.09

...........................ATTGAAGGAATTGATATATGCCT...................................................................... 23 3 11.00 0.21

..............................GAAGGAATTGATATATG......................................................................... 17 4 11.00 0.56

...................................AATTGATATATGCCAGTA................................................................... 18 4 10.75 0.32

........................TTTATTGAAGGAATTGA............................................................................... 17 4 10.75 0.09

............................TTGAAGGAATTGATATATGCCAGTAAA................................................................. 27 3 10.67 0.13

............................TTGAAGGAATTGATATATGCA....................................................................... 21 3 10.67 0.07

........................TTTATTGAAGGAATTGATA............................................................................. 19 3 10.00 0.06

........................TTTATTGAAGGAATTGATATA........................................................................... 21 3 9.67 0.08

.........................TTATTGAAGGAATTGATATATGCCAG..................................................................... 26 3 9.67 0.06

..............................................................ATTTTTAATTTCTTTCAATA...................................... 20 4 9.00 0.08

.........................TTATTGAAGGAATTGATATATGCCAGT.................................................................... 27 3 8.67 0.06

........................TTTATTGAAGGAATTGATAT............................................................................ 20 3 8.67 0.07

...........................ATTGAAGGAATTGATATATGCA....................................................................... 22 3 8.67 0.06

.......................ATTTATTGAAGGAATTGATATA........................................................................... 22 3 8.67 0.13

.........................TTATTGAAGGAATTGA............................................................................... 16 4 8.50 0.07

..............................GAAGGAATTGATATATGCC....................................................................... 19 4 8.50 0.15
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.........................TTATTGAAGGAATTGATATATGCCA...................................................................... 25 3 8.00 0.06

..........................TATTGAAGGAATTGAT.............................................................................. 16 4 7.75 0.06

..........................TATTGAAGGAATTGATATATGCCAGTAAAA................................................................ 30 3 7.33 0.07

............................TTGAAGGAATTGATATATGCCG...................................................................... 22 3 7.00 0.16

......................AATTTATTGAAGGAATTGATATATGC........................................................................ 26 2 7.00 0.05

..........................TATTGAAGGAATTGATATATGCCC...................................................................... 24 3 6.67 0.05

...................T-AAATTTATTGAAGGAATTGATATATGC........................................................................ 28 2 6.50 0.05

.......................ATTTATTGAAGGAATTGATA............................................................................. 20 3 6.33 0.04

............................TTGAAGGAATTGATAT............................................................................ 16 3 6.00 0.06

..........................TATTGAAGGAATTGATATATGCG....................................................................... 23 3 6.00 0.05

............................TTGAAGGAATTGATATATGCCAAA.................................................................... 24 3 6.00 0.07

..........................TATTGAAGGAATTGATATATGCCAGTAA.................................................................. 28 3 6.00 0.04

.............................TGAAGGAATTGATATAT.......................................................................... 17 3 6.00 0.17

..........................TATTGAAGGAATTGATATATGCCAGTAAA................................................................. 29 3 5.67 0.05

......................AATTTATTGAAGGAATTGATATA........................................................................... 23 2 5.50 0.17

............................................................GTATTTTTAATTTCTTTCAATAAC.................................... 24 4 5.25 0.07

.........................TTATTGAAGGAATTGAT.............................................................................. 17 4 5.00 0.04

............................TTGAAGGAATTGATATATGA........................................................................ 20 3 5.00 0.04

..........................TATTGAAGGAATTGATATATGCCG...................................................................... 24 3 5.00 0.04

..........................TATTGAAGGAATTGATATG........................................................................... 19 3 5.00 0.06

............................TTGAAGGAATTGATATATGCT....................................................................... 21 3 4.67 0.04

............................TTGAAGGAATTGATATATGCCAT..................................................................... 23 3 4.67 0.13

........................TTTATTGAAGGAATTGATATATGCCAGT.................................................................... 28 3 4.33 0.03

............................TTGAAGGAATTGATATATGCCAGT.................................................................... 24 3 4.33 0.04

........................TTTATTGAAGGAATTGATATATGCCAG..................................................................... 27 3 4.33 0.04

.............................TGAAGGAATTGATAT............................................................................ 15 3 4.33 0.22

......................AATTTATTGAAGGAATT................................................................................. 17 3 4.33 0.05

............TAAAAA-T-AAATTTATTGAAGGAATTGA............................................................................... 27 3 4.33 0.04

.............................TGAAGGAATTGATATATGCCAC..................................................................... 22 3 4.00 0.08

............................................................GTATTTTTAATTTCTTTCAATAAT.................................... 24 4 4.00 0.06

...........................ATTGAAGGAATTGATATATGA........................................................................ 21 3 3.67 0.04

........................TTTATTGAAGGAATTGATATATGCCA...................................................................... 26 3 3.67 0.03

...............................AAGGAATTGATATATGCCA...................................................................... 19 4 3.50 0.10

.....................AAATTTATTGAAGGA.................................................................................... 15 5 3.40 0.05

.............................TGAAGGAATTGATATATGCCAGTAAAAA............................................................... 28 3 3.33 0.03

.........................TTATTGAAGGAATTGATATATGA........................................................................ 23 3 3.33 0.06

..........................TATTGAAGGAATTGATATATGCCAGTA................................................................... 27 3 3.33 0.03

.......................ATTTATTGAAGGAATTGA............................................................................... 18 4 3.25 0.03

...............................................................TTTTTAATTTCTTTCAATAAA.................................... 21 4 3.00 0.03

...............................AAGGAATTGATATATGC........................................................................ 17 4 3.00 0.05

............................TTGAAGGAATTGATATATGCCC...................................................................... 22 3 3.00 0.08

.............................TGAAGGAATTGATATATGCCAA..................................................................... 22 3 3.00 0.08

........................TTTATTGAAGGAATTGAT.............................................................................. 18 4 3.00 0.03

.......................ATTTATTGAAGGAATTGATATATG......................................................................... 24 3 3.00 0.02

.......................ATTTATTGAAGGAATT................................................................................. 16 4 2.75 0.03

...........................................................TGTATTTTTAATTTCTTC........................................... 18 8 2.75 0.06

...............................................................TTTTTAATTTCTTTCAATAAAA................................... 22 4 2.75 0.03

..........................TATTGAAGGAATTGATATATT......................................................................... 21 3 2.67 0.03

............................TTGAAGGAATTGATATATGCCAGTA................................................................... 25 3 2.67 0.02

..........................TATTGAAGGAATTGATATATGCCAT..................................................................... 25 3 2.67 0.04

........................TTTATTGAAGGAATT................................................................................. 15 6 2.67 0.03

..........TATAAAAA-T-AAATTTATTGAAGGAA................................................................................... 25 4 2.50 0.03

.............................................................TATTTTTAATTTCTTTCAATAAAAA.................................. 25 4 2.50 0.09

...............................AAGGAATTGATATATG......................................................................... 16 4 2.50 0.13

..........................TATTGAAGGAATTGATATATGTA....................................................................... 23 3 2.33 0.03

............TAAAAA-T-AAATTTATTGAAGGAATT................................................................................. 25 3 2.33 0.04

...........................ATTGAAGGAATTGATATATGCT....................................................................... 22 3 2.33 0.02

............................TTGAAGGAATTGATATATGCCAC..................................................................... 23 3 2.33 0.12

........................TTTATTGAAGGAATTGATATATG......................................................................... 23 3 2.33 0.03

...............................................................TTTTTAATTTCTTTCAATA...................................... 19 4 2.25 0.03

..........................TATTGAAGGAATTGATATATGG........................................................................ 22 3 2.00 0.09

.................................GGAATTGATATATGCCA...................................................................... 17 4 2.00 0.10
Total 51325.98 195.11

droSec2 dse_1841 candidate-
rescued TTATTTTAGGTATAAAAA-T-AAATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAATATTGAC------------ATTATATAAAAT 

..((............((-(-(..(((((((((((((((((.((((((((......))))))))..)))))))))).))))))).....))))...------------..........)) Size Hits Total
Norm

Total
Norm RPM

..........................TATTGAAGGAATTGATATATGC........................................................................ 22 20 206.45 12.82

..........................TATTGAAGGAATTGATATATGCC....................................................................... 23 20 122.20 3.47
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............................TTGAAGGAATTGATATATGCC....................................................................... 21 20 55.70 1.58

..........................TATTGAAGGAATTGATATATGCCA...................................................................... 24 20 31.25 0.91

............................TTGAAGGAATTGATATATGC........................................................................ 20 20 23.60 0.44

...........................ATTGAAGGAATTGATATATGC........................................................................ 21 20 16.05 0.30

.........................TTATTGAAGGAATTGATATATG......................................................................... 22 20 14.45 0.95

...........................ATTGAAGGAATTGATATATGCC....................................................................... 22 20 9.65 0.25

.........................TTATTGAAGGAATTGATATATGC........................................................................ 23 20 8.65 0.45

...........................................................TGTATTTTTAATTTCTTTCAATAAA.................................... 25 20 6.90 0.36

.............................TGAAGGAATTGATATATGCCA...................................................................... 21 20 4.75 0.30

..........................TATTGAAGGAATTGATATATGT........................................................................ 22 20 4.70 0.07

........................TTTATTGAAGGAATTGATATATGC........................................................................ 24 20 2.50 0.13

.......................ATTTATTGAAGGAATTGATATATGC........................................................................ 25 20 2.35 0.16

............................................................GTATTTTTAATTTCTTTCAATA...................................... 22 20 2.35 0.12

............................TTGAAGGAATTGATATATG......................................................................... 19 20 2.30 0.07

.............................TGAAGGAATTGATATATGCC....................................................................... 20 20 2.15 0.11

.........................TTATTGAAGGAATTGATATATGCCA...................................................................... 25 20 1.60 0.05

............................................................GTATTTTTAATTTCTTTCAATAAA.................................... 24 20 1.25 0.07

.........................TTATTGAAGGAATTGATATAT.......................................................................... 21 20 1.15 0.07

............................................................GTATTTTTAATTTCTTTCAATAA..................................... 23 20 1.10 0.06

.........................TTATTGAAGGAATTGATA............................................................................. 18 20 0.85 0.06

.............................TGAAGGAATTGATATATGC........................................................................ 19 20 0.80 0.02

.........................TTATTGAAGGAATTGATATATGCC....................................................................... 24 20 0.75 0.04

..........................TATTGAAGGAATTGATATATGCCAGT.................................................................... 26 20 0.75 0.02

.............................TGAAGGAATTGATATATGCCAG..................................................................... 22 20 0.70 0.04

.............................TGAAGGAATTGATATATGCCAGTAAA................................................................. 26 20 0.65 0.02

......................AATTTATTGAAGGAATTGATATATGC........................................................................ 26 20 0.65 0.02

.........................TTATTGAAGGAATTGATATA........................................................................... 20 20 0.65 0.02

..........................TATTGAAGGAATTGATATATGA........................................................................ 22 20 0.60 0.03

..............................GAAGGAATTGATATATGCCA...................................................................... 20 20 0.60 0.01

..........................TATTGAAGGAATTGATATA........................................................................... 19 20 0.60 0.03

.............................TGAAGGAATTGATATATGCCAGT.................................................................... 23 20 0.55 0.02

..........................TATTGAAGGAATTGATATATGCT....................................................................... 23 20 0.50 0.01

...........................ATTGAAGGAATTGATATAT.......................................................................... 19 20 0.50 0.03

.............................TGAAGGAATTGATATATGCCAGTA................................................................... 24 20 0.45 0.01

..........................TATTGAAGGAATTGATATGC.......................................................................... 20 20 0.40 0.01

..........................TATTGAAGGAATTGATATG........................................................................... 19 20 0.40 0.01

........................TTTATTGAAGGAATTGATA............................................................................. 19 20 0.40 0.01

..........................TATTGAAGGAATTGATATATGCCAG..................................................................... 25 20 0.35 0.02

...........................................................TGTATTTTTAATTTCTTTCAATT...................................... 23 20 0.35 0.01

..............................GAAGGAATTGATATATGCC....................................................................... 19 20 0.35 0.02

........................TTTATTGAAGGAATTGATATATGCC....................................................................... 25 20 0.35 0.01

........................TTTATTGAAGGAATTGATATATG......................................................................... 23 20 0.35 0.01

.......................ATTTATTGAAGGAATTGATATATGCC....................................................................... 26 20 0.30 0.01

............................TTGAAGGAATTGATATATGCCAGTAAA................................................................. 27 20 0.30 0.01

....................................ATTGATATATGCCAGTAAAATG.............................................................. 22 20 0.30 0.01

...............................AAGGAATTGATATATGCCA...................................................................... 19 20 0.30 0.02

.............................TGAAGGAATTGATATATGCCAGTAAAA................................................................ 27 20 0.25 0.02

........................TTTATTGAAGGAATTGATATATGCCA...................................................................... 26 20 0.25 0.01

..............................GAAGGAATTGATATATGC........................................................................ 18 20 0.25 0.01

..........................TATTGAAGGAATTGATATATGCCAA..................................................................... 25 20 0.25 0.02

...........................................................TGTATTTTTAATTTCTTTCA......................................... 20 20 0.20 0.01

.......................ATTTATTGAAGGAATTGATA............................................................................. 20 20 0.20 0.01

........................TTTATTGAAGGAATTGAT.............................................................................. 18 20 0.20 0.01

.....................AAATTTATTGAAGGAATT................................................................................. 18 20 0.20 0.01

........................TTTATTGAAGGAATTGATATATGCCAG..................................................................... 27 20 0.20 0.01

................................................CAGTAAAATGGTGTATTTTTAAT................................................. 23 20 0.20 0.01

.............................TGAAGGAATTGATATATGCCAGTAA.................................................................. 25 20 0.20 0.01

............................TTGAAGGAATTGATATATGCCAT..................................................................... 23 20 0.15 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAT..................................... 24 20 0.10 0.01

.............................TGAAGGAATTGATATATGCCAT..................................................................... 22 20 0.10 0.01

.......................ATTTATTGAAGGAATTGATATATG......................................................................... 24 20 0.10 0.01

............................................................GTATTTTTAATTTCTTTCA......................................... 19 20 0.10 0.01

...............................AAGGAATTGATATATGCC....................................................................... 18 20 0.10 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAAAAAA................................. 28 20 0.10 0.01

...........................................................TGTATTTTTAATTTCTTTCAAA....................................... 22 20 0.10 0.01

..............................................................ATTTTTAATTTCTTTCAATAAC.................................... 22 20 0.10 0.01

............................TTGAAGGAATTGATATATGCCG...................................................................... 22 20 0.10 0.00
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............................TTGAAGGAATTGATATATGCCAC..................................................................... 23 20 0.10 0.00

.........................TTATTGAAGGAATTGATATATGCCAGTA................................................................... 28 20 0.10 0.00

............................TTGAAGGAATTGATATATGCA....................................................................... 21 20 0.10 0.01

.............................TGAAGGAATTGATATATG......................................................................... 18 20 0.10 0.01

..........................TATTGAAGGAATTGATATAA.......................................................................... 20 20 0.10 0.01

.............................TGAAGGAATTGATATATGCCAGTAAAAT............................................................... 28 20 0.10 0.01

........................TTTATTGAAGGAATTGATAT............................................................................ 20 20 0.10 0.01

.......................ATTTATTGAAGGAATTGATATA........................................................................... 22 20 0.10 0.01

...................T-AAATTTATTGAAGGAATTGATATATGC........................................................................ 28 20 0.10 0.01

............................................................GTATTTTTAATTTCTTTCAATAAT.................................... 24 20 0.10 0.01

.........................TTATTGAAGGAATTGATATATGCCAGT.................................................................... 27 20 0.10 0.01

...........................ATTGAAGGAATTGATATATGCA....................................................................... 22 20 0.10 0.01

............................TTGAAGGAATTGATATATT......................................................................... 19 20 0.10 0.01

.......AGGTATAAAAA-T-AAATTTATTGAAGGA.................................................................................... 27 20 0.05 0.00

.........................TTATTGAAGGAATTGATATATGA........................................................................ 23 20 0.05 0.00

.....................AAATTTATTGAAGGAATTGATATATG......................................................................... 26 20 0.05 0.00

......................AATTTATTGAAGGAATTGATATA........................................................................... 23 20 0.05 0.00

..............................GAAGGAATTGATATATGCCAG..................................................................... 21 20 0.05 0.00

.............................................................TATTTTTAATTTCTTTCAATA...................................... 21 20 0.05 0.00

...............................AAGGAATTGATATATGCCAGTAA.................................................................. 23 20 0.05 0.00

.......................ATTTATTGAAGGAATTGATATATGCCA...................................................................... 27 20 0.05 0.00

...........................ATTGAAGGAATTGATATATGCCAGC.................................................................... 25 20 0.05 0.00

..........................TATTGAAGGAATTGATATATGCCAT..................................................................... 25 20 0.05 0.00

..........................................................GTGTATTTTTAATTTCTTTCAAA....................................... 23 20 0.05 0.00

..........................TATTGAAGGAATTGATATATGTA....................................................................... 23 20 0.05 0.00

.....TTAGGTATAAAAA-T-AAATTTATTGAAGG..................................................................................... 28 20 0.05 0.00

............................TTGAAGGAATTGATATATGT........................................................................ 20 20 0.05 0.00

..............AAAA-T-AAATTTATTGAAGGAAT.................................................................................. 22 20 0.05 0.00

..........................TATTGAAGGAATTGATATATGCCAGTA................................................................... 27 20 0.05 0.00

.................A-T-AAATTTATTGAAGGAATTGA............................................................................... 22 20 0.05 0.00

.............................TGAAGGAATTGATATATGCCT...................................................................... 21 20 0.05 0.00

...........................ATTGAAGGAATTGATATATGA........................................................................ 21 20 0.05 0.00

..........................TATTGAAGGAATTGATATGCC......................................................................... 21 20 0.05 0.00

..........................................................GTGTATTTTTAATTTCTTTCAAT....................................... 23 20 0.05 0.00

.................................................................TTTAATTTCTTTCAATAAT.................................... 19 20 0.05 0.00

..............................GAAGGAATTGATATATGCCAGTAAAAT............................................................... 27 20 0.05 0.00

.................A-T-AAATTTATTGAAGGAATTGAT.............................................................................. 23 20 0.05 0.00

...........................ATTGAAGGAATTGATATATGCCAG..................................................................... 24 20 0.05 0.00

..........................TATTGAAGGAATTGATATT........................................................................... 19 20 0.05 0.00

............................TTGAAGGAATTGATATATGCT....................................................................... 21 20 0.05 0.00

...........................................................TGTATTTTTAATTTCTTTCAATAAAT................................... 26 20 0.05 0.00

................AA-T-AAATTTATTGAAGGAA................................................................................... 19 20 0.05 0.00

......................AATTTATTGAAGGAATTGATATATGCC....................................................................... 27 20 0.05 0.00

..........................TATTGAAGGAATTGATATATT......................................................................... 21 20 0.05 0.00
Total 541.15 7.78

droYak3 dya_1793 candidate-
rescued TTATTTTAGGTATAAAAA-T-ACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAAAATTATTGAC------------AATATATAGAAA 

...(((((.((((...((-(-(..(((((((((((((((((.((((((((......))))))))..)))))).))))))))))).....))))...------------.)))).))))). Size Hits Total
Norm

Total
Norm
RPM

..........................TATTGAAGGAATTGATATATG......................................................................... 21 20 251.35 3.67

..........................TATTGAAGGAATTGATATATGC........................................................................ 22 20 242.90 3.85

..........................TATTGAAGGAATTGATATATGCC....................................................................... 23 20 92.60 0.93

............................TTGAAGGAATTGATATATGCCA...................................................................... 22 20 34.15 0.40

............................TTGAAGGAATTGATATATGCC....................................................................... 21 20 26.45 0.41

.........................TTATTGAAGGAATTGATATATGC........................................................................ 23 20 15.50 0.19

...........................ATTGAAGGAATTGATATATGCC....................................................................... 22 20 14.65 0.23

..........................TATTGAAGGAATTGATATAT.......................................................................... 20 20 13.30 0.15

............................TTGAAGGAATTGATATATGC........................................................................ 20 20 13.25 0.15

.........................TTATTGAAGGAATTGATATATG......................................................................... 22 20 12.80 0.14

...........................ATTGAAGGAATTGATATATGC........................................................................ 21 20 12.20 0.21

...........................................................TGTATTTTTAATTTCTTTCAATA...................................... 23 20 8.25 0.17

...........................................................TGTATTTTTAATTTCTTTCAATAAA.................................... 25 20 7.60 0.15

.............................TGAAGGAATTGATATATGCCA...................................................................... 21 20 5.55 0.07

...........................ATTGAAGGAATTGATATATG......................................................................... 20 20 5.35 0.10

..........................TATTGAAGGAATTGATATA........................................................................... 19 20 3.60 0.06

........................TTTATTGAAGGAATTGATATATGC........................................................................ 24 20 3.40 0.04

...........................................................TGTATTTTTAATTTCTTTCAAT....................................... 22 20 3.00 0.10

...........................................................TGTATTTTTAATTTCTTTCAATAA..................................... 24 20 2.70 0.05
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.......................ATTTATTGAAGGAATTGATATATGC........................................................................ 25 20 2.45 0.03

............................TTGAAGGAATTGATATATG......................................................................... 19 20 2.40 0.03

..........................TATTGAAGGAATTGATATATGCCT...................................................................... 24 20 2.35 0.04

............................................................GTATTTTTAATTTCTTTCAAT....................................... 21 20 2.30 0.05

.............................TGAAGGAATTGATATATGCC....................................................................... 20 20 2.30 0.03

.........................TTATTGAAGGAATTGATATATGCC....................................................................... 24 20 2.20 0.03

............................TTGAAGGAATTGATATATGCCT...................................................................... 22 20 2.10 0.03

.........................TTATTGAAGGAATTGATATA........................................................................... 20 20 1.85 0.02

............................................................GTATTTTTAATTTCTTTCAATAAA.................................... 24 20 1.80 0.07

..........................TATTGAAGGAATTGATATATGCCA...................................................................... 24 20 1.80 0.03

..........................TATTGAAGGAATTGATATATGCA....................................................................... 23 20 1.70 0.03

...........................................................TGTATTTTTAATTTCTTTCAATAAAA................................... 26 20 1.60 0.06

...................T-ACATTTATTGAAGGAATTGATATA........................................................................... 25 20 1.55 0.03

.............................TGAAGGAATTGATATATGC........................................................................ 19 20 1.45 0.02

..........................TATTGAAGGAATTGATATATGCCAG..................................................................... 25 20 1.35 0.02

.................A-T-ACATTTATTGAAGGAATTGATAT............................................................................ 25 20 1.35 0.03

..........................TATTGAAGGAATTGATATATGCCAGT.................................................................... 26 20 1.20 0.02

......................CATTTATTGAAGGAATTGATATATGC........................................................................ 26 20 1.20 0.02

..........................TATTGAAGGAATTGATATATGA........................................................................ 22 20 1.15 0.01

.........................TTATTGAAGGAATTGATATAT.......................................................................... 21 20 1.10 0.03

..............................GAAGGAATTGATATATGCC....................................................................... 19 20 1.05 0.01

..........................TATTGAAGGAATTGATATATGT........................................................................ 22 20 0.95 0.02

...........................ATTGAAGGAATTGATATAT.......................................................................... 19 20 0.95 0.01

............................................................GTATTTTTAATTTCTTTCAATAA..................................... 23 20 0.80 0.03

.......................ATTTATTGAAGGAATTGATA............................................................................. 20 20 0.80 0.01

..........................TATTGAAGGAATTGATATATT......................................................................... 21 20 0.80 0.01

........................TTTATTGAAGGAATTGATATATGCC....................................................................... 25 20 0.75 0.01

.................A-T-ACATTTATTGAAGGAATTGATA............................................................................. 24 20 0.70 0.03

...........................................................TGTATTTTTAATTTCTTTCAA........................................ 21 20 0.65 0.01

.........................TTATTGAAGGAATTGATATATGCCA...................................................................... 25 20 0.60 0.01

........................TTTATTGAAGGAATTGATATATGCCAG..................................................................... 27 20 0.55 0.02

....................................ATTGATATATGCCAGTAAAATGGTGTA......................................................... 27 20 0.50 0.01

.......................................GATATATGCCAGTAAAATG.............................................................. 19 20 0.50 0.02

..........................TATTGAAGGAATTGATATATGCT....................................................................... 23 20 0.50 0.02

..............................GAAGGAATTGATATATGC........................................................................ 18 20 0.50 0.01

........................TTTATTGAAGGAATTGATATATGCCA...................................................................... 26 20 0.50 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAAT.................................... 25 20 0.50 0.01

.............................TGAAGGAATTGATATATGCCAGT.................................................................... 23 20 0.50 0.01

.........................TTATTGAAGGAATTGATATATGCCAGT.................................................................... 27 20 0.45 0.01

.........................TTATTGAAGGAATTGATAT............................................................................ 19 20 0.45 0.01

........................TTTATTGAAGGAATTGATATA........................................................................... 21 20 0.45 0.01

.......................ATTTATTGAAGGAATTGATATAT.......................................................................... 23 20 0.45 0.01

.................A-T-ACATTTATTGAAGGAATTGATATAT.......................................................................... 27 20 0.45 0.02

.............................TGAAGGAATTGATATATGCCAG..................................................................... 22 20 0.45 0.01

............................TTGAAGGAATTGATATATGCCAT..................................................................... 23 20 0.40 0.01

...........................ATTGAAGGAATTGATATATGCCA...................................................................... 23 20 0.40 0.01

.............................................................TATTTTTAATTTCTTTCAATAAA.................................... 23 20 0.40 0.01

.............................TGAAGGAATTGATATATGCCAGTA................................................................... 24 20 0.40 0.01

....................................ATTGATATATGCCAGTAAAATG.............................................................. 22 20 0.40 0.01

............................................................GTATTTTTAATTTCTTTCAATAAAA................................... 25 20 0.35 0.01

.................A-T-ACATTTATTGAAGGAATT................................................................................. 20 20 0.35 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAAAAA.................................. 27 20 0.35 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAAC.................................... 25 20 0.35 0.01

..............................................................ATTTTTAATTTCTTTCAATAAA.................................... 22 20 0.35 0.01

...........................................................TGTATTTTTAATTTCTTTCAATT...................................... 23 20 0.30 0.01

...................T-ACATTTATTGAAGGAATTGATA............................................................................. 23 20 0.30 0.01

........................TTTATTGAAGGAATTGATA............................................................................. 19 20 0.30 0.01

.................A-T-ACATTTATTGAAGGAATTGAT.............................................................................. 23 20 0.30 0.00

...........................ATTGAAGGAATTGATATATGCCT...................................................................... 23 20 0.30 0.01

........................TTTATTGAAGGAATTGATATATG......................................................................... 23 20 0.30 0.01

................AA-T-ACATTTATTGAAGGAATTGATAT............................................................................ 26 20 0.30 0.01

...........ATAAAAA-T-ACATTTATTGAAGGAATT................................................................................. 26 20 0.30 0.01

............................................................GTATTTTTAATTTCTTTCAATAAT.................................... 24 20 0.30 0.01

...........................ATTGAAGGAATTGATATATGCCAGT.................................................................... 25 20 0.30 0.01

..............................GAAGGAATTGATATATGCCA...................................................................... 20 20 0.25 0.01

.............................................................TATTTTTAATTTCTTTCAAT....................................... 20 20 0.25 0.01

.............................TGAAGGAATTGATATATGCCAGTAAA................................................................. 26 20 0.25 0.01
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..........................TATTGAAGGAATTGATATATGCCAGTA................................................................... 27 20 0.25 0.01

......................CATTTATTGAAGGAATTGATA............................................................................. 21 20 0.25 0.00

.........................TTATTGAAGGAATTGATA............................................................................. 18 20 0.25 0.01

................AA-T-ACATTTATTGAAGGAAT.................................................................................. 20 20 0.25 0.01

.......AGGTATAAAAA-T-ACATTTATTGAAGGAAT.................................................................................. 29 20 0.25 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAC..................................... 24 20 0.25 0.01

...............................................................TTTTTAATTTCTTTCAATAAA.................................... 21 20 0.25 0.01

.......................ATTTATTGAAGGAATTGATAT............................................................................ 21 20 0.25 0.00

.............................TGAAGGAATTGATATATGCCAGTAA.................................................................. 25 20 0.25 0.00

...........................ATTGAAGGAATTGATATATGCA....................................................................... 22 20 0.25 0.01

.....................................TTGATATATGCCAGTAAAATGGTGTA......................................................... 26 20 0.25 0.01

.....................ACATTTATTGAAGGAATTGATATATGCC....................................................................... 28 20 0.20 0.00

...................T-ACATTTATTGAAGGAATT................................................................................. 19 20 0.20 0.00

...............................AAGGAATTGATATATGCC....................................................................... 18 20 0.20 0.01

......................................TGATATATGCCAGTAAAATG.............................................................. 20 20 0.20 0.00

.......................................GATATATGCCAGTAAAATGGTGT.......................................................... 23 20 0.20 0.00

.......................ATTTATTGAAGGAATTGATATATGCC....................................................................... 26 20 0.20 0.01

............................TTGAAGGAATTGATATATGCA....................................................................... 21 20 0.20 0.01

.................A-T-ACATTTATTGAAGGAATTG................................................................................ 21 20 0.20 0.00

.......................ATTTATTGAAGGAATTGATATATG......................................................................... 24 20 0.20 0.01

..............................................................ATTTTTAATTTCTTTCAATA...................................... 20 20 0.20 0.01

...........ATAAAAA-T-ACATTTATTGAAGGA.................................................................................... 23 20 0.20 0.00

.......................ATTTATTGAAGGAATTGATATATGCCAGT.................................................................... 29 20 0.20 0.00

......................CATTTATTGAAGGAATTGATATATGCC....................................................................... 27 20 0.20 0.00

..............................................................ATTTTTAATTTCTTTCAATAAAT................................... 23 20 0.20 0.00

.....................................TTGATATATGCCAGTAAAATGGTGT.......................................................... 25 20 0.15 0.00

........................................ATATATGCCAGTAAAATGGTGT.......................................................... 22 20 0.15 0.01

............................TTGAAGGAATTGATATATGCCAGT.................................................................... 24 20 0.15 0.00

...................T-ACATTTATTGAAGGAATTGATATATGC........................................................................ 28 20 0.15 0.00

...................T-ACATTTATTGAAGGAATTGATAT............................................................................ 24 20 0.15 0.00

.............................TGAAGGAATTGATATATG......................................................................... 18 20 0.15 0.01

..............................GAAGGAATTGATATATGCCAGTAAAAT............................................................... 27 20 0.15 0.01

............................TTGAAGGAATTGATATATGCCAA..................................................................... 23 20 0.15 0.01

.........................TTATTGAAGGAATTGATATATGCA....................................................................... 24 20 0.15 0.01

.......................................GATATATGCCAGTAAAATGGTG........................................................... 22 20 0.15 0.00

............................TTGAAGGAATTGATATATGCCAGTAAAA................................................................ 28 20 0.15 0.00

..........................TATTGAAGGAATTGATAT............................................................................ 18 20 0.15 0.02

............................................................GTATTTTTAATTTCTTTCAATA...................................... 22 20 0.15 0.01

............................................................GTATTTTTAATTTCTTTCAA........................................ 20 20 0.15 0.01

................AA-T-ACATTTATTGAAGGAATT................................................................................. 21 20 0.15 0.01

.................A-T-ACATTTATTGAAGGAATTGATATA........................................................................... 26 20 0.15 0.01

......................CATTTATTGAAGGAATTGATATATG......................................................................... 25 20 0.15 0.01

...........ATAAAAA-T-ACATTTATTGAAGGAATTGAT.............................................................................. 29 20 0.15 0.01

................AA-T-ACATTTATTGAAGGAATTGATATAT.......................................................................... 28 20 0.15 0.01

............TAAAAA-T-ACATTTATTGAAGGAATTGA............................................................................... 27 20 0.15 0.00

...........................................................TGTATTTTTAATTTCTTTCAAC....................................... 22 20 0.15 0.00

.................................GGAATTGATATATGCCAGTAAAATGGT............................................................ 27 20 0.10 0.00

.....................ACATTTATTGAAGGAATTGATATATGC........................................................................ 27 20 0.10 0.00

...............AAA-T-ACATTTATTGAAGGAATTGATA............................................................................. 26 20 0.10 0.00

.......................ATTTATTGAAGGAATTGATATA........................................................................... 22 20 0.10 0.00

...........................ATTGAAGGAATTGATATATGA........................................................................ 21 20 0.10 0.00

...............AAA-T-ACATTTATTGAAGGAATT................................................................................. 22 20 0.10 0.00

..........................TATTGAAGGAATTGATATATGCCAGC.................................................................... 26 20 0.10 0.01

..............................................................ATTTTTAATTTCTTTCAAT....................................... 19 20 0.10 0.00

............................TTGAAGGAATTGATATATGCCAGTAA.................................................................. 26 20 0.10 0.00

........................................ATATATGCCAGTAAAATGGTGTA......................................................... 23 20 0.10 0.01

.......AGGTATAAAAA-T-ACATTTATTGAAG...................................................................................... 25 20 0.10 0.00

.......................................GATATATGCCAGTAAAATGGTGTA......................................................... 24 20 0.10 0.00

..........................TATTGAAGGAATTGATATATC......................................................................... 21 20 0.10 0.02

............................TTGAAGGAATTGATATATGCCAGTAAAAT............................................................... 29 20 0.10 0.00

........GGTATAAAAA-T-ACATTTATTGAAGGA.................................................................................... 26 20 0.10 0.00

................................................CAGTAAAATGGTGTATTTTTAAT................................................. 23 20 0.10 0.00

............................TTGAAGGAATTGATATATGCCAGTA................................................................... 25 20 0.10 0.00

.....................................TTGATATATGCCAGTAAAATGGTGTAT........................................................ 27 20 0.10 0.00

.....................ACATTTATTGAAGGAATTGATA............................................................................. 22 20 0.10 0.00

...................................AATTGATATATGCCAGTAAAATGGTGT.......................................................... 27 20 0.10 0.00

..........................................ATATGCCAGTAAAATGGTGT.......................................................... 20 20 0.10 0.00
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............................TTGAAGGAATTGATATATGCCAG..................................................................... 23 20 0.10 0.00

...........ATAAAAA-T-ACATTTATTGAAGGAATTG................................................................................ 27 20 0.10 0.00

.................A-T-ACATTTATTGAAGGAAT.................................................................................. 19 20 0.10 0.00

...........................ATTGAAGGAATTGATATATGCCAG..................................................................... 24 20 0.10 0.00

.....................ACATTTATTGAAGGAATTGATAT............................................................................ 23 20 0.10 0.00
Total 837.40 8.44

droEre2 der_1518 candidate-
rescued TTATTTTAGGTATAAAAA-T-ACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACAAAATTGAC------------ATTATATAAAAA 

((....(((.........-.-...(((((((((((((((((.((((((((......))))))))..)))))))))).)))))))............------------.)))......)) Size Hits Total
Norm

Total
Norm RPM

..........................TATTGAAGGAATTGATATATGC........................................................................ 22 20 330.95 4.34

..........................TATTGAAGGAATTGATATATG......................................................................... 21 20 139.40 5.17

............................TTGAAGGAATTGATATATGCCA...................................................................... 22 20 62.85 0.94

..........................TATTGAAGGAATTGATATATGCC....................................................................... 23 20 58.60 0.79

............................TTGAAGGAATTGATATATGCC....................................................................... 21 20 30.15 0.48

.........................TTATTGAAGGAATTGATATATG......................................................................... 22 20 29.70 0.32

..........................TATTGAAGGAATTGATATAT.......................................................................... 20 20 14.25 0.15

............................TTGAAGGAATTGATATATGC........................................................................ 20 20 12.90 0.35

...........................ATTGAAGGAATTGATATATGC........................................................................ 21 20 10.45 0.17

...........................ATTGAAGGAATTGATATATGCC....................................................................... 22 20 8.00 0.11

...........................ATTGAAGGAATTGATATATG......................................................................... 20 20 7.05 0.09

.............................TGAAGGAATTGATATATGCCA...................................................................... 21 20 6.15 0.10

.........................TTATTGAAGGAATTGATATATGC........................................................................ 23 20 5.90 0.10

............................TTGAAGGAATTGATATATG......................................................................... 19 20 5.85 0.11

..........................TATTGAAGGAATTGATATATGCCA...................................................................... 24 20 4.00 0.06

...........................................................TGTATTTTTAATTTCTTTCAAT....................................... 22 20 3.95 0.05

...........................................................TGTATTTTTAATTTCTTTCAATA...................................... 23 20 3.95 0.07

..........................TATTGAAGGAATTGATATA........................................................................... 19 20 3.65 0.07

..........................TATTGAAGGAATTGATATATGCA....................................................................... 23 20 2.85 0.04

........................TTTATTGAAGGAATTGATATATGC........................................................................ 24 20 2.40 0.03

.........................TTATTGAAGGAATTGATATAT.......................................................................... 21 20 2.30 0.03

.........................TTATTGAAGGAATTGATATATGCC....................................................................... 24 20 2.25 0.02

.........................TTATTGAAGGAATTGATATA........................................................................... 20 20 2.15 0.03

..........................TATTGAAGGAATTGATATATGCCAG..................................................................... 25 20 2.15 0.04

.......................ATTTATTGAAGGAATTGATATATGC........................................................................ 25 20 1.85 0.02

..........................TATTGAAGGAATTGATATATGCCT...................................................................... 24 20 1.80 0.07

..........................TATTGAAGGAATTGATATATGA........................................................................ 22 20 1.75 0.02

..........................TATTGAAGGAATTGATATATT......................................................................... 21 20 1.50 0.02

.........................TTATTGAAGGAATTGATATATGCCA...................................................................... 25 20 1.45 0.02

..........................TATTGAAGGAATTGATATATGCCAGT.................................................................... 26 20 1.40 0.03

..........................TATTGAAGGAATTGATATATGT........................................................................ 22 20 1.35 0.05

.........................TTATTGAAGGAATTGATATATGCCAG..................................................................... 26 20 1.35 0.02

.............................TGAAGGAATTGATATATGCC....................................................................... 20 20 1.35 0.04

............................................................GTATTTTTAATTTCTTTCAATA...................................... 22 20 1.30 0.03

............................................................GTATTTTTAATTTCTTTCAAT....................................... 21 20 1.30 0.02

..........................TATTGAAGGAATTGATATATGCT....................................................................... 23 20 1.20 0.01

......................................TGATATATGCCAGTAAAATGGTGTA......................................................... 25 20 0.95 0.11

.......................ATTTATTGAAGGAATTGATATATGCC....................................................................... 26 20 0.95 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAA..................................... 24 20 0.85 0.02

.............................TGAAGGAATTGATATATGCCAGT.................................................................... 23 20 0.80 0.01

...........................................................TGTATTTTTAATTTCTTTCAA........................................ 21 20 0.80 0.02

.............................TGAAGGAATTGATATATGC........................................................................ 19 20 0.75 0.01

.......................ATTTATTGAAGGAATTGATAT............................................................................ 21 20 0.75 0.02

...................T-ACATTTATTGAAGGAATTGATATA........................................................................... 25 20 0.70 0.02

........................TTTATTGAAGGAATTGATATATGCCA...................................................................... 26 20 0.65 0.01

........................TTTATTGAAGGAATTGATATATG......................................................................... 23 20 0.60 0.01

.............................TGAAGGAATTGATATATGCCAG..................................................................... 22 20 0.60 0.03

......................CATTTATTGAAGGAATTGATATATGC........................................................................ 26 20 0.60 0.01

.......................ATTTATTGAAGGAATTGATA............................................................................. 20 20 0.55 0.02

.......................ATTTATTGAAGGAATTGATATA........................................................................... 22 20 0.55 0.01

.........................TTATTGAAGGAATTGATAT............................................................................ 19 20 0.55 0.01

..............................GAAGGAATTGATATATGC........................................................................ 18 20 0.50 0.01

.....................ACATTTATTGAAGGAATTGATATATGCCAGT.................................................................... 31 20 0.45 0.08

..............................GAAGGAATTGATATATGCC....................................................................... 19 20 0.45 0.01

.......................ATTTATTGAAGGAATTGATATATG......................................................................... 24 20 0.40 0.01

..........................TATTGAAGGAATTGATATG........................................................................... 19 20 0.40 0.01

.......................ATTTATTGAAGGAATTGAT.............................................................................. 19 20 0.40 0.02

...........................ATTGAAGGAATTGATATATGCCAGTA................................................................... 26 20 0.40 0.01

.........................TTATTGAAGGAATTGATA............................................................................. 18 20 0.40 0.01
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.................A-T-ACATTTATTGAAGGAATTGATAT............................................................................ 25 20 0.35 0.01

............................................................GTATTTTTAATTTCTTTCAATAAA.................................... 24 20 0.35 0.01

............................................................GTATTTTTAATTTCTTTCAATAA..................................... 23 20 0.35 0.01

.................A-T-ACATTTATTGAAGGAATT................................................................................. 20 20 0.35 0.01

.............................................................TATTTTTAATTTCTTTCAATAAA.................................... 23 20 0.35 0.01

.............................TGAAGGAATTGATATATG......................................................................... 18 20 0.30 0.01

.............................TGAAGGAATTGATATATGCCAGTA................................................................... 24 20 0.30 0.01

.............................................................TATTTTTAATTTCTTTCAATA...................................... 21 20 0.30 0.01

............................................................GTATTTTTAATTTCTTTCAA........................................ 20 20 0.30 0.01

...........................ATTGAAGGAATTGATATATGCCAGT.................................................................... 25 20 0.30 0.06

.......................ATTTATTGAAGGAATTGATATAT.......................................................................... 23 20 0.30 0.01

........................TTTATTGAAGGAATTGATAT............................................................................ 20 20 0.30 0.01

...........................ATTGAAGGAATTGATATATGCCA...................................................................... 23 20 0.30 0.01

..........................TATTGAAGGAATTGATATGC.......................................................................... 20 20 0.30 0.01

...........ATAAAAA-T-ACATTTATTGAAGGA.................................................................................... 23 20 0.30 0.01

..............................................................ATTTTTAATTTCTTTCAATA...................................... 20 20 0.30 0.01

.........................TTATTGAAGGAATTGATATATGT........................................................................ 23 20 0.25 0.01

..........................TATTGAAGGAATTGATATATA......................................................................... 21 20 0.25 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAAA.................................... 25 20 0.25 0.01

.......................ATTTATTGAAGGAATTGATATATGCCA...................................................................... 27 20 0.25 0.01

..............................................................ATTTTTAATTTCTTTCAAT....................................... 19 20 0.25 0.01

...........................ATTGAAGGAATTGATATATGCCT...................................................................... 23 20 0.25 0.01

............................TTGAAGGAATTGATATATGT........................................................................ 20 20 0.20 0.01

...........................ATTGAAGGAATTGATATA........................................................................... 18 20 0.20 0.00

...............................................................................ATAAAAACAAAATTGAC------------ATT......... 20 20 0.20 0.02

...........................................................TGTATTTTTAATTTCTTTCA......................................... 20 20 0.20 0.01

..........................TATTGAAGGAATTGATATATGCCTT..................................................................... 25 20 0.20 0.00

.........................TTATTGAAGGAATTGATATATGCCAGT.................................................................... 27 20 0.20 0.00

.............................................................TATTTTTAATTTCTTTCAAT....................................... 20 20 0.20 0.01

.............................TGAAGGAATTGATATATGCCAGTAA.................................................................. 25 20 0.20 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAAC.................................... 25 20 0.20 0.01

...........ATAAAAA-T-ACATTTATTGAAG...................................................................................... 21 20 0.20 0.00

.................A-T-ACATTTATTGAAGGAATTG................................................................................ 21 20 0.20 0.00

.....................ACATTTATTGAAGGAATTGATAT............................................................................ 23 20 0.20 0.00

......................................TGATATATGCCAGTAAAATG.............................................................. 20 20 0.20 0.01

....................................ATTGATATATGCCAGTAAAATG.............................................................. 22 20 0.20 0.00

...................T-ACATTTATTGAAGGAATTGATA............................................................................. 23 20 0.15 0.00

...........ATAAAAA-T-ACATTTATTGAAGGAAT.................................................................................. 25 20 0.15 0.01

............................TTGAAGGAATTGATATATGCCTT..................................................................... 23 20 0.15 0.00

........................TTTATTGAAGGAATTGATATA........................................................................... 21 20 0.15 0.01

........................TTTATTGAAGGAATTGATATAT.......................................................................... 22 20 0.15 0.00

................................................CAGTAAAATGGTGTATTTTTAAT................................................. 23 20 0.15 0.00

.............................TGAAGGAATTGATATATGCCAGTAAA................................................................. 26 20 0.15 0.01

...........................................................TGTATTTTTAATTTCTTTCAATT...................................... 23 20 0.15 0.00

..........................TATTGAAGGAATTGATATATGCCAGTAA.................................................................. 28 20 0.15 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAAAAAA................................. 28 20 0.15 0.00

................................................CAGTAAAATGGTGTATTTTT.................................................... 20 20 0.15 0.01

............................TTGAAGGAATTGATATATGCCAGTAA.................................................................. 26 20 0.15 0.00

..............................GAAGGAATTGATATATGCCA...................................................................... 20 20 0.15 0.00

..............................GAAGGAATTGATATATGCCAGTAAAAT............................................................... 27 20 0.15 0.01

..........................TATTGAAGGAATTGATATATGCCAA..................................................................... 25 20 0.15 0.00

..........................TATTGAAGGAATTGATATATGCG....................................................................... 23 20 0.15 0.01

.................A-T-ACATTTATTGAAGGAATTGATA............................................................................. 24 20 0.15 0.01

...........ATAAAAA-T-ACATTTATTGAAGGAATT................................................................................. 26 20 0.15 0.00

........................TTTATTGAAGGAATTGATATATGCC....................................................................... 25 20 0.15 0.00

......................CATTTATTGAAGGAATTGATATATGCC....................................................................... 27 20 0.15 0.01

.........................TTATTGAAGGAATTGATATATGCT....................................................................... 24 20 0.15 0.03

.......................................GATATATGCCAGTAAAATGGTGTA......................................................... 24 20 0.15 0.00

...........................ATTGAAGGAATTGATATATGCA....................................................................... 22 20 0.15 0.00

..........................TATTGAAGGAATTGATATATGCCC...................................................................... 24 20 0.15 0.01

.......................ATTTATTGAAGGAATTGA............................................................................... 18 20 0.15 0.01

.........................TTATTGAAGGAATTGATATATGCCAGTA................................................................... 28 20 0.15 0.01

........................................ATATATGCCAGTAAAATG.............................................................. 18 20 0.15 0.05

.......................................GATATATGCCAGTAAAATG.............................................................. 19 20 0.15 0.00

..........................................................GTGTATTTTTAATTTCTTTCAAT....................................... 23 20 0.15 0.00

........................TTTATTGAAGGAATTGATATG........................................................................... 21 20 0.10 0.01

........................TTTATTGAAGGAATTGAT.............................................................................. 18 20 0.10 0.00
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................AA-T-ACATTTATTGAAGGAATT................................................................................. 21 20 0.10 0.00

.............................................................TATTTTTAATTTCTTTCAATAA..................................... 22 20 0.10 0.00

.......................ATTTATTGAAGGAATTGATATG........................................................................... 22 20 0.10 0.01

.....................ACATTTATTGAAGGAATTGATATA........................................................................... 24 20 0.10 0.00

.................A-T-ACATTTATTGAAGGAATTGATATAT.......................................................................... 27 20 0.10 0.03

......................CATTTATTGAAGGAATTGATAT............................................................................ 22 20 0.10 0.00

........................................................TGGTGTATTTTTAATTTCTTTCAATAAT.................................... 28 20 0.10 0.02

.........................................................GGTGTATTTTTAATTTCTTTCAATAAA.................................... 27 20 0.10 0.00

............................TTGAAGGAATTGATATATGCCAA..................................................................... 23 20 0.10 0.00

..............................................................ATTTTTAATTTCTTTCAATAAAA................................... 23 20 0.10 0.00

................................................CAGTAAAATGGTGTATTTTTAATTTC.............................................. 26 20 0.10 0.01

............................TTGAAGGAATTGATATATGCCT...................................................................... 22 20 0.10 0.01

.............AAAAA-T-ACATTTATTGAAGGAATTGATA............................................................................. 28 20 0.10 0.01

..........................TATTGAAGGAATTGATATATGCTT...................................................................... 24 20 0.10 0.00

..............................................................ATTTTTAATTTCTTTCAATAA..................................... 21 20 0.10 0.00

.........................TTATTGAAGGAATTGATATATGG........................................................................ 23 20 0.10 0.00

.......................ATTTATTGAAGGAATTGATATATGCCAGT.................................................................... 29 20 0.10 0.02

................AA-T-ACATTTATTGAAGGAATTGATA............................................................................. 25 20 0.10 0.00

..........................TATTGAAGGAATTGATATATGCAT...................................................................... 24 20 0.10 0.02

................AA-T-ACATTTATTGAAGGAATTGATAT............................................................................ 26 20 0.10 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAAAA................................... 26 20 0.10 0.00

.....................ACATTTATTGAAGGAATTG................................................................................ 19 20 0.10 0.00

..........................................................GTGTATTTTTAATTTCTTTCAATAAAA................................... 27 20 0.10 0.00

...........................ATTGAAGGAATTGATATATGT........................................................................ 21 20 0.10 0.01

......................CATTTATTGAAGGAATTGATA............................................................................. 21 20 0.10 0.00

........................TTTATTGAAGGAATTGATATATGCCAG..................................................................... 27 20 0.10 0.01

..........................TATTGAAGGAATTGATATATGCCAGTA................................................................... 27 20 0.10 0.00

...........................ATTGAAGGAATTGATATAT.......................................................................... 19 20 0.10 0.00

............................TTGAAGGAATTGATATATGCCAGG.................................................................... 24 20 0.10 0.01

......TAGGTATAAAAA-T-ACATTTA............................................................................................ 20 20 0.10 0.00

......................CATTTATTGAAGGAATTG................................................................................ 18 20 0.10 0.00

............TAAAAA-T-ACATTTATTGAAGGAATT................................................................................. 25 20 0.10 0.00

......................CATTTATTGAAGGAATTGATATA........................................................................... 23 20 0.10 0.00

............................................................GTATTTTTAATTTCTTTCAATAAT.................................... 24 20 0.10 0.00
Total 800.80 7.59

droAna3 dan_4035 confident
TTATTTTAGGTATAAAAA-T-AAATTTATTGAAGGAATTGATATATGCCAGTTAAATGGTGTATTTTTAATTTCTTTCAATAAAAATATAAATGACGAATTGTATAT-AT-----TATAT 
..((.....(((((...(-(-(..(((((((((((((((((.((((((((......))))))))..)))))).)))))))))))..)))...........)))))..-..-----...)) Size Hits Total

Norm
Total
Norm
RPM

..........................TATTGAAGGAATTGATATATGC........................................................................ 22 20 223.25 7.42

..........................TATTGAAGGAATTGATATATG......................................................................... 21 20 119.75 1.71

............................TTGAAGGAATTGATATATGCC....................................................................... 21 20 57.35 0.60

..........................TATTGAAGGAATTGATATATGCC....................................................................... 23 20 51.65 0.53

............................TTGAAGGAATTGATATATGCCA...................................................................... 22 20 35.95 0.81

............................TTGAAGGAATTGATATATGC........................................................................ 20 20 28.40 0.37

...........................................................TGTATTTTTAATTTCTTTCAATA...................................... 23 20 21.75 0.30

...........................ATTGAAGGAATTGATATATGC........................................................................ 21 20 20.85 0.26

..........................TATTGAAGGAATTGATATATGCA....................................................................... 23 20 20.25 0.21

...........................................................TGTATTTTTAATTTCTTTCAAT....................................... 22 20 16.90 0.26

.........................TTATTGAAGGAATTGATATATGC........................................................................ 23 20 16.85 0.22

..........................TATTGAAGGAATTGATATAT.......................................................................... 20 20 15.75 0.32

.........................TTATTGAAGGAATTGATATATG......................................................................... 22 20 13.40 0.27

..........................TATTGAAGGAATTGATATATGT........................................................................ 22 20 5.40 0.07

............................TTGAAGGAATTGATATATG......................................................................... 19 20 5.35 0.06

..........................TATTGAAGGAATTGATATA........................................................................... 19 20 5.25 0.06

.............................TGAAGGAATTGATATATGCC....................................................................... 20 20 4.20 0.04

..........................TATTGAAGGAATTGATATATGA........................................................................ 22 20 4.05 0.12

...........................................................TGTATTTTTAATTTCTTTCAATAAA.................................... 25 20 3.85 0.07

..............................GAAGGAATTGATATATGCC....................................................................... 19 20 3.50 0.08

............................................................GTATTTTTAATTTCTTTCAATA...................................... 22 20 3.30 0.06

...........................ATTGAAGGAATTGATATATG......................................................................... 20 20 3.30 0.05

..........................TATTGAAGGAATTGATATATGCCAGT.................................................................... 26 20 2.85 0.04

.........................TTATTGAAGGAATTGATATAT.......................................................................... 21 20 2.85 0.03

..........................TATTGAAGGAATTGATATATT......................................................................... 21 20 2.75 1.10

...........................ATTGAAGGAATTGATATATGCC....................................................................... 22 20 2.70 0.11

........................TTTATTGAAGGAATTGATATATGCC....................................................................... 25 20 2.45 0.03

...........................................................TGTATTTTTAATTTCTTTCAA........................................ 21 20 2.30 0.05

.........................TTATTGAAGGAATTGATATATGCCAGT.................................................................... 27 20 2.20 0.03
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.............................TGAAGGAATTGATATATGCCA...................................................................... 21 20 2.10 0.03

.......................ATTTATTGAAGGAATTGATATATGCC....................................................................... 26 20 2.10 0.05

..........................TATTGAAGGAATTGATATATGCCT...................................................................... 24 20 1.95 0.04

...........................................................TGTATTTTTAATTTCTTTCAAC....................................... 22 20 1.95 0.08

...........................ATTGAAGGAATTGATATATGCCA...................................................................... 23 20 1.80 0.03

.........................TTATTGAAGGAATTGATATA........................................................................... 20 20 1.75 0.04

.....................AAATTTATTGAAGGAATTGATATATGCC....................................................................... 28 20 1.65 0.06

.......................ATTTATTGAAGGAATTGATATATGC........................................................................ 25 20 1.65 0.02

........................TTTATTGAAGGAATTGATATATGCCAGT.................................................................... 28 20 1.50 0.02

........................TTTATTGAAGGAATTGATATATGC........................................................................ 24 20 1.40 0.03

.............................TGAAGGAATTGATATATGC........................................................................ 19 20 1.35 0.02

..............................GAAGGAATTGATATATGC........................................................................ 18 20 1.30 0.02

......................AATTTATTGAAGGAATTGATATATGCC....................................................................... 27 20 1.15 0.04

........................TTTATTGAAGGAATTGATATA........................................................................... 21 20 1.10 0.05

...................................................................................AAATATAAATGACGAATTGT................. 20 20 0.90 0.02

.........................TTATTGAAGGAATTGATATATGCA....................................................................... 24 20 0.90 0.03

...........................................................TGTATTTTTAATTTCTTTCAATAAC.................................... 25 20 0.85 0.03

............................................................GTATTTTTAATTTCTTTCAATAA..................................... 23 20 0.85 0.01

........................TTTATTGAAGGAATTGATATATGCCA...................................................................... 26 20 0.85 0.01

............................TTGAAGGAATTGATATATGCCT...................................................................... 22 20 0.85 0.04

............................TTGAAGGAATTGATATATGCCAGTT................................................................... 25 20 0.80 0.01

............................................................GTATTTTTAATTTCTTTCAATAAA.................................... 24 20 0.75 0.01

...........................ATTGAAGGAATTGATATAT.......................................................................... 19 20 0.75 0.01

.............................TGAAGGAATTGATATATGCCAGTT................................................................... 24 20 0.75 0.01

..........................TATTGAAGGAATTGATATATGCT....................................................................... 23 20 0.70 0.01

..........................TATTGAAGGAATTGATATATC......................................................................... 21 20 0.70 0.02

.........................TTATTGAAGGAATTGATAT............................................................................ 19 20 0.70 0.01

............................TTGAAGGAATTGATATATGCA....................................................................... 21 20 0.70 0.01

...................T-AAATTTATTGAAGGAATTGATATATGCC....................................................................... 29 20 0.65 0.03

...........................ATTGAAGGAATTGATATATGCA....................................................................... 22 20 0.60 0.02

..........................TATTGAAGGAATTGATATT........................................................................... 19 20 0.60 0.02

.........................TTATTGAAGGAATTGATATATGCCAGC.................................................................... 27 20 0.60 0.02

.................................................................................AAAAATATAAATGACGAATT................... 20 20 0.60 0.02

..........................TATTGAAGGAATTGATATATGCCA...................................................................... 24 20 0.50 0.02

.......................ATTTATTGAAGGAATTGATA............................................................................. 20 20 0.50 0.03

.............................................................TATTTTTAATTTCTTTCAATA...................................... 21 20 0.50 0.01

..............................GAAGGAATTGATATATGCCA...................................................................... 20 20 0.50 0.01

...............................................................................ATAAAAATATAAATGACGAATTGT................. 24 20 0.45 0.01

.........................TTATTGAAGGAATTGATATATGCCAGTT................................................................... 28 20 0.45 0.01

........................TTTATTGAAGGAATTGATATATG......................................................................... 23 20 0.45 0.02

.........................TTATTGAAGGAATTGATATATGCCA...................................................................... 25 20 0.45 0.01

.....................................TTGATATATGCCAGTTAAATGGTGTA......................................................... 26 20 0.45 0.02

...............................................................................ATAAAAATATAAATGACGAATTGTAT............... 26 20 0.40 0.02

....................................................................................AATATAAATGACGAATTGT................. 19 20 0.40 0.01

.........................TTATTGAAGGAATTGATATATGCCAG..................................................................... 26 20 0.40 0.01

.................................................................................AAAAATATAAATGACGAATTGTATAT-............ 26 20 0.40 0.02

.........................TTATTGAAGGAATTGATATATGCC....................................................................... 24 20 0.35 0.01

................AA-T-AAATTTATTGAAGGAATT................................................................................. 21 20 0.35 0.01

........................TTTATTGAAGGAATTGATATATGCCAGC.................................................................... 28 20 0.35 0.01

.................................................................................AAAAATATAAATGACGAAT.................... 19 20 0.35 0.01

..........................TATTGAAGGAATTGATATATGCCAGC.................................................................... 26 20 0.35 0.01

...........ATAAAAA-T-AAATTTATTGAAGGA.................................................................................... 23 20 0.35 0.01

..........................TATTGAAGGAATTGATATGC.......................................................................... 20 20 0.35 0.01

...................T-AAATTTATTGAAGGAATTGATATA........................................................................... 25 20 0.30 0.01

.................................................................................AAAAATATAAATGACGAATTGT................. 22 20 0.30 0.02

..........................TATTGAAGGAATTGATATATGCCAGTTA.................................................................. 28 20 0.30 0.01

.......................ATTTATTGAAGGAATTGATATA........................................................................... 22 20 0.30 0.01

............................................................GTATTTTTAATTTCTTTCAAT....................................... 21 20 0.30 0.01

..................................................................................AAAATATAAATGACGAATTGT................. 21 20 0.30 0.01

.............................................................TATTTTTAATTTCTTTCAATAAA.................................... 23 20 0.30 0.01

....................................ATTGATATATGCCAGTTAAATG.............................................................. 22 20 0.30 0.01

...................................AATTGATATATGCCAGTTAAATGGTGTA......................................................... 28 20 0.30 0.01

.............AAAAA-T-AAATTTATTGAAGGAATT................................................................................. 24 20 0.30 0.01

.............................TGAAGGAATTGATATATGCCAGTTAA................................................................. 26 20 0.30 0.01

.......................................................................................ATAAATGACGAATTGTAT............... 18 20 0.25 0.01

.......................................................................................ATAAATGACGAATTGTATAT-AT-----T.... 23 20 0.25 0.01

.......................................GATATATGCCAGTTAAATGGTGTAT........................................................ 25 20 0.25 0.01
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...........................................................TGTATTTTTAATTTCTTTCA......................................... 20 20 0.25 0.01

............................TTGAAGGAATTGATATATGT........................................................................ 20 20 0.25 0.01

.............................TGAAGGAATTGATATATGCCAGTTAAA................................................................ 27 20 0.25 0.00

.............................................................TATTTTTAATTTCTTTCAAT....................................... 20 20 0.25 0.00

.......................ATTTATTGAAGGAATTGATAT............................................................................ 21 20 0.25 0.01

..........................TATTGAAGGAATTGATATATGCCAG..................................................................... 25 20 0.25 0.00

...................................................................................AAATATAAATGACGAATTGTAC............... 22 20 0.25 0.01

.........................TTATTGAAGGAATTGATATATGT........................................................................ 23 20 0.25 0.01

.................A-T-AAATTTATTGAAGGAATTGATA............................................................................. 24 20 0.25 0.01

...............................................................................ATAAAAATATAAATGACGAATT................... 22 20 0.25 0.01

........................TTTATTGAAGGAATTGATA............................................................................. 19 20 0.25 0.01

..........................TATTGAAGGAATTGATATATGCCAGTT................................................................... 27 20 0.25 0.01

.....................AAATTTATTGAAGGAATTGATATATGC........................................................................ 27 20 0.25 0.01

.................................................AGTTAAATGGTGTATTTTTAATT................................................ 23 20 0.25 0.01

...............................................................TTTTTAATTTCTTTCAAT....................................... 18 20 0.25 0.01

............................TTGAAGGAATTGATATATGCCAAAA................................................................... 25 20 0.25 0.01

........................TTTATTGAAGGAATTGATAT............................................................................ 20 20 0.25 0.01

...............AAA-T-AAATTTATTGAAGGAATT................................................................................. 22 20 0.25 0.01

..........................TATTGAAGGAATTGATATATGCAC...................................................................... 24 20 0.20 0.01

...........................ATTGAAGGAATTGATATATGCCT...................................................................... 23 20 0.20 0.00

............TAAAAA-T-AAATTTATTGAAGGAATTGA............................................................................... 27 20 0.20 0.01

.....................................................................................ATATAAATGACGAATTGTAT............... 20 20 0.20 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAA..................................... 24 20 0.20 0.01

..........................TATTGAAGGAATTGATATATGCG....................................................................... 23 20 0.20 0.01

...............................................................TTTTTAATTTCTTTCAATA...................................... 19 20 0.20 0.01

...................T-AAATTTATTGAAGGAATTGATATATGC........................................................................ 28 20 0.20 0.01

................................................................TTTTAATTTCTTTCAATA...................................... 18 20 0.20 0.01

...........................ATTGAAGGAATTGATATATGCCAGT.................................................................... 25 20 0.20 0.01

.................................................................................AAAAATATAAATGACGAATTGTAT............... 24 20 0.20 0.01

............................TTGAAGGAATTGATATATGCT....................................................................... 21 20 0.20 0.00

..........................TATTGAAGGAATTGATATATGCCTT..................................................................... 25 20 0.20 0.00

............................TTGAAGGAATTGATATATGCCTT..................................................................... 23 20 0.20 0.01

.............................TGAAGGAATTGATATATGCCAG..................................................................... 22 20 0.20 0.00

.......................................GATATATGCCAGTTAAATG.............................................................. 19 20 0.20 0.00

....................................ATTGATATATGCCAGTTAAAT............................................................... 21 20 0.20 0.01

.......................................GATATATGCCAGTTAAAT............................................................... 18 20 0.15 0.01

................................................CAGTTAAATGGTGTATTTTTAATT................................................ 24 20 0.15 0.01

............................TTGAAGGAATTGATATATGCCAGTTAAA................................................................ 28 20 0.15 0.01

..ATTTTAGGTATAAAAA-T-AAATT.............................................................................................. 22 20 0.15 0.01

.........GTATAAAAA-T-AAATTTATTGAAGGA.................................................................................... 25 20 0.15 0.01

............................TTGAAGGAATTGATATATGA........................................................................ 20 20 0.15 0.01

.................................................................................AAAAATATAAATGACGAATTGC................. 22 20 0.15 0.01

..............AAAA-T-AAATTTATTGAAGGAATTGATA............................................................................. 27 20 0.15 0.00

.........................TTATTGAAGGAATTGATATATGCCAGTTA.................................................................. 29 20 0.15 0.01

............................TTGAAGGAATTGATATATGCCAGT.................................................................... 24 20 0.15 0.01

............................................................GTATTTTTAATTTCTTTCA......................................... 19 20 0.15 0.01

............................TTGAAGGAATTGATATATGCCAC..................................................................... 23 20 0.15 0.01

....................................................................................AATATAAATGACGAATTGTAT............... 21 20 0.15 0.01

.......................ATTTATTGAAGGAATTGATATAT.......................................................................... 23 20 0.15 0.01

...................................................................................AAATATAAATGACGAATTGTAT............... 22 20 0.15 0.01

.....................................................AAATGGTGTATTTTTAATTTC.............................................. 21 20 0.15 0.01

...........................ATTGAAGGAATTGATATATGA........................................................................ 21 20 0.15 0.00

..............................GAAGGAATTGATATATGCCAGT.................................................................... 22 20 0.15 0.00

..........................TATTGAAGGAATTGATATG........................................................................... 19 20 0.15 0.00

..............................................................ATTTTTAATTTCTTTCAATAAA.................................... 22 20 0.15 0.00

...........................................TATGCCAGTTAAATGGTGTA......................................................... 20 20 0.15 0.01

.......................................GATATATGCCAGTTAAATGGTGTA......................................................... 24 20 0.15 0.01

.....................................................AAATGGTGTATTTTTAATTTCTTTC.......................................... 25 20 0.15 0.01

.......................................GATATATGCCAGTTAAATGGTG........................................................... 22 20 0.15 0.01

.....................AAATTTATTGAAGGAATTGATA............................................................................. 22 20 0.15 0.00
Total 759.25 7.76

dp5 dps_4 confident
TC-TTTTAGG-ATAAAAT-TAAAATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAGACATATCTGAC--AAATAAATGAAT-----AA--A 
((-.((((..-.......-.....(((((((((((((((((.((((((((......))))))))..)))).)))))))))))))............--...)))).))..-----..--. Size Hits Total

Norm
Total
Norm
RPM

..........................TATTGAAGGAATTGATATATGC........................................................................ 22 2 3336.00 24.57

..........................TATTGAAGGAATTGATATATGCC....................................................................... 23 2 1893.50 13.95

..........................TATTGAAGGAATTGATATATG......................................................................... 21 2 1818.00 13.44
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............................TTGAAGGAATTGATATATGCC....................................................................... 21 2 843.00 6.21

............................TTGAAGGAATTGATATATGCCA...................................................................... 22 2 359.00 2.65

............................TTGAAGGAATTGATATATGC........................................................................ 20 2 286.00 2.11

...........................ATTGAAGGAATTGATATATGC........................................................................ 21 2 229.00 1.69

..........................TATTGAAGGAATTGATATATGCCA...................................................................... 24 2 163.50 1.30

.........................TTATTGAAGGAATTGATATATGC........................................................................ 23 2 147.50 1.29

...........................................................TGTATTTTTAATTTCTTTCAATAAA.................................... 25 2 117.00 1.00

...........................................................TGTATTTTTAATTTCTTTCAATA...................................... 23 2 113.00 0.91

...........................ATTGAAGGAATTGATATATGCC....................................................................... 22 2 106.50 0.86

..........................TATTGAAGGAATTGATATAT.......................................................................... 20 2 99.00 0.81

............................TTGAAGGAATTGATATATG......................................................................... 19 2 97.00 0.75

...........................ATTGAAGGAATTGATATATG......................................................................... 20 2 87.00 0.76

...........................................................TGTATTTTTAATTTCTTTCAAT....................................... 22 2 82.00 0.66

..........................TATTGAAGGAATTGATATATGCCAG..................................................................... 25 2 73.00 0.65

..........................TATTGAAGGAATTGATATATGCCT...................................................................... 24 2 60.50 0.49

..........................TATTGAAGGAATTGATATATGCA....................................................................... 23 2 59.50 0.51

..........................TATTGAAGGAATTGATATATGT........................................................................ 22 2 56.00 0.49

.............................TGAAGGAATTGATATATGCCA...................................................................... 21 2 53.50 0.51

...........................................................TGTATTTTTAATTTCTTTCAATAA..................................... 24 2 49.00 0.43

...........................................................TGTATTTTTAATTTCTTTCAATAAAA................................... 26 2 43.50 0.48

.........................TTATTGAAGGAATTGATATATG......................................................................... 22 2 42.00 0.31

.........................TTATTGAAGGAATTGATATATGCC....................................................................... 24 2 41.50 0.41

.........................TTATTGAAGGAATTGATATATGCCAG..................................................................... 26 2 41.00 0.41

.............................TGAAGGAATTGATATATGC........................................................................ 19 2 36.50 0.40

.............................TGAAGGAATTGATATATGCC....................................................................... 20 2 33.00 0.34

........................TTTATTGAAGGAATTGATATATGC........................................................................ 24 2 29.00 0.32

............................................................GTATTTTTAATTTCTTTCAATA...................................... 22 2 26.50 0.28

..........................TATTGAAGGAATTGATATA........................................................................... 19 2 26.50 0.25

..........................TATTGAAGGAATTGATATATGA........................................................................ 22 2 23.50 0.22

............................................................GTATTTTTAATTTCTTTCAATAAA.................................... 24 2 23.50 0.22

.......................ATTTATTGAAGGAATTGATATATGC........................................................................ 25 2 23.50 0.25

............................................................GTATTTTTAATTTCTTTCAAT....................................... 21 2 21.00 0.18

.............................................................TATTTTTAATTTCTTTCAATAAA.................................... 23 2 17.50 0.17

.................................................................................AAAGACATATCTGAC--AAATA................. 20 2 15.00 0.16

........................TTTATTGAAGGAATTGATATATGCCAG..................................................................... 27 2 14.50 0.14

......................AATTTATTGAAGGAATTGATATATGC........................................................................ 26 2 13.50 0.56

..............................................................ATTTTTAATTTCTTTCAATA...................................... 20 2 13.00 0.13

...................TAAAATTTATTGAAGGAATTGATA............................................................................. 24 2 13.00 0.15

..........................TATTGAAGGAATTGATATATGCCAGT.................................................................... 26 2 12.00 0.12

.........................TTATTGAAGGAATTGATATATGCCA...................................................................... 25 2 12.00 0.13

........................TTTATTGAAGGAATTGATATATGCC....................................................................... 25 2 12.00 0.14

....................................................................................GACATATCTGAC--AAATAAATGAAT-----..... 24 2 11.50 0.13

..............................GAAGGAATTGATATATGCC....................................................................... 19 2 11.00 0.13

.............................................................TATTTTTAATTTCTTTCAATA...................................... 21 2 11.00 0.12

...........................................................TGTATTTTTAATTTCTTTCAATAAC.................................... 25 2 11.00 0.11

.................................................................................AAAGACATATCTGAC--AAAT.................. 19 2 10.50 0.13

..............................................................ATTTTTAATTTCTTTCAATAAA.................................... 22 2 10.50 0.13

.............................................................TATTTTTAATTTCTTTCAATAA..................................... 22 2 10.00 0.09

..............................GAAGGAATTGATATATGC........................................................................ 18 2 10.00 0.10

.................................................................................AAAGACATATCTGAC--AAATAAATGA............ 25 2 9.50 0.11

..........................TATTGAAGGAATTGATATATGCT....................................................................... 23 2 9.50 0.08

...........................ATTGAAGGAATTGATATATGCCA...................................................................... 23 2 9.50 0.11

............................................................GTATTTTTAATTTCTTTCAATAA..................................... 23 2 9.00 0.10

............................TTGAAGGAATTGATATATGCCT...................................................................... 22 2 9.00 0.09

...........................................................TGTATTTTTAATTTCTTTCAA........................................ 21 2 9.00 0.08

.............................TGAAGGAATTGATATATGCCAG..................................................................... 22 2 9.00 0.09

.................................................................................AAAGACATATCTGAC--AAATAAATGAAT-----..... 27 2 8.00 0.09

...............................................................................ATAAAGACATATCTGAC--AAATA................. 22 2 8.00 0.10

.........................TTATTGAAGGAATTGATATA........................................................................... 20 2 7.50 0.08

...............................................................................ATAAAGACATATCTGAC--AAATAAATGA............ 27 2 7.00 0.07

.................................................................................AAAGACATATCTGAC--AAATAAAT.............. 23 2 6.50 0.08

....................................ATTGATATATGCCAGTAAAATG.............................................................. 22 2 6.50 0.07

............................TTGAAGGAATTGATATATGCA....................................................................... 21 2 6.00 0.07

...........................ATTGAAGGAATTGATATATGCCAG..................................................................... 24 2 6.00 0.07

...........................ATTGAAGGAATTGATATATGT........................................................................ 21 2 6.00 0.06

.............................................................TATTTTTAATTTCTTTCAAT....................................... 20 2 6.00 0.07

............................TTGAAGGAATTGATATATGT........................................................................ 20 2 5.50 0.06
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...............................................................TTTTTAATTTCTTTCAATAAA.................................... 21 2 5.50 0.07

..........................TATTGAAGGAATTGATATATGCCC...................................................................... 24 2 5.50 0.06

..........................TATTGAAGGAATTGATATATGCCAGTA................................................................... 27 2 5.50 0.07

...........................................................TGTATTTTTAATTTCTTTCAATT...................................... 23 2 5.50 0.07

.........................TTATTGAAGGAATTGATATATGCCAGT.................................................................... 27 2 5.00 0.06

.......................................GATATATGCCAGTAAAATG.............................................................. 19 2 5.00 0.07

..................................................................................AAGACATATCTGAC--AAATAAATGAAT-----..... 26 2 5.00 0.05

.................................................................................AAAGACATATCTGAC--AAATAAATGAAT-----A.... 28 2 5.00 0.06

...................TAAAATTTATTGAAGGAATTGATATA........................................................................... 26 2 5.00 0.20

..........................TATTGAAGGAATTGATATATGCCAA..................................................................... 25 2 5.00 0.06

...........................................................TGTATTTTTAATTTCTTTCAATAAT.................................... 25 2 4.50 0.05

..................................................................................AAGACATATCTGAC--AAATAAATGA............ 24 2 4.50 0.06

...........................................................TGTATTTTTAATTTCTTTCAAC....................................... 22 2 4.50 0.38

..............................................................ATTTTTAATTTCTTTCAATAA..................................... 21 2 4.00 0.06

....................................................................................GACATATCTGAC--AAATAAATGAAT-----AA--A 27 2 4.00 0.04

.....................AAATTTATTGAAGGAATTGATATATGC........................................................................ 27 2 4.00 0.25

..................................................................................AAGACATATCTGAC--AAATAAAT.............. 22 2 4.00 0.05

.........................TTATTGAAGGAATTGATATAT.......................................................................... 21 2 4.00 0.05

.......................ATTTATTGAAGGAATTGATATATGCC....................................................................... 26 2 4.00 0.04

............................TTGAAGGAATTGATATATGA........................................................................ 20 2 3.50 0.04

....................................................................................GACATATCTGAC--AAATAAATGA............ 22 2 3.50 0.04

............................TTGAAGGAATTGATATATGCCAGTA................................................................... 25 2 3.50 0.08

...........................ATTGAAGGAATTGATATATGCCT...................................................................... 23 2 3.50 0.05

...............................................................................ATAAAGACATATCTGAC--AA.................... 19 2 3.50 0.05

................................................CAGTAAAATGGTGTATTTTTAAT................................................. 23 2 3.50 0.04

.............................TGAAGGAATTGATATATG......................................................................... 18 2 3.50 0.05

...........................ATTGAAGGAATTGATATAT.......................................................................... 19 2 3.50 0.05

...............................................................................ATAAAGACATATCTGAC--AAAT.................. 21 2 3.50 0.04

..................................................................................AAGACATATCTGAC--AAATA................. 19 2 3.50 0.04

............................TTGAAGGAATTGATATATGCCAGT.................................................................... 24 2 3.50 0.04

.......................ATTTATTGAAGGAATTGATA............................................................................. 20 2 3.50 0.04

....................................ATTGATATATGCCAGTAAAATGGTGTA......................................................... 27 2 3.50 0.04

............................................................GTATTTTTAATTTCTTTCAATAAAA................................... 25 2 3.50 0.05

................................................................TTTTAATTTCTTTCAATAAA.................................... 20 2 3.50 0.04

.............................................................TATTTTTAATTTCTTTCAATAAC.................................... 23 2 3.50 0.04

..........................TATTGAAGGAATTGATATATGCCG...................................................................... 24 2 3.00 0.04

...............................................................TTTTTAATTTCTTTCAATAA..................................... 20 2 3.00 0.03

..........................TATTGAAGGAATTGATATATGG........................................................................ 22 2 3.00 0.04

...............................................................................ATAAAGACATATCTGAC--AAATAAAT.............. 25 2 3.00 0.03

..................................................................................AAGACATATCTGAC--AAAT.................. 18 2 3.00 0.04

...........................ATTGAAGGAATTGATATATGCA....................................................................... 22 2 3.00 0.04

..............................................................ATTTTTAATTTCTTTCAATAAAA................................... 23 2 3.00 0.04

.......................................................................TTCTTTCAATAAAGACATATCTGAC--...................... 25 2 3.00 0.04

............................TTGAAGGAATTGATATATGCCAA..................................................................... 23 2 3.00 0.04

.............................TGAAGGAATTGATATATGCCAGTA................................................................... 24 2 3.00 0.04

.............................................................TATTTTTAATTTCTTTCAATAAAA................................... 24 2 3.00 0.04

......................................TGATATATGCCAGTAAAATG.............................................................. 20 2 3.00 0.04

.........................TTATTGAAGGAATTGATATATGCCAGTA................................................................... 28 2 3.00 0.04

...............................................................................ATAAAGACATATCTGAC--AAATAAATGAAT-----..... 29 2 2.50 0.03

...........ATAAAAT-TAAAATTTATTGAAGGA.................................................................................... 24 2 2.50 0.21

.............................TGAAGGAATTGATATATGCCAGTAAA................................................................. 26 2 2.50 0.15

............................TTGAAGGAATTGATATATGCCAG..................................................................... 23 2 2.50 0.04

........................TTTATTGAAGGAATTGATAT............................................................................ 20 2 2.50 0.03

............................TTGAAGGAATTGATATATGCCAGTAAAA................................................................ 28 2 2.50 0.03

........................................................TGGTGTATTTTTAATTTCTTTCAATAA..................................... 27 2 2.50 0.22

........................TTTATTGAAGGAATTGATATATGCCA...................................................................... 26 2 2.50 0.09

............................TTGAAGGAATTGATATATGCCAGTAA.................................................................. 26 2 2.50 0.03

....................................................................................GACATATCTGAC--AAATAAATGAAT-----A.... 25 2 2.50 0.03

..........................TATTGAAGGAATTGATATATGCCAGTAA.................................................................. 28 2 2.50 0.04

.................................................................................AAAGACATATCTGAC--AAATAAATG............. 24 2 2.50 0.04

..........................TATTGAAGGAATTGATATATT......................................................................... 21 2 2.50 0.16

....................................ATTGATATATGCCAGTAAAATGGTGTAT........................................................ 28 2 2.50 0.03

............................................................GTATTTTTAATTTCTTTCAATAAC.................................... 24 2 2.50 0.03

............................................................GTATTTTTAATTTCTTTCAA........................................ 20 2 2.50 0.04

....................AAAATTTATTGAAGGAATTGATATATGC........................................................................ 28 2 2.00 0.03

...............................................................................ATAAAGACATATCTGAC--A..................... 18 2 2.00 0.02

..............................................................................AATAAAGACATATCTGAC--AA.................... 20 2 2.00 0.02
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........................TTTATTGAAGGAATTGATATATG......................................................................... 23 2 2.00 0.02

..................................................................................AAGACATATCTGAC--AAATAAATGAAT-----A.... 27 2 2.00 0.03

..........................TATTGAAGGAATTGATATATGCCTT..................................................................... 25 2 2.00 0.03

............................TTGAAGGAATTGATATATGCCC...................................................................... 22 2 2.00 0.09

.....................................TTGATATATGCCAGTAAAATG.............................................................. 21 2 2.00 0.03

..................................................................................AAGACATATCTGAC--AAATAAATG............. 23 2 2.00 0.03

.........................TTATTGAAGGAATTGATAT............................................................................ 19 2 2.00 0.03

........................TTTATTGAAGGAATTGATATATGCCAGT.................................................................... 28 2 2.00 0.03

.............AAAAT-TAAAATTTATTGAAGGAATT................................................................................. 25 2 2.00 0.17

...................................................................................AGACATATCTGAC--AAATAAATGA............ 23 2 2.00 0.03

......................AATTTATTGAAGGAATTGATATATGCC....................................................................... 27 2 2.00 0.17

............................TTGAAGGAATTGATATATGCCAGTAAA................................................................. 27 2 2.00 0.02

...........................................................TGTATTTTTAATTTCTTTCAATAC..................................... 24 2 2.00 0.02

..............AAAT-TAAAATTTATTGAAGGA.................................................................................... 21 2 2.00 0.08

.................T-TAAAATTTATTGAAGGAATTGATA............................................................................. 25 2 2.00 0.02

...........ATAAAAT-TAAAATTTATTGAAGGAATT................................................................................. 27 2 2.00 0.17

............................................................................TCAATAAAGACATATCTGA......................... 19 2 2.00 0.02

..............................GAAGGAATTGATATATGCCA...................................................................... 20 2 2.00 0.03

.......................................GATATATGCCAGTAAAATGGTGT.......................................................... 23 2 2.00 0.03

...........................................................TGTATTTTTAATTTCTTTCAAA....................................... 22 2 2.00 0.03

..................................................................................AAGACATATCTGAC--AAATAA................ 20 2 2.00 0.03

..........................TATTGAAGGAATTGATATATGCCAAA.................................................................... 26 2 2.00 0.02

.............................TGAAGGAATTGATATATGCCAGT.................................................................... 23 2 2.00 0.03

............TAAAAT-TAAAATTTATTGAAGGAAT.................................................................................. 25 2 2.00 0.03

...............................................................TTTTTAATTTCTTTCAATAAC.................................... 21 2 1.50 0.13

....................................................................................GACATATCTGAC--AAATAAATGAAT-----CG--. 26 2 1.50 0.13

................................................................................TAAAGACATATCTGAC--AAATAAATGAAT-----..... 28 2 1.50 0.02

.......................................................................................ATATCTGAC--AAATAAATGA............ 19 2 1.50 0.02

............................TTGAAGGAATTGATATATGCCAAA.................................................................... 24 2 1.50 0.02

.........................TTATTGAAGGAATTGATATATGCA....................................................................... 24 2 1.50 0.13

...........................ATTGAAGGAATTGATATATGA........................................................................ 21 2 1.50 0.02

.............................................TGCCAGTAAAATGGTGTATTTTTAATT................................................ 27 2 1.50 0.13

........................TTTATTGAAGGAATTGATATA........................................................................... 21 2 1.50 0.02

.........................................................GGTGTATTTTTAATTTCTTTCAAT....................................... 24 2 1.50 0.02

.......................ATTTATTGAAGGAATTGATATATG......................................................................... 24 2 1.50 0.02

..........................TATTGAAGGAATTGATATATGCCAGA.................................................................... 26 2 1.50 0.02

..............................GAAGGAATTGATATATGCCAGT.................................................................... 22 2 1.50 0.08

..............................GAAGGAATTGATATATGCCAGTAAAAT............................................................... 27 2 1.50 0.09

..................................................................................AAGACATATCTGAC--AAATAAA............... 21 2 1.50 0.02

.............................TGAAGGAATTGATATATGCCAGTAA.................................................................. 25 2 1.50 0.02

...........................................................TGTATTTTTAATTTCTTTCAATAAG.................................... 25 2 1.50 0.02

..........................................................GTGTATTTTTAATTTCTTTCAAT....................................... 23 2 1.50 0.02

.............................TGAAGGAATTGATATATGCCAGTAAAATG.............................................................. 29 2 1.50 0.13

................................................................................TAAAGACATATCTGAC--AAATA................. 21 2 1.50 0.02
Total 11193.50 82.44

droPer2 dpe_2477 confident
TC-TTTTAGG-ATAAAAT-TAAAATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATATCTGAC--AAATAAATGAAT-----AA--A 
..-.......-.......-.....(((((((((((((((((.((((((((......))))))))..)))).)))))))))))))............--............-----..--. Size Hits Total

Norm
Total
Norm
RPM

..........................TATTGAAGGAATTGATATATGC........................................................................ 22 12 256.75 3.97

..........................TATTGAAGGAATTGATATATG......................................................................... 21 13 167.23 2.58

..........................TATTGAAGGAATTGATATATGCC....................................................................... 23 12 84.00 1.30

............................TTGAAGGAATTGATATATGCC....................................................................... 21 12 45.25 0.70

............................TTGAAGGAATTGATATATGCCA...................................................................... 22 12 39.25 0.61

............................TTGAAGGAATTGATATATGC........................................................................ 20 12 26.67 0.41

..........................TATTGAAGGAATTGATATATGCCA...................................................................... 24 12 16.08 0.25

...........................ATTGAAGGAATTGATATATGC........................................................................ 21 12 15.92 0.25

..........................TATTGAAGGAATTGATATATGCCAG..................................................................... 25 12 15.83 0.32

.........................TTATTGAAGGAATTGATATATGC........................................................................ 23 12 15.75 0.24

..........................TATTGAAGGAATTGATATAT.......................................................................... 20 13 13.15 0.20

.........................TTATTGAAGGAATTGATATATGCCAG..................................................................... 26 12 11.92 0.54

...........................................................TGTATTTTTAATTTCTTTCAATAAAA................................... 26 2 10.50 0.54

..........................TATTGAAGGAATTGATATATGT........................................................................ 22 13 8.38 0.16

............................TTGAAGGAATTGATATATG......................................................................... 19 13 8.00 0.15

.........................TTATTGAAGGAATTGATATATG......................................................................... 22 13 7.54 0.12

.............................TGAAGGAATTGATATATGC........................................................................ 19 12 6.42 0.10

..........................TATTGAAGGAATTGATATATGCA....................................................................... 23 12 6.33 0.10

...........................................................TGTATTTTTAATTTCTTTCAAT....................................... 22 15 6.00 0.16
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........................TTTATTGAAGGAATTGATATATGCCAG..................................................................... 27 12 6.00 0.14

.............................TGAAGGAATTGATATATGCCA...................................................................... 21 12 5.67 0.11

...........................ATTGAAGGAATTGATATATG......................................................................... 20 13 5.15 0.08

...........................................................TGTATTTTTAATTTCTTTCAATAAA.................................... 25 15 4.80 0.15

...........................................................TGTATTTTTAATTTCTTTCAATA...................................... 23 15 4.73 0.14

..........................TATTGAAGGAATTGATATATGCCT...................................................................... 24 12 4.42 0.07

...........................ATTGAAGGAATTGATATATGCC....................................................................... 22 12 4.33 0.07

..........................TATTGAAGGAATTGATATA........................................................................... 19 13 4.15 0.06

.........................TTATTGAAGGAATTGATATATGCC....................................................................... 24 12 3.50 0.07

........................TTTATTGAAGGAATTGATATATGC........................................................................ 24 12 3.50 0.06

......................AATTTATTGAAGGAATTGATATATGC........................................................................ 26 12 3.25 0.21

.......................ATTTATTGAAGGAATTGATATATGC........................................................................ 25 12 3.00 0.08

...........................................................TGTATTTTTAATTTCTTTCAATAA..................................... 24 15 2.67 0.08

...........................................................TGTATTTTTAATTTCTTTCAATAAAAA.................................. 27 2 2.50 0.13

.........................TTATTGAAGGAATTGATATA........................................................................... 20 13 2.00 0.03

.............................TGAAGGAATTGATATATGCC....................................................................... 20 12 1.67 0.03

..........................TATTGAAGGAATTGATATATGCCAGTA................................................................... 27 12 1.42 0.06

..........................TATTGAAGGAATTGATATATGCT....................................................................... 23 12 1.33 0.02

..............................GAAGGAATTGATATATGC........................................................................ 18 12 1.33 0.06

............................TTGAAGGAATTGATATATGCCAGTAAAA................................................................ 28 12 1.25 0.06

...........................ATTGAAGGAATTGATATATGCCAG..................................................................... 24 12 1.08 0.06

............................................................GTATTTTTAATTTCTTTCAAT....................................... 21 15 1.07 0.05

............................................................GTATTTTTAATTTCTTTCAATAAAA................................... 25 2 1.00 0.05

........................TTTATTGAAGGAATTGATATATGCC....................................................................... 25 12 1.00 0.03

...........................................................TGTATTTTTAATTTCTTTCAATAAAAAA................................. 28 2 1.00 0.05

..........................TATTGAAGGAATTGATAT............................................................................ 18 13 1.00 0.03

.........................TTATTGAAGGAATTGATATAT.......................................................................... 21 13 1.00 0.02

..........................TATTGAAGGAATTGATATATGCCAGT.................................................................... 26 12 1.00 0.02

......................................................................................CATATCTGAC--AAATAAAT.............. 18 14 0.93 0.08

....................................ATTGATATATGCCAGTAAAATG.............................................................. 22 13 0.85 0.02

............................TTGAAGGAATTGATATATGCCT...................................................................... 22 12 0.83 0.01

.............................TGAAGGAATTGATATATGCCAG..................................................................... 22 12 0.83 0.03

...........................ATTGAAGGAATTGATATATGCCA...................................................................... 23 12 0.83 0.02

........................TTTATTGAAGGAATTGATATATGCCA...................................................................... 26 12 0.83 0.02

............................................................GTATTTTTAATTTCTTTCAATA...................................... 22 15 0.80 0.03

................................................CAGTAAAATGGTGTATTTTTAAT................................................. 23 14 0.79 0.02

............................TTGAAGGAATTGATATATGCCAGTAAA................................................................. 27 12 0.75 0.03

...........................................................TGTATTTTTAATTTCTTTCAA........................................ 21 15 0.73 0.03

.......................................................................................ATATCTGAC--AAATAAATGAAT-----..... 21 14 0.71 0.02

....................................ATTGATATATGCCAGTAAAATGGTGT.......................................................... 26 13 0.69 0.03

...........................................................TGTATTTTTAATTTCTTTCAATAAC.................................... 25 15 0.67 0.03

..............................GAAGGAATTGATATATGCC....................................................................... 19 12 0.67 0.03

.......................................................................................ATATCTGAC--AAATAAATG............. 18 14 0.64 0.05

.......................ATTTATTGAAGGAATTGAT.............................................................................. 19 13 0.62 0.04

.........................TTATTGAAGGAATTGATA............................................................................. 18 13 0.62 0.01

..........................TATTGAAGGAATTGATATATGCCC...................................................................... 24 12 0.58 0.02

.........................TTATTGAAGGAATTGATATATGCCA...................................................................... 25 12 0.58 0.02

......................................................................................CATATCTGAC--AAATAAATGA............ 20 14 0.57 0.02

.............................TGAAGGAATTGATATATGCCAGT.................................................................... 23 12 0.50 0.02

.................................................................................AAAAACATATCTGAC--AAA................... 18 2 0.50 0.04

...............................................................TTTTTAATTTCTTTCAATAAAA................................... 22 2 0.50 0.03

..............................................................ATTTTTAATTTCTTTCAATAAAAA.................................. 24 2 0.50 0.03

.........................................................................................ATCTGAC--AAATAAATGAAT-----..... 19 14 0.50 0.02

..........................TATTGAAGGAATTGATATATGCCAGTAA.................................................................. 28 12 0.50 0.03

.................................................................TTTAATTTCTTTCAATAAAAA.................................. 21 2 0.50 0.03

.............................................................TATTTTTAATTTCTTTCAATAAAAA.................................. 25 2 0.50 0.03

.........................TTATTGAAGGAATTGATATATGCCAGT.................................................................... 27 12 0.50 0.02

.......................................................................................ATATCTGAC--AAATAAATGA............ 19 14 0.50 0.01

.............................................................TATTTTTAATTTCTTTCAATAAAA................................... 24 2 0.50 0.19

..........................TATTGAAGGAATTGATATATGCCG...................................................................... 24 12 0.50 0.03

............................................................GTATTTTTAATTTCTTTCAATAAAAA.................................. 26 2 0.50 0.03

.........................TTATTGAAGGAATTGATAT............................................................................ 19 13 0.46 0.01

............................TTGAAGGAATTGATATATGT........................................................................ 20 13 0.46 0.01

...........................ATTGAAGGAATTGATATATGCA....................................................................... 22 12 0.42 0.02

............................TTGAAGGAATTGATATATGCCC...................................................................... 22 12 0.42 0.01

.....................AAATTTATTGAAGGAATTGATATATGC........................................................................ 27 12 0.42 0.03

..........................TATTGAAGGAATTGATATATGCCAA..................................................................... 25 12 0.42 0.02
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.............................................................TATTTTTAATTTCTTTCAATAAA.................................... 23 15 0.40 0.02

..............................................................ATTTTTAATTTCTTTCAATA...................................... 20 15 0.40 0.02

.............................................................TATTTTTAATTTCTTTCAATA...................................... 21 15 0.40 0.02

...........................ATTGAAGGAATTGATATAT.......................................................................... 19 13 0.38 0.02

........................TTTATTGAAGGAATTGATA............................................................................. 19 13 0.38 0.01

......................................TGATATATGCCAGTAAAATG.............................................................. 20 13 0.38 0.01

.......................ATTTATTGAAGGAATTGATA............................................................................. 20 13 0.38 0.01

.....................................................................................ACATATCTGAC--AAATAAATGAAT-----A.... 24 14 0.36 0.01

..........................................................................................TCTGAC--AAATAAATGAAT-----..... 18 14 0.36 0.03

............................TTGAAGGAATTGATATATGCCAG..................................................................... 23 12 0.33 0.02

..........................TATTGAAGGAATTGATATATGCTT...................................................................... 24 12 0.33 0.02

.............................TGAAGGAATTGATATATGCCAGTAAAA................................................................ 27 12 0.33 0.02

.......................ATTTATTGAAGGAATTGATATATGCC....................................................................... 26 12 0.33 0.01

......................AATTTATTGAAGGAATTGATATATGCC....................................................................... 27 12 0.33 0.01

............................................................GTATTTTTAATTTCTTTCAATAA..................................... 23 15 0.33 0.02

............................TTGAAGGAATTGATATATGCCAGTAA.................................................................. 26 12 0.33 0.01

........................................ATATATGCCAGTAAAATG.............................................................. 18 13 0.31 0.01

......................AATTTATTGAAGGAATTGATATA........................................................................... 23 13 0.31 0.01

........................TTTATTGAAGGAATTGATATATG......................................................................... 23 13 0.31 0.01

..........................TATTGAAGGAATTGATATATA......................................................................... 21 13 0.31 0.01

......................AATTTATTGAAGGAATTGATA............................................................................. 21 13 0.31 0.03

........................TTTATTGAAGGAATTGATATA........................................................................... 21 13 0.31 0.01

...........................................................TGTATTTTTAATTTCTTTCAATT...................................... 23 15 0.27 0.01

.............................................................TATTTTTAATTTCTTTCAATAA..................................... 22 15 0.27 0.01

............................................................GTATTTTTAATTTCTTTCAATAAA.................................... 24 15 0.27 0.01

.................................GGAATTGATATATGCCAGTAAAATG.............................................................. 25 12 0.25 0.01

................................AGGAATTGATATATGCCAGTAAAATG.............................................................. 26 12 0.25 0.01

.........................TTATTGAAGGAATTGATATATGCCAGTA................................................................... 28 12 0.25 0.01

..........................TATTGAAGGAATTGATATATGCCAGA.................................................................... 26 12 0.25 0.01

.............................TGAAGGAATTGATATATGCCAGTAA.................................................................. 25 12 0.25 0.01

..............................GAAGGAATTGATATATGCCAG..................................................................... 21 12 0.25 0.01

............................TTGAAGGAATTGATATATGCCAGT.................................................................... 24 12 0.25 0.01

.......................ATTTATTGAAGGAATTGATATATGCCAG..................................................................... 28 12 0.25 0.01

...................TAAAATTTATTGAAGGAATTGATATA........................................................................... 26 13 0.23 0.01

.......................ATTTATTGAAGGAATTGA............................................................................... 18 13 0.23 0.01

..........................TATTGAAGGAATTGATATGC.......................................................................... 20 13 0.23 0.01

...................TAAAATTTATTGAAGGAATTGATA............................................................................. 24 13 0.23 0.01

........................TTTATTGAAGGAATTGATAT............................................................................ 20 13 0.23 0.01

..........................TATTGAAGGAATTGATATATT......................................................................... 21 13 0.23 0.09

..........................TATTGAAGGAATTGATATATC......................................................................... 21 13 0.23 0.01

.......................ATTTATTGAAGGAATTGATATA........................................................................... 22 13 0.23 0.02

.......................................GATATATGCCAGTAAAATGGTGT.......................................................... 23 13 0.23 0.01

.............................TGAAGGAATTGATATATG......................................................................... 18 13 0.23 0.01

........................................................................................TATCTGAC--AAATAAATGA............ 18 14 0.21 0.01

.........................................................................................ATCTGAC--AAATAAATGAAT-----A.... 20 14 0.21 0.01

......................................................................................CATATCTGAC--AAATAAATGAAT-----A.... 23 14 0.21 0.02

.......................................................................................ATATCTGAC--AAATAAATGAAT-----A.... 22 14 0.21 0.02

...........................ATTGAAGGAATTGATATATGCCAGTA................................................................... 26 12 0.17 0.01

..........................TATTGAAGGAATTGATATATGCCAAC.................................................................... 26 12 0.17 0.01

................................AGGAATTGATATATGCCAGTAAAAT............................................................... 25 12 0.17 0.01

..........................TATTGAAGGAATTGATATATGCCAAA.................................................................... 26 12 0.17 0.01

............................TTGAAGGAATTGATATATGCCAAA.................................................................... 24 12 0.17 0.01

............................TTGAAGGAATTGATATATGCT....................................................................... 21 12 0.17 0.02

............................TTGAAGGAATTGATATATGCCAGTA................................................................... 25 12 0.17 0.01

............................TTGAAGGAATTGATATATGCCAT..................................................................... 23 12 0.17 0.04

..............................GAAGGAATTGATATATGCCAGTAA.................................................................. 24 12 0.17 0.01

...............................AAGGAATTGATATATGCCA...................................................................... 19 12 0.17 0.06

...........................ATTGAAGGAATTGATATATGCCAGT.................................................................... 25 12 0.17 0.00

.......................ATTTATTGAAGGAATTGATAT............................................................................ 21 13 0.15 0.01

.........................................TATATGCCAGTAAAATGGTGT.......................................................... 21 13 0.15 0.01

..........................TATTGAAGGAATTGATATAA.......................................................................... 20 13 0.15 0.00

.....................AAATTTATTGAAGGAATT................................................................................. 18 13 0.15 0.01

..........................TATTGAAGGAATTGATATATGG........................................................................ 22 13 0.15 0.01

......................AATTTATTGAAGGAATTGATATATG......................................................................... 25 13 0.15 0.01

....................................ATTGATATATGCCAGTAAAAT............................................................... 21 13 0.15 0.01

..........................TATTGAAGGAATTGATATG........................................................................... 19 13 0.15 0.01

.....................AAATTTATTGAAGGAATTGATA............................................................................. 22 13 0.15 0.01
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....................................ATTGATATATGCCAGTAAAATGGTGTA......................................................... 27 13 0.15 0.01

.......................................GATATATGCCAGTAAAATG.............................................................. 19 13 0.15 0.01

........................TTTATTGAAGGAATTGAT.............................................................................. 18 13 0.15 0.01

................................................CAGTAAAATGGTGTATTTTT.................................................... 20 14 0.14 0.05

................................................CAGTAAAATGGTGTATTTTTAA.................................................. 22 14 0.14 0.05

...........................................................TGTATTTTTAATTTCTTTCA......................................... 20 15 0.13 0.05

.........................................................GGTGTATTTTTAATTTCTTTCAAT....................................... 24 15 0.13 0.01

.............................................................TATTTTTAATTTCTTTCAAT....................................... 20 15 0.13 0.01

..............................................................ATTTTTAATTTCTTTCAATAA..................................... 21 15 0.13 0.01

............................................................GTATTTTTAATTTCTTTCAA........................................ 20 15 0.13 0.01

.........................................................GGTGTATTTTTAATTTCTTTCAATAAA.................................... 27 15 0.13 0.00

.........................TTATTGAAGGAATTGATATATGCA....................................................................... 24 12 0.08 0.03

......................AATTTATTGAAGGAATTGATATATGCCA...................................................................... 28 12 0.08 0.01
Total 877.95 13.56

droWil2 dwi_16 candidate-
rescued TCGT-TTGGGT-TAAGA------TTTTATTGAAGAAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAATATTATTGACGTAATGAAATGAAC-----AA--A 

((((-.((.((-(((..------((((((((((((((((((.((((((((......))))))))..)))))))).))))))))))......))))).)))))).......-----..--. Size Hits Total
Norm

Total
Norm
RPM

..........................TATTGAAGAAATTGATATATGC........................................................................ 22 2 29.50 0.29

...........................................................TGTATTTTTAATTTCTTTCAAT....................................... 22 20 14.10 0.26

...........................................................TGTATTTTTAATTTCTTTCAATAAA.................................... 25 20 10.05 0.13

..........................TATTGAAGAAATTGATATATG......................................................................... 21 2 7.50 0.08

...........................................................TGTATTTTTAATTTCTTTCAATAA..................................... 24 20 6.10 0.09

..GT-TTGGGT-TAAGA------TTTTATT.......................................................................................... 20 20 5.65 0.21

......TGGGT-TAAGA------TTTTATTGAAGAAAT.................................................................................. 25 2 4.50 0.09

..........................TATTGAAGAAATTGATATATGCC....................................................................... 23 2 3.50 0.05

...........................................................TGTATTTTTAATTTCTTTCAA........................................ 21 20 3.20 0.05

.....TTGGGT-TAAGA------TTTTATTGAA....................................................................................... 21 20 3.10 0.11

............................TTGAAGAAATTGATATATGCCA...................................................................... 22 2 3.00 0.06

...........................................................TGTATTTTTAATTTCTTTCAATA...................................... 23 20 2.85 0.06

....................................ATTGATATATGCCAGTAAAATG.............................................................. 22 20 2.70 0.04

......TGGGT-TAAGA------TTTTATTGAA....................................................................................... 20 20 2.65 0.05

.CGT-TTGGGT-TAAGA------TTTTATT.......................................................................................... 21 20 2.40 0.05

......................................TGATATATGCCAGTAAAATG.............................................................. 20 20 2.30 0.05

.....TTGGGT-TAAGA------TTTTATTGAAGAAAT.................................................................................. 26 2 2.00 0.07

............................TTGAAGAAATTGATATATGCC....................................................................... 21 2 1.50 0.06

...........................................................TGTATTTTTAATTTCTTTCAATAAAA................................... 26 20 1.35 0.05

..GT-TTGGGT-TAAGA------TTTTAT........................................................................................... 19 20 1.35 0.03

...........................................................TGTATTTTTAATTTCTTTCA......................................... 20 20 1.30 0.02

............................................................GTATTTTTAATTTCTTTCAATAAA.................................... 24 20 1.15 0.04

.............................TGAAGAAATTGATATATGCCA...................................................................... 21 2 1.00 0.02

.............AAGA------TTTTATTGAAGAAATT................................................................................. 20 2 1.00 0.04

...........................ATTGAAGAAATTGATATATGC........................................................................ 21 2 1.00 0.02

............................TTGAAGAAATTGATATATGC........................................................................ 20 2 1.00 0.04

...T-TTGGGT-TAAGA------TTTTATT.......................................................................................... 19 20 0.95 0.04

.....................................TTGATATATGCCAGTAAAATG.............................................................. 21 20 0.95 0.02

...........................................................TGTATTTTTAATTTCTTTCAATAAAAA.................................. 27 20 0.90 0.03

.........GT-TAAGA------TTTTATTGAAG...................................................................................... 18 20 0.90 0.03

......TGGGT-TAAGA------TTTTATTGAAG...................................................................................... 21 20 0.85 0.02

.................................................................................AAAAATATTATTGACGTA..................... 18 20 0.85 0.03

.....TTGGGT-TAAGA------TTTTATTGAAG...................................................................................... 22 20 0.85 0.03

............................................................GTATTTTTAATTTCTTTCAATAA..................................... 23 20 0.80 0.02
TCGT-TTGGGT-TAAGA------TTTTATT.......................................................................................... 22 20 0.80 0.01
.......................................GATATATGCCAGTAAAAT............................................................... 18 20 0.75 0.03
..GT-TTGGGT-TAAGA------TTTTATTGAAG...................................................................................... 24 20 0.65 0.02
.............................................................TATTTTTAATTTCTTTCAATA...................................... 21 20 0.50 0.01
..........................TATTGAAGAAATTGATATATGCCA...................................................................... 24 2 0.50 0.02
.........................TTATTGAAGAAATTGATATATGC........................................................................ 23 2 0.50 0.02
........................TTTATTGAAGAAATTGATATATG......................................................................... 23 2 0.50 0.03
...............................AAGAAATTGATATATGCCAGTAAAA................................................................ 25 2 0.50 0.02
..........................TATTGAAGAAATTGATATATGCCT...................................................................... 24 2 0.50 0.02
.........GT-TAAGA------TTTTATTGAAGA..................................................................................... 19 2 0.50 0.02
...........................................................TGTATTTTTAATTTCTTTCAATT...................................... 23 20 0.45 0.01
....................................ATTGATATATGCCAGTAAAATGGT............................................................ 24 20 0.40 0.02
..............................................................ATTTTTAATTTCTTTCAATA...................................... 20 20 0.40 0.01
...................................................................................AAATATTATTGACGTAAT................... 18 20 0.40 0.02
.CGT-TTGGGT-TAAGA------TTTTAT........................................................................................... 20 20 0.40 0.01
..GT-TTGGGT-TAAGA------TTTTATTGAA....................................................................................... 23 20 0.35 0.02
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...........................................................TGTATTTTTAATTTCTTTCAAA....................................... 22 20 0.35 0.01

.............................................................TATTTTTAATTTCTTTCAAT....................................... 20 20 0.35 0.01

.CGT-TTGGGT-TAAGA------TTTTATTGAA....................................................................................... 24 20 0.35 0.02

...........................................................TGTATTTTTAATTTCTTTCAATAAT.................................... 25 20 0.35 0.01

...................................AATTGATATATGCCAGTAAAATG.............................................................. 23 20 0.35 0.01

............................................................GTATTTTTAATTTCTTTCAAT....................................... 21 20 0.35 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAAC.................................... 25 20 0.35 0.01

..........................TATTGAAGAAATTGATATG........................................................................... 19 3 0.33 0.02

...........................ATTGAAGAAATTGATATATGA........................................................................ 21 3 0.33 0.01

...T-TTGGGT-TAAGA------TTTTATTGAA....................................................................................... 22 20 0.30 0.01

.................................................................................AAAAATATTATTGACGTAATG.................. 21 20 0.30 0.01

......................................TGATATATGCCAGTAAAATGGTGTAT........................................................ 26 20 0.25 0.01

...............................................................................ATAAAAATATTATTGACGT...................... 19 20 0.25 0.01

.............................................................TATTTTTAATTTCTTTCAATAAA.................................... 23 20 0.25 0.01

..............................................................ATTTTTAATTTCTTTCAAT....................................... 19 20 0.25 0.01

.............................................................TATTTTTAATTTCTTTCAATAA..................................... 22 20 0.25 0.01

.......................................GATATATGCCAGTAAAATGGT............................................................ 21 20 0.25 0.01

....................................ATTGATATATGCCAGTAAAATGGTGT.......................................................... 26 20 0.20 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAC..................................... 24 20 0.20 0.01

........GGT-TAAGA------TTTTATTGAA....................................................................................... 18 20 0.20 0.01

..........................................................GTGTATTTTTAATTTCTTTCAATA...................................... 24 20 0.15 0.00

............................................................GTATTTTTAATTTCTTTCAATA...................................... 22 20 0.15 0.01

...............................................................................ATAAAAATATTATTGACGTAATGAAAT.............. 27 20 0.15 0.01

..................................................GTAAAATGGTGTATTTTTAAT................................................. 21 20 0.15 0.00
TCGT-TTGGGT-TAAGA------TTTTATTGAAG...................................................................................... 26 20 0.15 0.01
..................................................GTAAAATGGTGTATTTTTA................................................... 19 20 0.15 0.01
............................................................GTATTTTTAATTTCTTTCAA........................................ 20 20 0.15 0.01
.....................................................................................ATATTATTGACGTAATGAA................ 19 20 0.15 0.01
...............................................................................ATAAAAATATTATTGACGTAAT................... 22 20 0.15 0.01
..............................................................ATTTTTAATTTCTTTCAATAA..................................... 21 20 0.15 0.00
.................................................................TTTAATTTCTTTCAATAAA.................................... 19 20 0.10 0.00
.....TTGGGT-TAAGA------TTTTATTGA........................................................................................ 20 20 0.10 0.00
............................................................GTATTTTTAATTTCTTTCAATT...................................... 22 20 0.10 0.00
.........................................................GGTGTATTTTTAATTTCTTTCAAT....................................... 24 20 0.10 0.00
...............................................................................ATAAAAATATTATTGACGTAATG.................. 23 20 0.10 0.00
.............................................................TATTTTTAATTTCTTTCAATAAC.................................... 23 20 0.10 0.00
...................................................................................AAATATTATTGACGTAATG.................. 19 20 0.10 0.00
..........................................................GTGTATTTTTAATTTCTTTCAAT....................................... 23 20 0.10 0.00
............................................................GTATTTTTAATTTCTTTCA......................................... 19 20 0.10 0.00
.....................................TTGATATATGCCAGTAAAATGGTGTAT........................................................ 27 20 0.10 0.00
..GT-TTGGGT-TAAGA------TTTTATTGA........................................................................................ 22 20 0.10 0.00
................................................................TTTTAATTTCTTTCAATA...................................... 18 20 0.10 0.00
...................................................................................AAATATTATTGACGTAATGAA................ 21 20 0.10 0.00
........................................................TGGTGTATTTTTAATTTCTTTCAATA...................................... 26 20 0.10 0.00
................................................................................TAAAAATATTATTGACGTAAT................... 21 20 0.10 0.00
.........................................TATATGCCAGTAAAATGGTGTA......................................................... 22 20 0.10 0.00
....................................................AAAATGGTGTATTTTTAAT................................................. 19 20 0.10 0.00
...................................AATTGATATATGCCAGTAAAATGGTGT.......................................................... 27 20 0.10 0.00
...........................................TATGCCAGTAAAATGGTGTA......................................................... 20 20 0.10 0.00
....................................................................................AATATTATTGACGTAATG.................. 18 20 0.10 0.00
.......................................................................TTCTTTCAATAAAAATATTATTGACGTA..................... 28 20 0.10 0.00
.................................................................................AAAAATATTATTGACGTAATGAA................ 23 20 0.10 0.00
..................................................................................AAAATATTATTGACGTAATG.................. 20 20 0.05 0.00
..GT-TTGGGT-TAAGA------TTTTATTG......................................................................................... 21 20 0.05 0.00
....................................ATTGATATATGCCAGTAAAATGGTGTA......................................................... 27 20 0.05 0.00
...........................................................TGTATTTTTAATTTCTTTCAATAAAAT.................................. 27 20 0.05 0.00
.......................................GATATATGCCAGTAAAATGGTGT.......................................................... 23 20 0.05 0.00
..............................................................................AATAAAAATATTATTGACGTA..................... 21 20 0.05 0.00
..........................................................GTGTATTTTTAATTTCTTTCA......................................... 21 20 0.05 0.00
........................................ATATATGCCAGTAAAATGG............................................................. 19 20 0.05 0.00
......TGGGT-TAAGA------TTTTATTGA........................................................................................ 19 20 0.05 0.00
.................................................................................AAAAATATTATTGACGTAAT................... 20 20 0.05 0.00
..........................................................GTGTATTTTTAATTTCTTT........................................... 19 20 0.05 0.00
....................................................................AATTTCTTTCAATAAAAA.................................. 18 20 0.05 0.00
............................................................GTATTTTTAATTTCTTTCAATAAAAA.................................. 26 20 0.05 0.00
................................................CAGTAAAATGGTGTATTTTTAATTTCTTT........................................... 29 20 0.05 0.00
................................................................TTTTAATTTCTTTCAATAAAA................................... 21 20 0.05 0.00
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............................................ATGCCAGTAAAATGGTGTA......................................................... 19 20 0.05 0.00

.........................................................GGTGTATTTTTAATTTCTTTCA......................................... 22 20 0.05 0.00

.....TTGGGT-TAAGA------TTTTATTGAAGC..................................................................................... 23 20 0.05 0.00

......................................TGATATATGCCAGTAAAAT............................................................... 19 20 0.05 0.00

.........................................................GGTGTATTTTTAATTTCTTTC.......................................... 21 20 0.05 0.00

............................................................GTATTTTTAATTTCTTTCAAA....................................... 21 20 0.05 0.00

....................................ATTGATATATGCCAGTAAAATGGTG........................................................... 25 20 0.05 0.00

.......................................................ATGGTGTATTTTTAATTTCTTTCA......................................... 24 20 0.05 0.00

........................................................TGGTGTATTTTTAATTTCT............................................. 19 20 0.05 0.00

................................................CAGTAAAATGGTGTATTTTTAATTT............................................... 25 20 0.05 0.00

...................................................................................AAATATTATTGACGTAATGA................. 20 20 0.05 0.00

...........................................................TGTATTTTTAATTTCTTTCAATG...................................... 23 20 0.05 0.00

.CGT-TTGGGT-TAAGA------TTTTATTG......................................................................................... 22 20 0.05 0.00

.....................................TTGATATATGCCAGTAAAATGGTGT.......................................................... 25 20 0.05 0.00

...T-TTGGGT-TAAGA------TTTTATTG......................................................................................... 20 20 0.05 0.00

..........................................................GTGTATTTTTAATTTCTTTCAA........................................ 22 20 0.05 0.00

..................................................................................AAAATATTATTGACGTAATGAA................ 22 20 0.05 0.00
TCGT-TTGGGT-TAAGA------TTTTATTGA........................................................................................ 24 20 0.05 0.00
........................................ATATATGCCAGTAAAATGGT............................................................ 20 20 0.05 0.00
........................................................................................TTATTGACGTAATGAAAT.............. 18 20 0.05 0.00
........................................................TGGTGTATTTTTAATTTCTTTCAATAAA.................................... 28 20 0.05 0.00
......................................TGATATATGCCAGTAAAA................................................................ 18 20 0.05 0.00
....................................ATTGATATATGCCAGTAAAA................................................................ 20 20 0.05 0.00
..GT-TTGGGT-TAAGA------TTTTATTGAAC...................................................................................... 24 20 0.05 0.00
.................................................................................AAAAATATTATTGACGTAATGAAA............... 24 20 0.05 0.00
.....TTGGGT-TAAGA------TTTTATTG......................................................................................... 19 20 0.05 0.00
...T-TTGGGT-TAAGA------TTTTATTGA........................................................................................ 21 20 0.05 0.00
........................................................TGGTGTATTTTTAATTTCTTTCAAT....................................... 25 20 0.05 0.00
...........................................................TGTATTTTTAATTTCTTTCAATAACG................................... 26 20 0.05 0.00
.............................................................TATTTTTAATTTCTTTCAA........................................ 19 20 0.05 0.00
......................................................AATGGTGTATTTTTAATTTCT............................................. 21 20 0.05 0.00
................................................CAGTAAAATGGTGTATTTTTAA.................................................. 22 20 0.05 0.00
.................................................................TTTAATTTCTTTCAATAAAA................................... 20 20 0.05 0.00
.................................................................................AAAAATATTATTGACGTAA.................... 19 20 0.05 0.00
.......GGGT-TAAGA------TTTTATTGAAG...................................................................................... 20 20 0.05 0.00
........................................................TGGTGTATTTTTAATTTCTTTCAATAA..................................... 27 20 0.05 0.00
...................................................................................AAATATTATTGACGTAATGAAAT.............. 23 20 0.05 0.00
................................................CAGTAAAATGGTGTATTTTTAATTTC.............................................. 26 20 0.05 0.00
................................................................TTTTAATTTCTTTCAATAAA.................................... 20 20 0.05 0.00
...............................................................TTTTTAATTTCTTTCAATAAA.................................... 21 20 0.05 0.00
...................................................TAAAATGGTGTATTTTTAAT................................................. 20 20 0.05 0.00
...............................................................TTTTTAATTTCTTTCAATA...................................... 19 20 0.05 0.00
......................................TGATATATGCCAGTAAAATGGTGT.......................................................... 24 20 0.05 0.00
.................................................AGTAAAATGGTGTATTTTTAATTTC.............................................. 25 20 0.05 0.00
..........................................ATATGCCAGTAAAATGGTGTA......................................................... 21 20 0.05 0.00
...........................................................TGTATTTTTAATTTCTTTCAATAT..................................... 24 20 0.05 0.00
...................................AATTGATATATGCCAGTAAAATGGT............................................................ 25 20 0.05 0.00
............................................................GTATTTTTAATTTCTTTCAATAAAA................................... 25 20 0.05 0.00
Total 143.57 1.22

droVir3 dvi_24632 candidate-
rescued --ATTTTAGGTATAAAC----AATTTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAACATTTGTGACGTAATGAAATAAAC-----CAATA 

--...(((.(((((((.----..((((((((((((((((((.((((((((......))))))))..)))).))))))))))))))...))))).)).)))..........-----..... Size Hits Total
Norm

Total
Norm
RPM

..........................TATTGAAGGAATTGATATATGC........................................................................ 22 20 591.70 4.79

..........................TATTGAAGGAATTGATATATG......................................................................... 21 20 421.80 5.11

..........................TATTGAAGGAATTGATATATGCCA...................................................................... 24 20 143.90 1.52

..........................TATTGAAGGAATTGATATATGCC....................................................................... 23 20 117.65 1.92

............................TTGAAGGAATTGATATATGCCA...................................................................... 22 20 98.25 1.20

............................TTGAAGGAATTGATATATGCCAGTAAAA................................................................ 28 20 45.80 1.42

...........................................................TGTATTTTTAATTTCTTTCAATA...................................... 23 20 43.70 0.56

............................TTGAAGGAATTGATATATGCCAGTAAA................................................................. 27 20 33.25 1.15

............................TTGAAGGAATTGATATATGCC....................................................................... 21 20 33.20 0.68

...........................ATTGAAGGAATTGATATATGC........................................................................ 21 20 28.55 0.33

............................TTGAAGGAATTGATATATGCCAGTAA.................................................................. 26 20 28.15 1.11

..........................TATTGAAGGAATTGATATAT.......................................................................... 20 20 25.75 0.44

..........................TATTGAAGGAATTGATATATGA........................................................................ 22 20 22.45 0.24

.........................TTATTGAAGGAATTGATATATGC........................................................................ 23 20 21.75 0.15

...........................................................TGTATTTTTAATTTCTTTCAATAA..................................... 24 20 20.45 0.24
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..........................TATTGAAGGAATTGATATATGCA....................................................................... 23 20 18.90 0.39

..........................TATTGAAGGAATTGATATA........................................................................... 19 20 15.55 0.12

...........................................................TGTATTTTTAATTTCTTTCAATAAA.................................... 25 20 14.55 0.29

..........................TATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTT.................................................... 42 20 13.30 0.63

..........................TATTGAAGGAATTGATATATGCCAA..................................................................... 25 20 12.95 0.23

.........................TTATTGAAGGAATTGATATATG......................................................................... 22 20 11.45 0.22

...........................................................TGTATTTTTAATTTCTTTCAATAAAA................................... 26 20 11.25 0.13

............................TTGAAGGAATTGATATATGC........................................................................ 20 20 11.05 0.25

...........................................................TGTATTTTTAATTTCTTTCAAT....................................... 22 20 9.50 0.30

.............................TGAAGGAATTGATATATGCCA...................................................................... 21 20 7.65 0.15

...........................ATTGAAGGAATTGATATATG......................................................................... 20 20 6.10 0.18

.........................TTATTGAAGGAATTGATATATGCCAGT.................................................................... 27 20 5.20 0.06

..........................TATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAAT................................................. 45 20 4.60 0.13

...........................ATTGAAGGAATTGATATATGCC....................................................................... 22 20 4.40 0.08

............................TTGAAGGAATTGATATATG......................................................................... 19 20 4.15 0.06

............................................................GTATTTTTAATTTCTTTCAATA...................................... 22 20 3.80 0.08

.......................TTTTATTGAAGGAATTGATATATGC........................................................................ 25 20 3.70 0.08

..........................TATTGAAGGAATTGATATATGCCT...................................................................... 24 20 3.60 0.10

..........................TATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTT...................................................... 40 20 3.60 0.07

..........................TATTGAAGGAATTGATATATGCCAAA.................................................................... 26 20 3.50 0.08

..........................TATTGAAGGAATTGATATATGCCC...................................................................... 24 20 3.25 0.05

..........................TATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTT..................................................... 41 20 2.75 0.07

............................TTGAAGGAATTGATATATGCCAGT.................................................................... 24 20 2.70 0.10

............................................................GTATTTTTAATTTCTTTCAATAAAA................................... 25 20 2.60 0.04

..........................TATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTT................................................... 43 20 2.50 0.04

...........................................................TGTATTTTTAATTTCTTTCA......................................... 20 20 2.50 0.04

..........................TATTGAAGGAATTGATATATGCT....................................................................... 23 20 2.45 0.04

............................................................GTATTTTTAATTTCTTTCAATAAA.................................... 24 20 2.35 0.03

............................................................GTATTTTTAATTTCTTTCAAT....................................... 21 20 2.25 0.11

.........................TTATTGAAGGAATTGATATATGCCA...................................................................... 25 20 2.20 0.06

..........................TATTGAAGGAATTGATATATGAA....................................................................... 23 20 2.20 0.05

........................TTTATTGAAGGAATTGATATATGCCAG..................................................................... 27 20 2.15 0.06

..........................TATTGAAGGAATTGATATATGCCAGT.................................................................... 26 20 1.90 0.02

.......................TTTTATTGAAGGAATTGATATATGCCAG..................................................................... 28 20 1.85 0.04

...........................................................TGTATTTTTAATTTCTTTCAATAAAAA.................................. 27 20 1.85 0.04

.........................TTATTGAAGGAATTGATATATGCA....................................................................... 24 20 1.85 0.04

.............................................................TATTTTTAATTTCTTTCAATAAA.................................... 23 20 1.85 0.06

...........................................................TGTATTTTTAATTTCTTTCAATAAAAACA................................ 29 20 1.80 0.13

.........................TTATTGAAGGAATTGATATATGCCAG..................................................................... 26 20 1.80 0.04

.............................TGAAGGAATTGATATATGCCAG..................................................................... 22 20 1.75 0.02

...........................ATTGAAGGAATTGATATATGCCA...................................................................... 23 20 1.75 0.03

............................TTGAAGGAATTGATATATGCCT...................................................................... 22 20 1.70 0.03

........................TTTATTGAAGGAATTGATATATGCCA...................................................................... 26 20 1.70 0.08

............................TTGAAGGAATTGATATATGCCC...................................................................... 22 20 1.50 0.03

........................TTTATTGAAGGAATTGATATATGCCAGT.................................................................... 28 20 1.50 0.14

...........................................................TGTATTTTTAATTTCTTTCAATAAT.................................... 25 20 1.40 0.05

.........................TTATTGAAGGAATTGATATAT.......................................................................... 21 20 1.40 0.04

........................TTTATTGAAGGAATTGATATATGC........................................................................ 24 20 1.30 0.02

............................TTGAAGGAATTGATATATGCCAGTAAAAT............................................................... 29 20 1.20 0.04

............................TTGAAGGAATTGATATATGCCAGTA................................................................... 25 20 1.10 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAAC.................................... 25 20 1.10 0.05

...TTTTAGGTATAAAC----AATTTTATTGAAGGAAT.................................................................................. 31 1 1.00 0.08

.............................TGAAGGAATTGATATATGCCAGTAA.................................................................. 25 20 0.95 0.07

...........................................................TGTATTTTTAATTTCTTTCAA........................................ 21 20 0.95 0.01

............................................................................................TGACGTAATGAAATAAAC-----CAATA 23 20 0.90 0.02

...........................................................TGTATTTTTAATTTCTTTCAATAC..................................... 24 20 0.80 0.06

..........................TATTGAAGGAATTGATATATGCCAGTAA.................................................................. 28 20 0.80 0.02

..........................TATTGAAGGAATTGATATATGCG....................................................................... 23 20 0.80 0.02

........................TTTATTGAAGGAATTGATATA........................................................................... 21 20 0.80 0.01

........................TTTATTGAAGGAATTGATA............................................................................. 19 20 0.75 0.03

.......................TTTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTT.................................................... 45 20 0.70 0.02

.........................TTATTGAAGGAATTGATATA........................................................................... 20 20 0.70 0.02

............................TTGAAGGAATTGATATATGCCAG..................................................................... 23 20 0.70 0.02

.......................................................ATGGTGTATTTTTAATTTCTTTCAAT....................................... 26 20 0.70 0.04

...........ATAAAC----AATTTTATTGAAGGAATT................................................................................. 24 20 0.70 0.10

......................ATTTTATTGAAGGAATTGATATATGC........................................................................ 26 20 0.70 0.01

............................TTGAAGGAATTGATATATGCA....................................................................... 21 20 0.70 0.02
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.......................TTTTATTGAAGGAATTGATATATGCCA...................................................................... 27 20 0.65 0.03

..........................TATTGAAGGAATTGATATGC.......................................................................... 20 20 0.65 0.02

............................TTGAAGGAATTGATATAT.......................................................................... 18 20 0.65 0.05

.........................TTATTGAAGGAATTGATATATGCC....................................................................... 24 20 0.60 0.01

......TAGGTATAAAC----AATTTTATTGAAGGAA................................................................................... 27 20 0.60 0.06

............................................................................................TGACGTAATGAAATAAAC-----CAA.. 21 20 0.55 0.06

....................................................................................AACATTTGTGACGTAATGAAATAAAC-----..... 26 20 0.55 0.01

............................TTGAAGGAATTGATATATGCCAT..................................................................... 23 20 0.55 0.01

.......................TTTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTT...................................................... 43 20 0.55 0.01

...........................ATTGAAGGAATTGATATAT.......................................................................... 19 20 0.55 0.01

.......................TTTTATTGAAGGAATTGATATATGCCAGT.................................................................... 29 20 0.50 0.01

.....................................................................................ACATTTGTGACGTAATGAAATAAAC-----CA... 27 20 0.50 0.04

..........................TATTGAAGGAATTGATATATGCCAG..................................................................... 25 20 0.50 0.01

..........................TATTGAAGGAATTGATATATAAA....................................................................... 23 20 0.50 0.03

............................................................GTATTTTTAATTTCTTTCAATAAAAA.................................. 26 20 0.50 0.01

......TAGGTATAAAC----AATTTTATTGAAGGAAT.................................................................................. 28 20 0.45 0.01

..........................TATTGAAGGAATTGATATATA......................................................................... 21 20 0.45 0.01

.............................TGAAGGAATTGATATATGCCAGTAAA................................................................. 26 20 0.45 0.02

.........................TTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTT.................................................... 43 20 0.45 0.01

..........................TATTGAAGGAATTGATATATGG........................................................................ 22 20 0.45 0.01

............................................................GTATTTTTAATTTCTTTCAATC...................................... 22 20 0.45 0.01

..........................TATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATT....................................................... 39 20 0.45 0.02

............................................................................................TGACGTAATGAAATAAAC-----C.... 19 20 0.45 0.03

........................TTTATTGAAGGAATTGATATATGCC....................................................................... 25 20 0.45 0.04

.............................TGAAGGAATTGATATATGCC....................................................................... 20 20 0.45 0.02

........................................................................................TTTGTGACGTAATGAAATAAAC-----C.... 23 20 0.45 0.04

..........................TATTGAAGGAATTGATATATGCCAGTA................................................................... 27 20 0.45 0.01

...........................ATTGAAGGAATTGATATATGA........................................................................ 21 20 0.40 0.01

...........................................................TGTATTTTTAATTTCTTTCAATT...................................... 23 20 0.40 0.01

............................................................GTATTTTTAATTTCTTTCAATAAT.................................... 24 20 0.40 0.01

..............................GAAGGAATTGATATATGC........................................................................ 18 20 0.40 0.06

....................................................................................AACATTTGTGACGTAATGAAAT.............. 22 20 0.40 0.02

............................................................GTATTTTTAATTTCTTTCAATAA..................................... 23 20 0.40 0.02

..........................TATTGAAGGAATTGATATATGCCAT..................................................................... 25 20 0.40 0.05

.........................................................................................TTGTGACGTAATGAAATAAAC-----CAATA 26 20 0.40 0.01

...........................ATTGAAGGAATTGATATA........................................................................... 18 20 0.35 0.01

..............................................................ATTTTTAATTTCTTTC.......................................... 16 20 0.35 0.04

.............................TGAAGGAATTGATATATGCCAGTAAAA................................................................ 27 20 0.35 0.03

.................................................................................AAAAACATTTGTGACGTAAT................... 20 20 0.35 0.10

........................TTTATTGAAGGAATTGATAT............................................................................ 20 20 0.35 0.01

...............................................................TTTTTAATTTCTTTCAATAAAAACATT.............................. 27 20 0.35 0.03

........................TTTATTGAAGGAATTGAT.............................................................................. 18 20 0.35 0.02

....................................ATTGATATATGCCAGTAAAATGGTGTA......................................................... 27 20 0.35 0.01

............TAAAC----AATTTTATTGAAGGAATTGAT.............................................................................. 26 20 0.35 0.03

..........................TATTGAAGGAATTGATATG........................................................................... 19 20 0.35 0.02

.............................TGAAGGAATTGATATATG......................................................................... 18 20 0.30 0.02

..........................TATTGAAGGAATTGATATATC......................................................................... 21 20 0.30 0.06

............................................................................................TGACGTAATGAAATAAAC-----CAAT. 22 20 0.30 0.05

..........................TATTGAAGGAATTGATATATGCAG...................................................................... 24 20 0.30 0.01

....................................................................................AACATTTGTGACGTAATGAAATA............. 23 20 0.30 0.01

.......................TTTTATTGAAGGAATTGATATA........................................................................... 22 20 0.30 0.01

.......................................................................................ATTTGTGACGTAATGAAATA............. 20 20 0.30 0.01

.............................TGAAGGAATTGATATATGC........................................................................ 19 20 0.25 0.01

....................................................................................AACATTTGTGACGTAATGAA................ 20 20 0.25 0.02

.......AGGTATAAAC----AATTTTATTGAAGGAAT.................................................................................. 27 20 0.25 0.01

.....................AATTTTATTGAAGGAATTGATATATGC........................................................................ 27 20 0.25 0.00

................................................................TTTTAATTTCTTTCAAT....................................... 17 20 0.25 0.03

.........................TTATTGAAGGAATTGATA............................................................................. 18 20 0.25 0.02

........................................................................................TTTGTGACGTAATGAAATAAAC-----CAATA 27 20 0.25 0.00

............................TTGAAGGAATTGATATATGCCAA..................................................................... 23 20 0.25 0.01

.................................................................................AAAAACATTTGTGACGTAATGAAAT.............. 25 20 0.25 0.01

......................ATTTTATTGAAGGAATTGATA............................................................................. 21 20 0.25 0.01

..............................GAAGGAATTGATATATGCCAGTAAAA................................................................ 26 20 0.25 0.01

..........................TATTGAAGGAATTGATATATAA........................................................................ 22 20 0.25 0.03

..............AAC----AATTTTATTGAAGGAATT................................................................................. 21 20 0.25 0.03

....................................ATTGATATATGCCAGTAAAATG.............................................................. 22 20 0.25 0.02

..........................TATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAAA................................................. 45 20 0.25 0.01
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................................................................TTTTAATTTCTTTCAATAAAAACATTTGT........................... 29 20 0.25 0.02

.............................................................TATTTTTAATTTCTTTCAATAA..................................... 22 20 0.20 0.01

.....TTAGGTATAAAC----AATTTTATTGAAGGAAT.................................................................................. 29 20 0.20 0.01

........................................................................TCTTTCAATAAAAACATTTG............................ 20 20 0.20 0.01

...............................................................TTTTTAATTTCTTTCAATAAAAACA................................ 25 20 0.20 0.02

...............................AAGGAATTGATATATGCCAGTAAAA................................................................ 25 20 0.20 0.01

............................................................GTATTTTTAATTTCTTTCAATAAC.................................... 24 20 0.20 0.02

...................................................................................AAACATTTGTGACGTAATGAAATA............. 24 20 0.20 0.01

..........................TATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTC................................................... 43 20 0.20 0.01

...........................................................TGTATTTTTAATTTCTTTCAATC...................................... 23 20 0.20 0.01

.........................TTATTGAAGGAATTGATATATC......................................................................... 22 20 0.20 0.03

...................................................................................AAACATTTGTGACGTAATGAAAT.............. 23 20 0.20 0.06

.......................................GATATATGCCAGTAAAATGGTGTAT........................................................ 25 20 0.20 0.03

.......................................................................................ATTTGTGACGTAATGAAAT.............. 19 20 0.20 0.02

.......................TTTTATTGAAGGAATTGATA............................................................................. 20 20 0.20 0.02

....................................ATTGATATATGCCAGTAAAA................................................................ 20 20 0.20 0.01

....................................................................................AACATTTGTGACGTAATGAAATAAA........... 25 20 0.20 0.01

.......................TTTTATTGAAGGAATTGATATATG......................................................................... 24 20 0.20 0.01

................................................................TTTTAATTTCTTTCAATAAAAACATTTG............................ 28 20 0.20 0.01

..............................GAAGGAATTGATATATGCCA...................................................................... 20 20 0.20 0.02

...................................................................................AAACATTTGTGACGTAATGAA................ 21 20 0.20 0.02

............................TTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTT...................................................... 38 20 0.20 0.01

...........................ATTGAAGGAATTGATATATGCCC...................................................................... 23 20 0.20 0.01

.......................................................................................ATTTGTGACGTAATGAAATAAAC-----CAATA 28 20 0.20 0.01

............................TTGAAGGAATTGATATATGCCG...................................................................... 22 20 0.20 0.02

....................................................................................AACATTTGTGACGTAA.................... 16 20 0.20 0.01

.............................................................................................GACGTAATGAAATAAAC-----CAATA 22 20 0.20 0.01

...................................................................................AAACATTTGTGACGTAATG.................. 19 20 0.20 0.04

..................................GAATTGATATATGCCAGTAAAATGGTGT.......................................................... 28 20 0.15 0.01

..............................................................ATTTTTAATTTCTTTCAATAAAA................................... 23 20 0.15 0.01

................C----AATTTTATTGAAGGAATTGATATA........................................................................... 25 20 0.15 0.01
Total 1950.45 3.09

droMoj3 dmo_3124 candidate-
rescued TG--TTTAGGTATAAAAA-TTTTTTTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAACATATATGTGACGTAATGAAATAAAC-----CAAAA 

..--.(((.(((((....-.....(((((((((((((((((.((((((((......))))))))..)))).)))))))))))))..))))).)))...............-----..... Size Hits Total
Norm

Total
Norm
RPM

..........................TATTGAAGGAATTGATATATGC........................................................................ 22 7 739.14 7.22

..........................TATTGAAGGAATTGATATATGCC....................................................................... 23 7 470.00 4.59

..........................TATTGAAGGAATTGATATATG......................................................................... 21 7 350.00 3.42

............................TTGAAGGAATTGATATATGCC....................................................................... 21 7 119.29 1.17

............................TTGAAGGAATTGATATATGCCA...................................................................... 22 7 89.14 0.87

...........................................................TGTATTTTTAATTTCTTTCAAT....................................... 22 7 70.43 0.87

...........................................................TGTATTTTTAATTTCTTTCAATA...................................... 23 7 58.71 0.76

..........................TATTGAAGGAATTGATATATGCCA...................................................................... 24 7 56.86 0.56

...........................ATTGAAGGAATTGATATATGCC....................................................................... 22 7 45.43 0.44

...........................ATTGAAGGAATTGATATATGC........................................................................ 21 7 43.29 0.42

.........................TTATTGAAGGAATTGATATATGC........................................................................ 23 7 42.00 0.41

............................TTGAAGGAATTGATATATGC........................................................................ 20 7 37.57 0.37

..........................TATTGAAGGAATTGATATAT.......................................................................... 20 7 31.43 0.31

...........................................................TGTATTTTTAATTTCTTTCAATAAA.................................... 25 7 29.14 0.38

........................TTTATTGAAGGAATTGATATATGC........................................................................ 24 7 23.43 0.24

.......................TTTTATTGAAGGAATTGATATATGC........................................................................ 25 7 20.14 0.20

............................................................GTATTTTTAATTTCTTTCAAT....................................... 21 7 16.86 0.23

......................TTTTTATTGAAGGAATTGATATATGC........................................................................ 26 6 15.50 0.16

..........................TATTGAAGGAATTGATATATGCCT...................................................................... 24 7 15.43 0.15

..........................TATTGAAGGAATTGATATATGCA....................................................................... 23 7 14.86 0.15

....................................................................................CATATATGTGACGTAATGAAATAAAC-----..... 26 5 14.60 0.20

...........................................................TGTATTTTTAATTTCTTTCAATAA..................................... 24 7 14.29 0.19

...........................................................TGTATTTTTAATTTCTTTCAA........................................ 21 7 13.86 0.19

.....................................................................................ATATATGTGACGTAATGAA................ 19 6 13.83 0.21

.....................................................................................ATATATGTGACGTAATGAAAT.............. 21 5 13.20 0.19

.........................TTATTGAAGGAATTGATATATG......................................................................... 22 7 12.29 0.12

............................TTGAAGGAATTGATATATG......................................................................... 19 7 12.14 0.12

............................................................GTATTTTTAATTTCTTTCAATA...................................... 22 7 11.43 0.12

.................................................................................AAACATATATGTGACGTAAT................... 20 6 10.00 0.14

.................................................................................AAACATATATGTGACGTAATGAAAT.............. 25 5 9.60 0.13

.............................TGAAGGAATTGATATATGCCA...................................................................... 21 7 9.43 0.09

...........................ATTGAAGGAATTGATATATG......................................................................... 20 7 8.86 0.09
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.....................TTTTTTATTGAAGGAATTGATATATGC........................................................................ 27 6 8.83 0.09

..........................TATTGAAGGAATTGATATATC......................................................................... 21 7 8.57 0.09

............................TTGAAGGAATTGATATATGCCT...................................................................... 22 7 8.43 0.08

..........................TATTGAAGGAATTGATATA........................................................................... 19 7 7.71 0.08

...........................................................TGTATTTTTAATTTCTTTCAATAAC.................................... 25 7 7.00 0.09

.....................................................................................ATATATGTGACGTAATGAAATA............. 22 5 6.00 0.08

.............................TGAAGGAATTGATATATGCC....................................................................... 20 7 6.00 0.06

.................................................................................AAACATATATGTGACGTAATGAA................ 23 6 5.67 0.08

.........................TTATTGAAGGAATTGATATATGCC....................................................................... 24 7 5.57 0.06

........................TTTATTGAAGGAATTGATATATGCCAG..................................................................... 27 7 5.57 0.06

.........................TTATTGAAGGAATTGATATATGCCAG..................................................................... 26 7 5.57 0.06

.......................TTTTATTGAAGGAATTGATATATGCCAG..................................................................... 28 7 5.57 0.06

....................TTTTTTTATTGAAGGAATTGATATATGC........................................................................ 28 6 5.17 0.05

............................................................GTATTTTTAATTTCTTTCAATAAA.................................... 24 7 5.14 0.07

.............................TGAAGGAATTGATATATGC........................................................................ 19 7 5.14 0.05

.................................................................................AAACATATATGTGACGTAATGAAATA............. 26 5 4.80 0.07

..........................TATTGAAGGAATTGATATATGCCAG..................................................................... 25 7 4.71 0.05

...........................................................TGTATTTTTAATTTCTTTCAATT...................................... 23 7 4.57 0.06

.................................................................................AAACATATATGTGACGTAATGA................. 22 6 4.50 0.09

...........................................................TGTATTTTTAATTTCTTTCAATAAT.................................... 25 7 4.43 0.06

.......................TTTTATTGAAGGAATTGATA............................................................................. 20 7 4.43 0.05

...........................................................TGTATTTTTAATTTCTTTCA......................................... 20 7 4.29 0.08

..................................................................................AACATATATGTGACGTAAT................... 19 6 4.17 0.09

.......................TTTTATTGAAGGAATTGATATATGCC....................................................................... 26 7 4.14 0.04

....................TTTTTTTATTGAAGGAATTGATATA........................................................................... 25 6 3.83 0.04

............................TTGAAGGAATTGATATATGCCC...................................................................... 22 7 3.71 0.04

..........................TATTGAAGGAATTGATATATGT........................................................................ 22 7 3.71 0.04

........................TTTATTGAAGGAATTGATATATGCC....................................................................... 25 7 3.43 0.04

..........................TATTGAAGGAATTGATATATGCCAGT.................................................................... 26 7 3.43 0.04

........................TTTATTGAAGGAATTGATA............................................................................. 19 7 3.43 0.04

........................TTTATTGAAGGAATTGATATA........................................................................... 21 7 3.29 0.04

.........................TTATTGAAGGAATTGATATAT.......................................................................... 21 7 3.29 0.03

..................................................................................AACATATATGTGACGTAATGAAAT.............. 24 5 3.20 0.05

.................................................................................AAACATATATGTGACGTAATG.................. 21 6 3.17 0.05

........................TTTATTGAAGGAATTGATATATG......................................................................... 23 7 3.14 0.05

......................TTTTTATTGAAGGAATTGATATATGCC....................................................................... 27 6 3.00 0.04

.......................TTTTATTGAAGGAATTGATAT............................................................................ 21 7 3.00 0.04

..........................TATTGAAGGAATTGATATATGCCC...................................................................... 24 7 2.86 0.03

.....................................................................................ATATATGTGACGTAATGAAATAAAC-----..... 25 5 2.80 0.03

.......................TTTTATTGAAGGAATTGATATAT.......................................................................... 23 7 2.71 0.04

.........................TTATTGAAGGAATTGATATA........................................................................... 20 7 2.71 0.03

..........................TATTGAAGGAATTGATATATGA........................................................................ 22 7 2.71 0.03

....................................................................................CATATATGTGACGTAATGAAATAAAC-----C.... 27 5 2.60 0.04

..............................GAAGGAATTGATATATGC........................................................................ 18 7 2.57 0.04

...........................................................TGTATTTTTAATTTCTTTCAAC....................................... 22 7 2.57 0.04

...........................ATTGAAGGAATTGATATATGCCA...................................................................... 23 7 2.57 0.03

........................TTTATTGAAGGAATTGATATATGCCAGT.................................................................... 28 7 2.43 0.03

.......................TTTTATTGAAGGAATTGATATATG......................................................................... 24 7 2.43 0.03

....................................ATTGATATATGCCAGTAAAATG.............................................................. 22 7 2.43 0.04

............................................................GTATTTTTAATTTCTTTCAATAA..................................... 23 7 2.43 0.03

..............................GAAGGAATTGATATATGCC....................................................................... 19 7 2.43 0.03

....................................................................................CATATATGTGACGTAATGAAATAAAC-----CA... 28 5 2.40 0.03

.....................................................................................ATATATGTGACGTAATGAAATAAAC-----C.... 26 5 2.40 0.03

...............................................................................ATAAACATATATGTGACGTAAT................... 22 6 2.33 0.04

.......................TTTTATTGAAGGAATTGATATA........................................................................... 22 7 2.29 0.03

......................TTTTTATTGAAGGAATTGATA............................................................................. 21 6 2.17 0.03

............................................................GTATTTTTAATTTCTTTCAA........................................ 20 7 2.14 0.04

.........................TTATTGAAGGAATTGATATATGCCA...................................................................... 25 7 2.14 0.03

.......................................GATATATGCCAGTAAAATG.............................................................. 19 7 2.00 0.04

...........................ATTGAAGGAATTGATATAT.......................................................................... 19 7 2.00 0.04

.........................TTATTGAAGGAATTGATAT............................................................................ 19 7 2.00 0.03

..................................................................................AACATATATGTGACGTAATGAA................ 22 6 2.00 0.03

.....................TTTTTTATTGAAGGAATTGATA............................................................................. 22 6 2.00 0.03

....................TTTTTTTATTGAAGGAATTGATAT............................................................................ 24 6 2.00 0.02

.......................................................................................ATATGTGACGTAATGAAAT.............. 19 5 2.00 0.03

..........................TATTGAAGGAATTGATATC........................................................................... 19 7 1.86 0.03

........................TTTATTGAAGGAATTGATATATGCCA...................................................................... 26 7 1.86 0.03
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.........................TTATTGAAGGAATTGATATATGCCAGT.................................................................... 27 7 1.86 0.02

.....................TTTTTTATTGAAGGAATTGATAT............................................................................ 23 6 1.83 0.03

..................................................................................AACATATATGTGACGTAATGAAATA............. 25 5 1.80 0.03

....................................................................................CATATATGTGACGTAATGAAATAAAC-----CAA.. 29 5 1.80 0.02

..........................TATTGAAGGAATTGATATATGCT....................................................................... 23 7 1.71 0.02

.......................TTTTATTGAAGGAATTGATATATGCCAGT.................................................................... 29 7 1.71 0.02

...........................ATTGAAGGAATTGATATATGCCT...................................................................... 23 7 1.71 0.02

....................TTTTTTTATTGAAGGAATTGATA............................................................................. 23 6 1.67 0.02

.....................TTTTTTATTGAAGGAATTGATATATGCC....................................................................... 28 6 1.67 0.02

.....................................................................................ATATATGTGACGTAATGAAATAAAC-----CAA.. 28 5 1.60 0.02

...................................................................................ACATATATGTGACGTAATGAAAT.............. 23 5 1.60 0.03

...........................ATTGAAGGAATTGATATATGCA....................................................................... 22 7 1.57 0.02

........................TTTATTGAAGGAATTGATATAT.......................................................................... 22 7 1.57 0.02

...............................................................................ATAAACATATATGTGACGT...................... 19 7 1.57 0.03

........................TTTATTGAAGGAATTGATAT............................................................................ 20 7 1.57 0.02

...................TTTTTTTTATTGAAGGAATTGATATA........................................................................... 26 6 1.50 0.02

.....................TTTTTTATTGAAGGAATTG................................................................................ 19 6 1.50 0.02

.......................TTTTATTGAAGGAATTGATATATGCCA...................................................................... 27 7 1.43 0.02

...........................................................TGTATTTTTAATTTCTTTCAATAC..................................... 24 7 1.43 0.02

.............................................................TATTTTTAATTTCTTTCAAT....................................... 20 7 1.43 0.03

.................................................................................AAACATATATGTGACGTAATGAAATAAAC-----..... 29 5 1.40 0.02

.....................................................................................ATATATGTGACGTAATGAAA............... 20 6 1.33 0.02

......................TTTTTATTGAAGGAATTGATATA........................................................................... 23 6 1.33 0.01

.....................TTTTTTATTGAAGGAATTGATATA........................................................................... 24 6 1.33 0.02

...................TTTTTTTTATTGAAGGAATTGATATATGC........................................................................ 29 6 1.33 0.03

...........................................................TGTATTTTTAATTTCTTTCAAA....................................... 22 7 1.29 0.03

..........................TATTGAAGGAATTGATATATA......................................................................... 21 7 1.29 0.01

....................................................................................CATATATGTGACGTAATGAAAT.............. 22 5 1.20 0.03

.....................................................................................ATATATGTGACGTAATGA................. 18 6 1.17 0.02

....................................................................................CATATATGTGACGTAATGAA................ 20 6 1.17 0.02

..................................................................................AACATATATGTGACGTAATGA................. 21 6 1.17 0.02

..................................................................................AACATATATGTGACGTAATG.................. 20 6 1.17 0.02

.....................TTTTTTATTGAAGGAATTGATATATG......................................................................... 26 6 1.17 0.02

............................TTGAAGGAATTGATATATGCCCC..................................................................... 23 7 1.14 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAT..................................... 24 7 1.14 0.02

.............................................................TATTTTTAATTTCTTTCAATA...................................... 21 7 1.14 0.02

................................................CAGTAAAATGGTGTATTTTTAAT................................................. 23 7 1.14 0.02

...........................................................TGTATTTTTAATTTCTTTCAATC...................................... 23 7 1.14 0.02

...............................AAGGAATTGATATATGCC....................................................................... 18 7 1.14 0.02

..............................................................ATTTTTAATTTCTTTCAATA...................................... 20 7 1.14 0.02

................................................CAGTAAAATGGTGTATTTTTAATTTCTT............................................ 28 7 1.14 0.02

............................TTGAAGGAATTGATATATGCCAG..................................................................... 23 7 1.14 0.02

...............................................................TTTTTAATTTCTTTCAATA...................................... 19 7 1.00 0.01

....................................ATTGATATATGCCAGTAAAATGGTGTA......................................................... 27 7 1.00 0.02

........................................................................................TATGTGACGTAATGAAATA............. 19 5 1.00 0.01

...............................................................................ATAAACATATATGTGACGTA..................... 20 6 1.00 0.02

......................................................................................TATATGTGACGTAATGAAATAAAC-----..... 24 5 1.00 0.02

.....................................................................................ATATATGTGACGTAATGAAATAAAC-----CAAA. 29 5 1.00 0.02

......................TTTTTATTGAAGGAATTGATATATGCCAG..................................................................... 29 6 1.00 0.02

................................................CAGTAAAATGGTGTATTTTT.................................................... 20 7 1.00 0.02

.............................TGAAGGAATTGATATATGCCAG..................................................................... 22 7 1.00 0.01

...........................ATTGAAGGAATTGATATATGCCAG..................................................................... 24 7 1.00 0.01

...............................................................................ATAAACATATATGTGACGTAATGAAAT.............. 27 5 1.00 0.02

......................................................................................TATATGTGACGTAATGAAAT.............. 20 5 1.00 0.02

.............................................................TATTTTTAATTTCTTTCAATAA..................................... 22 7 1.00 0.01

...............................................................................ATAAACATATATGTGACGTAATGAAATA............. 28 5 1.00 0.02

....................TTTTTTTATTGAAGGAATTG................................................................................ 20 6 1.00 0.01

.....................................TTGATATATGCCAGTAAAATG.............................................................. 21 7 0.86 0.01

..........................................................GTGTATTTTTAATTTCTTTCAAT....................................... 23 7 0.86 0.02

............................................................GTATTTTTAATTTCTTTCAATT...................................... 22 7 0.86 0.02

....................................ATTGATATATGCCAGTAAAATGGTGT.......................................................... 26 7 0.86 0.01

.............................TGAAGGAATTGATATATGCCAGTA................................................................... 24 7 0.86 0.01

..........................TATTGAAGGAATTGATATATGCCAAA.................................................................... 26 7 0.86 0.01

..................................GAATTGATATATGCCAGTAAAATG.............................................................. 24 7 0.86 0.01

..............................GAAGGAATTGATATATGCCAGTAAAATG.............................................................. 28 7 0.86 0.01

............................................................GTATTTTTAATTTCTTTCAATAAC.................................... 24 7 0.86 0.01

..............................GAAGGAATTGATATATGCCA...................................................................... 20 7 0.86 0.01
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...............................................................................ATAAACATATATGTGACGTAATGA................. 24 6 0.83 0.02

....................TTTTTTTATTGAAGGAATT................................................................................. 19 6 0.83 0.02

...................................................................................ACATATATGTGACGTAATGA................. 20 6 0.83 0.02

....................................................................................CATATATGTGACGTAATGA................. 19 6 0.83 0.02

.......................................................................TTCTTTCAATAAACATATATGTGAC........................ 25 6 0.83 0.02

......................TTTTTATTGAAGGAATTGATATAT.......................................................................... 24 6 0.83 0.02

..................................................................................AACATATATGTGACGTAATGAAATAAAC-----C.... 29 5 0.80 0.02

....................................................................................CATATATGTGACGTAATGAAATA............. 23 5 0.80 0.02

.....................................................................................ATATATGTGACGTAATGAAATAAAC-----CA... 27 5 0.80 0.02

.....................................................................................ATATATGTGACGTAATGAAATAA............ 23 5 0.80 0.02

......................................................................................TATATGTGACGTAATGAAATA............. 21 5 0.80 0.02

................................................CAGTAAAATGGTGTATTTTTA................................................... 21 7 0.71 0.02

.............................TGAAGGAATTGATATATGCCAGT.................................................................... 23 7 0.71 0.01

................................................CAGTAAAATGGTGTATTTTTAATTTCT............................................. 27 7 0.71 0.01

...........................ATTGAAGGAATTGATATATGCCAGT.................................................................... 25 7 0.71 0.01

..............................................................ATTTTTAATTTCTTTCAATAAA.................................... 22 7 0.71 0.01

.....................................................................ATTTCTTTCAATAAACATATATGTGAC........................ 27 6 0.67 0.01

..............................................................................AATAAACATATATGTGACGT...................... 20 6 0.67 0.01

...................TTTTTTTTATTGAAGGAATTGA............................................................................... 22 6 0.67 0.01

.................A-TTTTTTTTATTGAAGGAATTGATAT............................................................................ 26 6 0.67 0.01

....................TTTTTTTATTGAAGGAATTGATATATGCC....................................................................... 29 6 0.67 0.01

....................TTTTTTTATTGAAGGAATTGATATATG......................................................................... 27 6 0.67 0.01

.................................................................................AAACATATATGTGACGTAATGAAA............... 24 6 0.67 0.01

....................................................................................CATATATGTGACGTAATGAAA............... 21 6 0.67 0.01

.......................................................................TTCTTTCAATAAACATATATGTGACGT...................... 27 6 0.67 0.01

......................TTTTTATTGAAGGAATTGATATATG......................................................................... 25 6 0.67 0.01

.................A-TTTTTTTTATTGAAGGAAT.................................................................................. 20 6 0.67 0.01

.........................................................................................ATGTGACGTAATGAAATAAAC-----C.... 22 5 0.60 0.01

.....................................................................................ATATATGTGACGTAATGAAATAAA........... 24 5 0.60 0.01

...................................................................................ACATATATGTGACGTAATGAAATA............. 24 5 0.60 0.01

.......................TTTTATTGAAGGAATTGAT.............................................................................. 19 7 0.57 0.01

.................................................AGTAAAATGGTGTATTTTTAATTTCT............................................. 26 7 0.57 0.01

.............................................................TATTTTTAATTTCTTTCAATAAA.................................... 23 7 0.57 0.01

..........................TATTGAAGGAATTGATATATCT........................................................................ 22 7 0.57 0.01

.................................GGAATTGATATATGCCAGTAAAATG.............................................................. 25 7 0.57 0.01

............................TTGAAGGAATTGATATAT.......................................................................... 18 7 0.57 0.01

.............................................................TATTTTTAATTTCTTTCAATAAC.................................... 23 7 0.57 0.01

..........................TATTGAAGGAATTGATATATGCCAGTA................................................................... 27 7 0.57 0.01

............................TTGAAGGAATTGATATATGCCAT..................................................................... 23 7 0.57 0.01

.............................TGAAGGAATTGATATATGCCAGTAAAAT............................................................... 28 7 0.57 0.01

................................................CAGTAAAATGGTGTATTTTTAATTTC.............................................. 26 7 0.57 0.01
Total 2792.35 27.26

droGri2 dgr_459 candidate-
rescued T--TTTTAGGTAAATCA-----ATTTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAATATATTTTTGAC--AATGAAATAAAC-----AAAAA 

(--(..........(((-----..(((((((((((((((((.((((((((......))))))))..)))))))))).)))))))............--..))).......-----...)) Size Hits Total
Norm

Total
Norm
RPM

..........................TATTGAAGGAATTGATATATGC........................................................................ 22 16 54.31 0.93

..........................TATTGAAGGAATTGATATATG......................................................................... 21 16 39.31 0.67

..........................TATTGAAGGAATTGATATATGCC....................................................................... 23 16 25.81 0.44

...........................................................TGTATTTTTAATTTCTTTCAAT....................................... 22 14 7.21 0.12

............................TTGAAGGAATTGATATATGCC....................................................................... 21 16 5.88 0.10

..........................TATTGAAGGAATTGATATAT.......................................................................... 20 16 4.81 0.08

...........................................................TGTATTTTTAATTTCTTTCAATA...................................... 23 14 4.43 0.13

............................TTGAAGGAATTGATATATGCCA...................................................................... 22 16 3.31 0.06

.........................TTATTGAAGGAATTGATATA........................................................................... 20 16 3.06 0.05

.........................TTATTGAAGGAATTGATATATG......................................................................... 22 16 2.94 0.05

...........................ATTGAAGGAATTGATATATGC........................................................................ 21 16 2.63 0.05

..........................TATTGAAGGAATTGATATA........................................................................... 19 16 2.13 0.04

...........................ATTGAAGGAATTGATATATGCC....................................................................... 22 16 1.94 0.03

...........................................................TGTATTTTTAATTTCTTTCAA........................................ 21 14 1.93 0.05

..........................TATTGAAGGAATTGATATATGCCT...................................................................... 24 16 1.75 0.03

............................TTGAAGGAATTGATATATGC........................................................................ 20 16 1.75 0.03

............................................................GTATTTTTAATTTCTTTCAAT....................................... 21 14 1.64 0.05

.........................TTATTGAAGGAATTGATATATGC........................................................................ 23 16 1.56 0.03

..........................TATTGAAGGAATTGATATATGCCA...................................................................... 24 16 1.50 0.03

..........................TATTGAAGGAATTGATATATGCCAG..................................................................... 25 16 1.50 0.03

............................TTGAAGGAATTGATATATG......................................................................... 19 16 1.19 0.02

...........................ATTGAAGGAATTGATATATG......................................................................... 20 16 1.00 0.02
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.............................TGAAGGAATTGATATATGCCA...................................................................... 21 16 0.94 0.02

.........................TTATTGAAGGAATTGATATATGCCA...................................................................... 25 16 0.88 0.02

........................TTTATTGAAGGAATTGATA............................................................................. 19 16 0.88 0.02

...........................................................TGTATTTTTAATTTCTTTCAATAA..................................... 24 14 0.86 0.02

............................................................GTATTTTTAATTTCTTTCAATA...................................... 22 14 0.86 0.02

.........................TTATTGAAGGAATTGATATATGCCAG..................................................................... 26 16 0.81 0.01

............................TTGAAGGAATTGATATATGCCT...................................................................... 22 16 0.81 0.01

........................TTTATTGAAGGAATTGATATATGC........................................................................ 24 16 0.69 0.01

...........................................................TGTATTTTTAATTTCTTTCA......................................... 20 14 0.57 0.02

.......................TTTTATTGAAGGAATTGATATATGC........................................................................ 25 16 0.56 0.01

.........................TTATTGAAGGAATTGATATAT.......................................................................... 21 16 0.50 0.01

.......................TTTTATTGAAGGAATTGATA............................................................................. 20 16 0.50 0.01

.........................TTATTGAAGGAATTGATATATGCC....................................................................... 24 16 0.44 0.01

.............................TGAAGGAATTGATATATGCC....................................................................... 20 16 0.44 0.01

.........................TTATTGAAGGAATTGATA............................................................................. 18 16 0.44 0.01

........................TTTATTGAAGGAATTGATATA........................................................................... 21 16 0.38 0.01

..........................TATTGAAGGAATTGATATATGCCAGT.................................................................... 26 16 0.38 0.01

........................TTTATTGAAGGAATTGATATATG......................................................................... 23 16 0.38 0.01

.............................TGAAGGAATTGATATATGCCAG..................................................................... 22 16 0.38 0.01

............................................................GTATTTTTAATTTCTTTCA......................................... 19 14 0.36 0.01

...........................................................TGTATTTTTAATTTCTTTCAATAAA.................................... 25 14 0.36 0.01

..........................TATTGAAGGAATTGATATATGCT....................................................................... 23 16 0.31 0.01

......................ATTTTATTGAAGGAATTGATATATGC........................................................................ 26 16 0.31 0.01

.......................TTTTATTGAAGGAATTGATATA........................................................................... 22 16 0.31 0.01

....................................................................................TATATTTTTGAC--AATGAAATAAAC-----A.... 25 16 0.31 0.01

.............................TGAAGGAATTGATATATGCCAGT.................................................................... 23 16 0.31 0.01

............................................................GTATTTTTAATTTCTTTCAA........................................ 20 14 0.29 0.01

..............................GAAGGAATTGATATATGCCA...................................................................... 20 16 0.25 0.01

............................TTGAAGGAATTGATATATGCCAG..................................................................... 23 16 0.25 0.00

................A-----ATTTTATTGAAGGAATTGATATATGC........................................................................ 27 16 0.25 0.01

.........................TTATTGAAGGAATTGATAT............................................................................ 19 16 0.25 0.00

......................ATTTTATTGAAGGAATTGATATATGCC....................................................................... 27 16 0.25 0.01

.......................TTTTATTGAAGGAATTGATATATGCC....................................................................... 26 16 0.25 0.01

........................TTTATTGAAGGAATTGATATATGCCAG..................................................................... 27 16 0.25 0.00

...........................ATTGAAGGAATTGATATATGCCAG..................................................................... 24 16 0.25 0.00

..........................TATTGAAGGAATTGATATG........................................................................... 19 16 0.19 0.00

.....................................TTGATATATGCCAGTAAAATG.............................................................. 21 16 0.19 0.01

..........................TATTGAAGGAATTGATAT............................................................................ 18 16 0.19 0.01

..........................TATTGAAGGAATTGATATATGCCAGTA................................................................... 27 16 0.19 0.01

.......................TTTTATTGAAGGAATTGATATATGCCA...................................................................... 27 16 0.19 0.00

...........................ATTGAAGGAATTGATATATGCCT...................................................................... 23 16 0.19 0.00

..........................TATTGAAGGAATTGATATATGCG....................................................................... 23 16 0.19 0.01

..............................GAAGGAATTGATATATGCC....................................................................... 19 16 0.19 0.01

........................TTTATTGAAGGAATTGATATATGCCA...................................................................... 26 16 0.19 0.01

.............................TGAAGGAATTGATATATGC........................................................................ 19 16 0.19 0.00

..............................GAAGGAATTGATATATGC........................................................................ 18 16 0.19 0.01

........................TTTATTGAAGGAATTGATATATGCC....................................................................... 25 16 0.19 0.00

................................................................TTTTAATTTCTTTCAATA...................................... 18 14 0.14 0.00

.......................................................ATGGTGTATTTTTAATTTCTTTCAAT....................................... 26 14 0.14 0.00

...........................................................TGTATTTTTAATTTCTTTCAATAAT.................................... 25 14 0.14 0.00

.............................................................TATTTTTAATTTCTTTCAAT....................................... 20 14 0.14 0.00

......................................................AATGGTGTATTTTTAATTTCTTTCAAT....................................... 27 14 0.14 0.00

............................................................GTATTTTTAATTTCTTTCAATAA..................................... 23 14 0.14 0.00

..............................................................ATTTTTAATTTCTTTCAATA...................................... 20 14 0.14 0.00

..............................................................ATTTTTAATTTCTTTCAATAA..................................... 21 14 0.14 0.00

...........................................................TGTATTTTTAATTTCTTTCAATT...................................... 23 14 0.14 0.00

..............................................................ATTTTTAATTTCTTTCAAT....................................... 19 15 0.13 0.00

..........................TATTGAAGGAATTGATATGC.......................................................................... 20 16 0.13 0.01

.........................TTATTGAAGGAATTGATATATGCCAGTA................................................................... 28 16 0.13 0.00

..........................TATTGAAGGAATTGATATATGCCC...................................................................... 24 16 0.13 0.01

...........................ATTGAAGGAATTGATATATGCCA...................................................................... 23 16 0.13 0.00

..............TCA-----ATTTTATTGAAGGAATT................................................................................. 20 16 0.13 0.00

...........................ATTGAAGGAATTGATATATGCCAGT.................................................................... 25 16 0.13 0.00

................A-----ATTTTATTGAAGGAATTGATA............................................................................. 22 16 0.13 0.00

.............................TGAAGGAATTGATATATGCCAT..................................................................... 22 16 0.13 0.00

........................TTTATTGAAGGAATTGATAT............................................................................ 20 16 0.13 0.00

....................................ATTGATATATGCCAGTAAAATG.............................................................. 22 16 0.13 0.00
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..........................TATTGAAGGAATTGATATATT......................................................................... 21 16 0.13 0.01

..........................TATTGAAGGAATTGATATATGCA....................................................................... 23 16 0.13 0.01

..........................TATTGAAGGAATTGATATT........................................................................... 19 16 0.13 0.01

............................TTGAAGGAATTGATATATGCCAGTA................................................................... 25 16 0.13 0.01

...............................................................TTTTTAATTTCTTTCAAT....................................... 18 16 0.13 0.00

.......................................GATATATGCCAGTAAAATG.............................................................. 19 16 0.13 0.00

..........................................................GTGTATTTTTAATTTCTTT........................................... 19 16 0.13 0.00

............................TTGAAGGAATTGATATATGCCAGT.................................................................... 24 16 0.13 0.00

......................ATTTTATTGAAGGAATTGATATATGCCA...................................................................... 28 16 0.13 0.00

.......................TTTTATTGAAGGAATTGAT.............................................................................. 19 16 0.13 0.01

........................TTTATTGAAGGAATTGATATAT.......................................................................... 22 16 0.13 0.00

..........................TATTGAAGGAATTGATATATA......................................................................... 21 16 0.13 0.00

..........................TATTGAAGGAATTGATATATGT........................................................................ 22 16 0.13 0.01

......................ATTTTATTGAAGGAATTGATATA........................................................................... 23 16 0.13 0.01

...........................ATTGAAGGAATTGATATA........................................................................... 18 16 0.13 0.00

...........................ATTGAAGGAATTGATATAT.......................................................................... 19 16 0.13 0.00

..........................TATTGAAGGAATTGATATATGCCAGTAA.................................................................. 28 16 0.13 0.01

............................................................GTATTTTTAATTTCTTTCAATAAA.................................... 24 14 0.07 0.00

...........................................................TGTATTTTTAATTTCTTTCAATACT.................................... 25 14 0.07 0.00

...............................................................TTTTTAATTTCTTTCAATA...................................... 19 14 0.07 0.00

.............................................................TATTTTTAATTTCTTTCAATAAA.................................... 23 14 0.07 0.00

.....................................................................ATTTCTTTCAATAAATATA................................ 19 14 0.07 0.00

.............................................................TATTTTTAATTTCTTTCAATA...................................... 21 14 0.07 0.00

...........................................................TGTATTTTTAATTTCTTTCAATAT..................................... 24 14 0.07 0.00

...........................................................TGTATTTTTAATTTCTTTCAATG...................................... 23 14 0.07 0.00

...........................................................TGTATTTTTAATTTCTTTCAATAC..................................... 24 14 0.07 0.00

.......................................................................TTCTTTCAATAAATATATTTTTGAC--A..................... 26 14 0.07 0.00

.......................................................................TTCTTTCAATAAATATATTTTTGAC--AAT................... 28 14 0.07 0.00

...........................................................TGTATTTTTAATTTCTTTCAATAAC.................................... 25 14 0.07 0.00

...........................................................TGTATTTTTAATTTCTTTCAATAAG.................................... 25 14 0.07 0.00

.......................................................ATGGTGTATTTTTAATTTCTTTCAATA...................................... 27 14 0.07 0.00

..........................................................GTGTATTTTTAATTTCTTTCA......................................... 21 14 0.07 0.00

.......................................................ATGGTGTATTTTTAATTTCT............................................. 20 16 0.06 0.00

........................................ATATATGCCAGTAAAATG.............................................................. 18 16 0.06 0.00

........................................................................................TTTTTGAC--AATGAAATAAAC-----AAA.. 23 16 0.06 0.00

..............................GAAGGAATTGATATATGCCAGT.................................................................... 22 16 0.06 0.00

.......................TTTTATTGAAGGAATTGATATATGCCAG..................................................................... 28 16 0.06 0.00

..........................TATTGAAGGAATTGATATATGCCG...................................................................... 24 16 0.06 0.00

.....................................................AAATGGTGTATTTTTAATTTCTTT........................................... 24 16 0.06 0.00

...........................ATTGAAGGAATTGATATATGCG....................................................................... 22 16 0.06 0.00

..................................................................................AATATATTTTTGAC--AATGAAATAAAC-----A.... 27 16 0.06 0.00

.............................TGAAGGAATTGATATATGCCAGTAA.................................................................. 25 16 0.06 0.00

.....................................TTGATATATGCCAGTAAAATGGTGTA......................................................... 26 16 0.06 0.00

..........................TATTGAAGGAATTGATATAC.......................................................................... 20 16 0.06 0.00

..............TCA-----ATTTTATTGAAGGAATTGATA............................................................................. 24 16 0.06 0.00

..............................GAAGGAATTGATATATGCCAG..................................................................... 21 16 0.06 0.00

..........................TATTGAAGGAATTGATATAA.......................................................................... 20 16 0.06 0.00

............................TTGAAGGAATTGATATATGCCAAC.................................................................... 24 16 0.06 0.00

........................................ATATATGCCAGTAAAATGGTGTA......................................................... 23 16 0.06 0.00

............................TTGAAGGAATTGATATAT.......................................................................... 18 16 0.06 0.00

....................................................AAAATGGTGTATTTTTAATT................................................ 20 16 0.06 0.00

................A-----ATTTTATTGAAGGAATTGATATAT.......................................................................... 25 16 0.06 0.00

...............CA-----ATTTTATTGAAGGAATTGATATATGC........................................................................ 28 16 0.06 0.00

........................TTTATTGAAGGAATTGAT.............................................................................. 18 16 0.06 0.00

................................................CAGTAAAATGGTGTATTTT..................................................... 19 16 0.06 0.00

..................................................................................AATATATTTTTGAC--AATGAA................ 20 16 0.06 0.00

.........................TTATTGAAGGAATTGATACG........................................................................... 20 16 0.06 0.00

.......................................GATATATGCCAGTAAAATGGTGT.......................................................... 23 16 0.06 0.00

............................TTGAAGGAATTGATATATGCCAGTAA.................................................................. 26 16 0.06 0.00

............................TTGAAGGAATTGATATATGCCCCC.................................................................... 24 16 0.06 0.00

......................ATTTTATTGAAGGAATTG................................................................................ 18 16 0.06 0.00

...........................................TATGCCAGTAAAATGGTG........................................................... 18 16 0.06 0.00

.......................TTTTATTGAAGGAATTGATATAT.......................................................................... 23 16 0.06 0.00

...........................ATTGAAGGAATTGATATATGCCAGTA................................................................... 26 16 0.06 0.00

..................................GAATTGATATATGCCAGTAAAATGGTGT.......................................................... 28 16 0.06 0.00

.............................TGAAGGAATTGATATATGCCT...................................................................... 21 16 0.06 0.00

..........................TATTGAAGGAATTGATATATGA........................................................................ 22 16 0.06 0.00
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.............................TGAAGGAATTGATATATGCCAGC.................................................................... 23 16 0.06 0.00

.........................TTATTGAAGGAATTGATATATT......................................................................... 22 16 0.06 0.00

......................ATTTTATTGAAGGAATTGATA............................................................................. 21 16 0.06 0.00

...............................AAGGAATTGATATATGCCAG..................................................................... 20 16 0.06 0.00

...............................AAGGAATTGATATATGCCA...................................................................... 19 16 0.06 0.00

....................................ATTGATATATGCCAGTAAA................................................................. 19 16 0.06 0.00

................A-----ATTTTATTGAAGGAATT................................................................................. 18 16 0.06 0.00

.........................TTATTGAAGGAATTGATATATGT........................................................................ 23 16 0.06 0.00

........................TTTATTGAAGGAATTGATATATGCCAGT.................................................................... 28 16 0.06 0.00

.......................................GATATATGCCAGTAAAATGGT............................................................ 21 16 0.06 0.00

..........................TATTGAAGGAATTGATATATGCTT...................................................................... 24 16 0.06 0.00

.........................................................................................TTTTGAC--AATGAAATAAAC-----AAAAA 24 16 0.06 0.00

...........................................................................................TTGAC--AATGAAATAAAC-----A.... 18 16 0.06 0.00

.........................................................................................TTTTGAC--AATGAAATAAAC-----A.... 20 16 0.06 0.00

...........AAATCA-----ATTTTATTGAAGGAAT.................................................................................. 22 16 0.06 0.00

................A-----ATTTTATTGAAGGAATTGATATATGCC....................................................................... 28 16 0.06 0.00

..........................TATTGAAGGAATTGATATATGCCAGTT................................................................... 27 16 0.06 0.00

...........................................................TGTATTTTTAATTTCTTT........................................... 18 17 0.06 0.00

.....................................................AAATGGTGTATTTTTAAT................................................. 18 17 0.06 0.00

..........................TATTGAAGGAATTGATAAG........................................................................... 19 19 0.05 0.00
Total 199.35 3.42

Generated: 08/02/2016 at 01:56 AM
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dm3 AG----AAAAA---AGAAATAAAC-AATTGTACATGGCTTTCGTAAAGAAATTTATGAAGGCTTTGTATGATTAACCAAAAAAAAAT--CCACA
droSim2 AG-AAAAAAAA---ACAAATAAAC-AATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAAT---CCTGA
droSec2 AG--AAAAAAA---ACAAATAAAC-AATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAAT---TCTGA
droYak3 AGAAGAAAAAA---ACAAATAAAC-AATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAAAAT--CCTCA
droEre2 AG---AAAAAA---ACAAATAAAC-AATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAAT----CCTCA
droAna3 AG--------A---AAAAATAAAC-AATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAAGAAAAACAA--------CA
dp5 AA-AAAAAAAA---GAAAATAAAA-AATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAAAAACC--A
droPer2 AA-AAAAAAAA---GAAAATAAAA-AATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAAAAACCCCA
droWil2 CAACAAAACAATAGAAAAATAAAC-AATTGTACACGGCTTTTATAAAGTAATTTATTAAAGCTTTGTATAATTACCCAAAAAAAAAAACCCAAA
droVir3 AAACATAAAAA---AAAAATAAATAAATTGTACACGGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAA-CAAAAAAAAAAACCTTGA
droMoj3 CTAAAAAAAAA---AAAAATAAAC-AATTGTACACTGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAAAAAAAAAAAAA---CTGAA
droGri2 AG-------AA---AAAAATAAAC-AATTGTACACGGCTTTCGTAAAGAAATTTATCGAAGCTTTGTATAATTAACCAAAAAAAAACAACCTGA
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dme_421- Conserved, A-rich, unpaired lower-stem pre-miRNA. Reside at the 3'UTR terminus of an isoform of CG9821
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dme_419

dom.h
dom.a

snoRNA:Me28S-A2589a-RA

snoRNA:Psi28S-3316a-RA

snoRNA:Psi28S-3316b-RA
snoRNA:Psi18S-841a-RA

dme_419

tnemngilAseicepS
dm3 CGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAAC---AACAACAGCAAACGGCAGAGGCAACGGCAGC---------AGCAGCAGC
droSim2 CGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAAC---AACAACAGCAAACGGCAGAGGCAACGGCAGC---------AGCAGCAGC
droSec2 CGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAAC---AACAACAGCAAACGGCAGAGGCAACGGCAGC---------AGCAGCAGC
droYak3 CGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAAC---AACAACAGCAAACGGCAGAGGCAACGGCAGC---------AGCAGCAGC
droEre2 CGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAAC---AACAACAGCAAACGGCAGAGGCAACGGCAGC---------AGCAGCAGC
droAna3 CGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCG---C---AACAACAGCAAACGACAGAGGCAACGGCAGCCACGCCAGCGGCAGAGAC
dp5 CGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCG---C---CACAACAGCAAACGACAGAGGCAACGGCAGCCACGCCAGTAGCAGCACC
droPer2 CGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCG---C---CACAACAGCAAACGACAGAGGCAACGGCAGCCACGCCAGTAGCAGCACC
droWil2 ACAA------------GCTGTTGCCCCTGCCACAACAAAAACAACAGCAACACACAGAGGCAACAACTTCTGGAACTGCCGTCACCGC
droVir3 CGCAGCTGCCTGTGCCGCTGTCGAACTTGTCG---------------------ACAGAGGCAACGGCAGCAGCAACGCCAGCAGCAGC
droMoj3 CGCAGCTGCCTGTGCCGCTGTCGAACTTGTCG---------------------ACAGAGGCAACGGCAGCCGCAACGCCAGCAGCAGC
droGri2 CGCAGCTGCCTGTGCCGCTGTCGAACTTGTCG---------------------ACAGAGGCAACGGCAGC------GGCAGCAACGCC
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dme_419- A miRNA located within the first coding exon of domino
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dme_422

tnemngilAseicepS
dm3 GCGGG-GCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGA
droSim2 GCGGG-GCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGA
droSec2 GCGGG-GCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGA
droYak3 GCGGG-GCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGA
droEre2 GCGGG-GCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGA
droAna3 GCGGGCGATTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGA
dp5 --GGG-GTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGA
droPer2 --GGG-GTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGA
droWil2 ------GCTTCTAGCTTAATCAATGCGACACTTCCAATGAGGAATCCATTCGAAATCGTTGGATGATATCAGTATTGGTTATTGGCGAGA
droVir3 --GGG-TTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGA
droMoj3 --GAG-TTTTCTAGCTTAACCAATGTGGCACCTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAATATTGGTTATTGGCCAGA
droGri2 --GGG-TTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTTGCAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGA

dme_474

tnemngilAseicepS
dm3 GTACTTGAATTGCGCAGCTTTTGCTTTGGGATTTTGT-CCGACA-ATTA-GGCAGAATCCATAGCGAAAGACGCAGCAAGTAGCATCGTTTA
droSim2 GTACTTGAATTGCGCAGCTTTTGCTTTGGGATTTTGT-CCGACA-ATTA-GGCAGAATCCATCGCGAAAGACGCAGC-AGTAGCAACGTTTA
droSec2 GTACTTGAATTGCGCAGCTTTTGCTTTGGGATTTTGT-CCGACA-ATTA-GGCAGAATCCATCGCGAAAGACGCAGC-AGTAGCAACGTTTA
droYak3 CCACTTGAATTGCGCAGCTTTTGCTTTGGGATTCTGT-CCAACAGATTA-GGCAGAATCCATCGCGAAAGACGCAGCAAGTAGCAACGTTTG
droEre2 GTACTTGAATTGCGCTGCTTTTGCTTTGGGATTCTGT-CCAACAGATTA-GGCAGAATCCATCGCGAAAGACGCAGCAAGTAGCAACGTCTA
droAna3 --ACTTGGAGCG-GCCACTTTTGCTTTGGCGTTTTGTGCTGATGCACTGCGACAAAATCCATCGCTAAAGAGTAAGCCGGAAGCAACA--AA
dp5 --------------------------------------------------------------------------------------------
droPer2 --------------------------------------------------------------------------------------------
droWil2 --------------------------------------------------------------------------------------------
droVir3 --------------------------------------------------------------------------------------------
droMoj3 --------------------------------------------------------------------------------------------
droGri2 -------------------------------------------------------------------------------------------- dme_474
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dme_422 & dme_474- Two miRNAs located within the 5’UTR of pasha.

dm3

chr3R: 5 kb dm36,215,000 6,225,000

FlyBase Protein-Coding Genes

dme_373 dme_164

cwo

tnemngila daeRseicepS
dm3 GTAAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCT--AAAC*CTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGA
droSim2 GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCT--AAAC*GTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGA
droSec2 GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGAT--AAAC*GTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGA
droYak3 GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCT--AAAC*GTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGA
droEre2 GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCT--AAAC*GTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGA
droAna3 GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCT--AAAC*ATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGT
dp5 GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGAC*--ACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGT
droPer2 GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGAC*--ACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGT
droWil2 ATAAGATCTCGGGTTTGTTGCACGATGAGACAGCCGCT--AAAC*TTATGCCGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTAT
droVir3 GTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCAAAT*--ACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTG
droMoj3 GTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCACAT*--ATGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTA
droGri2 GTGAGATCTCGGGTTTGTTGCACGACGTGGCAGCTGCTCCAAAT*--ACGCAGCTGTCTCTCGATGTTTTCGATTTCGGGATCTTGT

dme_373

tnemngilAseicepS
dm3 ATCTCTGAAAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCA----*--ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACA
droSim2 ATCTCTGAAAAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGTA----*--ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACA
droSec2 ATCTCTGAAAAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGCA----*--ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAACAATCAACA
droYak3 ATCTCTGAAAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCA----*--ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACA
droEre2 ATCTCTGAAAAAGTGTGTTTGTTTGCTGG-CTACTTCTGTGTTGCA----*--ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAATATCAACA
droAna3 AACTCTGAGAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGGA*TTAGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCA
dp5 AACTCTGATAAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGAT*TAATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACA
droPer2 AACTCTGATAAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGAT*TAATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACA
droWil2 AACTCTAAGAAAGTGTGTTTGTTTGCTGGTCTACGTTTGTGTTACATGAT*TAATTAATTCACAAATGTTCAGCAAGACAACACGTCAGAGTAAACAACA
droVir3 AATTCTGAGAAAGTGTGTTTGTTTGCTGA-CTACGTTTGTGTTACATGGC*TAAG-TACGCCCAAATGTTCAGCAAGACAACACGTCGAAGCAAGCCGCA
droMoj3 AAATCTAAGAAAGTGTGTTTGTTTGCTGG-CCACGTTTGTGTTACATGAT*TAAGCAACGCACAAATGTTCAGCAAGACAACACGTCAAA----------
droGri2 AAGTCTGAGAAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATTTC*TAAGCAACACACAAATGTTCAGCAAGACAACACGTCAAAGCAAGCCGCA

dme_164 A-rich lower-stem
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dme_164 and dme_373 - Two miRNAs located within the intron of cwo

Supplementary Figure S8: Other well-conserved miRNAs identified within this study. Alignment and representative hairpin 

structure for each conserved miRNA. Included is dme_474 which is not well-conserved but is one of the Drosha-cleaved hair-

pins within the pasha 5’ UTR. Note that unlike most other conserved miRNAs, these loci generally accumulate modest 

amounts of small RNAs and/or have atypical structural features. This might reflect that their processing is atypical and/or reg-

ulated, or that their conservation reflects a role other than or in addition to miRNA-type function. For example, besides the 

pasha 5‘ UTR hairpins, two of these loci are located in CDS or 3’UTR, and thus cleavage could mediate host mRNA down-

regulation.
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Supplementary Figure S9. 
 
Alignment and small RNA read details for novel conserved miRNAs annotated in this 
study.  
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ID:

dme_164

Coordinate:

chr3R:6217206-6217318 +
Confidence:

confident

Class:

Canonical miRNA

Genomic Locale:

intergenic [View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Sense Strand Reads

hide 3p reads show mid mismatch reads

ACCATTCCTATCCAATGGATGCTCCATATCTGGAGTAGCATGAGATCTCTGAAAAAGTGTGTTTGTTTGCTGGCTACGTCTGTGTTGCAGGGACTTCAAATGGATTTCCTGCACAACATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAGATACAAGATAGAAGCTGCGAAATTAATCTATTAACTAACAAAAAC

********************************************.............((((((.(((((((((..(((((((((.((((((((.(((....))).))))))))...........)))))))))))))).))))))))))...............*************************************************
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SRR317111
genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old
flies

V145
S2-
DRSC

SRR317115
genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V132
ML-
DmD32

SRR317117
genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

SRR065155
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRX247213

FLAG-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO2

SRR065151
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR317116
genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

V146
S1
cell

SRR029608
total small
RNAs from
hen1
heterozygous
flies

V148
mbn2

GSM609232
r2d2[1]
ovary
total
RNA ¬†

GSM628271
r2d2[1]
ovary
total
RNA ¬†

SRR298536
strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR298537
strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

V0662
r2d2
ovary,
AGO1-
IP,
reseq
AGO1

GSM609222
ML-
DmBG1-C1

SRR029028
untreated
(mock)

SRR298712
strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR317110
genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR341117
transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR341118
transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V015
DreRFHV148h

V032
S1
cell

V147
1182-
4H
cell

V008
S2-
DRSC

SRR029633
total
small
RNAs from
hen1
homozygous
flies

SRR010953
Aub
heterozygotes,
oxidized

GSE24545
CS
ovary
total
RNA

SRR351332
age: 2-
3dgender:
male:female
=
1:1tissue:
whole
flygenotype:
control
wild type
(w, 5905)

V139
Cold_female_body

GSM371638
S2-NP

SRR097867
Drosophila
S2-NP
cells

SRR317114
genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR341116
transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609219
GM2 cell

V125
ML-
DmD9

GSM628272
ago2[414]
ovary
total
RNA

GSM609234
CS male
total
RNA 

V078
Desiccation,
female head

SRR014278
Ovary_rep1_w1118(fem)_x_Har(male)_F1

V022
ML-
DmD32
cell

V073
mbn2

V077
cold,
female
head

V138
Male
cold
body

GSM286605
2-6h #1
(8)

SRR023407
RNA
bound by
NLS-P19
protein
AGO2

GSM609239
IR- 2-
18hr

GSE24544
dcr-
2[L811fsX]
ovary
total RNA

V136
Male
aged
body

SRR031692
Total
small
RNAs
from
Oregon R

V079
Oxidation,
female
head

V0642
ago2
ovary,
AGO1-
IP,
reseq
AGO1

SRR031701
Total small
RNAs from
r2d2
heterozygous
flies

V074
S3

V096
loqsKO/f00791
ovary

GSM609225
ML-
DmBG3-C2

GSM379062
Squ
Mutant

GSM379063
Vasa
Heterozygote

GSM379065
Zuc
Heterozygote

GSM379067
SpnE
Mutant

GSM322533
female
head #1

SRR065800
zuc_H-
Y_ovaries

SRR298711
strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR341115
transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609218
Sg4

V0632
wt
ovary
AGO1-
IP,
reseq
AGO1

V133
Sg4

V140
Dessication_female_body

SRR031702
2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609227
CMEW1
Cl.8+
cell

V091
fGS/OSS
total

V086
female
body,
aged

V137
Male
aged
head

SRR010954
Aub trans-
heterozygotes,
oxidized

SRR031703
Total
small
RNAs from
r2d2
homozygous
flies

V0652
dcr2
ovary,
AGO1-
IP,
reseq
AGO1

GSM609238
embryo
14-24hr

V037
Felix
sample
+mirtrons

SRR031697
Total small
RNAs from
dcr-2
heterozygous
flies

V093
loqs-KO,
40A;
loqs-PB
rescue/TM3
male

total RNA

GSM286601
male
head

V003
dsDcr-1
(katsutomo
RNA)

GSM379051
Armi
Mutant

GSM467730
Dmel_r2d2_sRNAseq

GSM385822
OSS_s8

GSM286613
0-1hr #1
(A)

GSM399105
disk #2

GSM399107
male
body #2

GSM360256
1st
instar #1

GSM360262
0-2d
pupae

GSM275691
imaginal
disc

GSM364902
12-24hr
embryo

SRR014274
Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014276
Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR031693
2'-O-
methylated
small
RNAs from
Oregon R

SRR031696
Ago1-
associated
small
RNAs from
Oregon R
AGO1

SRR032095
AGO1 IP
dcr2
knockdown
AGO1

SRR032096
AGO2 IP
dcr2
knockdown
AGO2

SRR032152
Ago1-
associated
small
RNAs from
Oregon R
AGO1

SRR060643
A2_testes_total

SRR065152
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
piwi
ovaries

SRR097865
Drosophila
S2-NP
cells

SRR317112
genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317113
genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR351333
age: 2-
3dgender:
male:female
=
1:1tissue:
whole
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...........................................................TGTTTGTTTGCTGGCTACGTCT.................................................................................................................................... 22 0 1 49.00 49 4 0 4 3 0 0 0 0 2 1 1 1 0 0 0 1 1 0 0 1 1 0 2 2 0 1 0 1 0 1 0 0 0 0 2 0 1 1 2 0 1 2 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 1 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGTCTG................................................................................................................................... 23 0 1 40.00 40 3 0 0 1 1 0 0 0 2 3 0 2 1 0 0 3 1 0 4 2 1 0 0 1 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGTCTGTG................................................................................................................................. 25 0 1 18.00 18 2 0 3 4 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGTCTGT.................................................................................................................................. 24 0 1 17.00 17 0 0 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGTC..................................................................................................................................... 21 0 1 14.00 14 2 0 1 1 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGT...................................................................................................................................... 20 0 1 11.00 11 4 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................AGATGTTCAGCAAGACAACACG................................................................ 22 0 1 10.00 10 0 0 0 0 1 0 0 0 0 0 0 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGTCTGTGT................................................................................................................................ 26 0 1 5.00 5 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGTCTT................................................................................................................................... 23 1 1 3.00 3 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................GCATGAGATCTCTGAAAAAGTGTGTT...................................................................................................................................................... 26 0 1 3.00 3 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GATGTTCAGCAAGACAACACG................................................................ 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GATGTTCAGCAAGACAACACGT............................................................... 22 0 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CAGATGTTCAGCAAGACAACACG................................................................ 23 0 1 3.00 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................GTAGCATGAGATCTCTGAAAAA............................................................................................................................................................. 22 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................AACAGGAGATACAAGATAGAAGCTGC........................... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGTCA.................................................................................................................................... 22 1 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................GCATGAGATCTCTGAAAAAGTGTG........................................................................................................................................................ 24 0 1 2.00 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................TGAGATCTCTGAAAAAGT........................................................................................................................................................... 18 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................AAAGTGTGTTTGTTTGCTGGC........................................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................TAGCATGAGATCTCTGAAAAAGT........................................................................................................................................................... 23 0 1 2.00 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................TGAGATCTCTGAAAAAGTGTGTT...................................................................................................................................................... 23 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CTTCAAATGGATTTCCTGCA.................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TTTGTTTGCTGGCTACGTCT.................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........CCAATGGATGCTCCATATCTGGA................................................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................GAGATCTCTGAAAAAGTG.......................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TACGTCTGTGTTGCAGGGACTTC.................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TGTTCAGCAAGACAACACGT............................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................AGTAGCATGAGATCTCTGAAAAAGT........................................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................TATCTGGAGTAGCATGAGATCTCTGA................................................................................................................................................................. 26 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................CATGAGATCTCTGAAAAAGTGT......................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................ACAACATGAACTCACAGATGTTCAGC........................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TGGCTACGTCTGTGTTGCAGGGACT...................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............AATGGATGCTCCATATCTGGA................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TTTGTTTGCTGGCTACGTCTGTGTTGCA............................................................................................................................ 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................TCTGGAGTAGCATGAGATCT..................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................ATGTTCAGCAAGACAACACGT............................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................GGCTACGTCTGTGTTGCAGG.......................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................GCATGAGATCTCTGAAAAAGT........................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TTTGTTTGCTGGCTACGTCTG................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................TAGCATGAGATCTCTGAAAAAGTG.......................................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................AGATACAAGATAGAAGCT............................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................GTTTGTTTGCTGGCTACGTCTG................................................................................................................................... 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................GAGATACAAGATAGAAGCT............................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CAGATGTTCAGCAAGACAACACT................................................................ 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................AGATGTTCAGCAAGACAACACT................................................................ 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TCAAATGGATTTCCTGCACAACATGAACT......................................................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................GCTACGTCTGTGTTGCAGGGA........................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................AGCATGAGATCTCTGAAAAAGTG.......................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................GCATGAGATCTCTGAAAAAGTGT......................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................ATGAGATCTCTGAAAAAGTT.......................................................................................................................................................... 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TGGCTACGTCTGTGTTGCAGG.......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TGCACAACATGAACTCACAGATGT................................................................................ 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACG....................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TGTGTTGCAGGGACTTCAAA................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................AGATGTTCAGCAAGACAACACGT............................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................TCTCTGAAAAAGTGTGTTTGTTTGC............................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................GGCTACGTCTGTGTTGCAGGG......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TGCAGGGACTTCAAATGGATT........................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................TCACAGATGTTCAGCAAGACAACT.................................................................. 24 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................TAGCATGAGATCTCTGAAAAAGTGTGTT...................................................................................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TGGCTACGTCTGTGTTGCAGGG......................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TTCAAATGGATTTCCTGCACAACATG............................................................................................. 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TGGCTACGTCTGTGTTGC............................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................ATCTGGAGTAGCATGAGATCTCTG.................................................................................................................................................................. 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................CATGAGATCTCTGAAAAAGTG.......................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................ATGGATTTCCTGCACAACATGAACTCA....................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............ATGGATGCTCCATATCTGGA................................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GATGTTCAGCAAGACAACAC................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TTCAAATGGATTTCCTGC..................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................GTGTTGCAGGGACTTCAAATGGATT........................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TTCAAATGGATTTCCTGCACA.................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................CAGATGTTCAGCAAGACAACA.................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................ATGAGATCTCTGAAAAAGTG.......................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GTGTGTTTGTTTGCTGGCT.......................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................GTTTGTTTGCTGGCTACGTCTGTGT................................................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................ATCAACAGGAGATACAAGATA................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TTGCTGGCTACGTCTGTGTTGCAGG.......................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGTCTGTAA................................................................................................................................ 26 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................GTTTGTTTGCTGGCTACGTCT.................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTTTGTTTGCTGGCTACGG...................................................................................................................................... 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................ATGCTCCATATCTGGAGTAGCATGAG......................................................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TGAACTCACAGATGTTCAGC........................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................AAGATAGAAGCTGCGACC....................... 18 2 8 0.13 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGGTAAGGATAGGTTACCTACGAGGTATAGACCTCATCGTACTCTAGAGACTTTTTCACACAAACAAACGACCGATGCAGACACAACGTCCCTGAAGTTTACCTAAAGGACGTGTTGTACTTGAGTGTCTACAAGTCGTTCTGTTGTGCAGTTTTTTTAGTTGTCCTCTATGTTCTATCTTCGACGCTTTAATTAGATAATTGATTGTTTTTG

*************************************************.............((((((.(((((((((..(((((((((.((((((((.(((....))).))))))))...........)))))))))))))).))))))))))...............********************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM609234
CS male
total
RNA 

V138
Male
cold
body

V136
Male
aged
body

V139
Cold_female_body

SRR298711
strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR014269
Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

V086
female
body,
aged

SRR031701
Total small
RNAs from
r2d2
heterozygous
flies

GSM399106
female
body #2

GSM609240
IR+ 2-
18hr

SRR014268
Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014278
Ovary_rep1_w1118(fem)_x_Har(male)_F1

V093
loqs-KO,
40A;
loqs-PB
rescue/TM3
male

total RNA
V141
Heat_female_body

SRR014271
Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR298712
strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM609239
IR- 2-
18hr

SRR014272
Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

V006
r2d2
female:
possibly
heterozygous

SRR031692
Total
small
RNAs
from
Oregon R

SRR014270
Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR031703
Total
small
RNAs from
r2d2
homozygous
flies

V142
Oxidation_female_body

GSM399110
KC-48 #2

GSM360257
1st
instar #2

GSM280084
loqs-/-
ovaries
(18-
29nt)

V140
Dessication_female_body

V015
DreRFHV148h

V137
Male
aged
head

GSM360256
1st
instar #1

V079
Oxidation,
female
head

SRR029633
total
small
RNAs from
hen1
homozygous
flies

SRR029608
total small
RNAs from
hen1
heterozygous
flies

V077
cold,
female
head

GSM609244
KC+48 #2

GSM360260
0-1d
Pupae
(w)

GSM322219
2-4day
pupae #1

GSM360262
0-2d
pupae

GSM286603
female
body

GSM609243
KC+48 #1

GSM399107
male
body #2

V012
Dcr2 male
(Katsutomo,
whole fly?
)

SRR298536
strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR001347
ago2_untreated

GSM272653
KC -48
#1

SRR060644
A2_ovaries_total

GSM628272
ago2[414]
ovary
total
RNA

V092
dcr-
2[G31R]
male
total
RNA 

SRR001339
WT_females_non-
beta-
eliminated

GSM322245
3rd
instar #1

GSM609238
embryo
14-24hr

GSM286604
0-1h #3
(7)

SRR001349
heterozygous_dcr-
2_untreated

SRR298537
strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

GSM379055
Flam
Mutant

V078
Desiccation,
female head

GSM609237

ago2[414]
ovary
total
RNA

V0652
dcr2
ovary,
AGO1-
IP,
reseq
AGO1

GSM609251
aged
female
head

V0662
r2d2
ovary,
AGO1-
IP,
reseq
AGO1

GSM609222
ML-
DmBG1-C1

SRR317110
genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM609247
heat
female
head

GSM379059
Piwi
Mutant

SRX247213

FLAG-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO2

SRR060643
A2_testes_total

SRR317115
genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V073
mbn2

SRR031702
2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V0632
wt
ovary
AGO1-
IP,
reseq
AGO1

GSM364902
12-24hr
embryo

SRR341118
transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM379054
Flam
Heterozygote

GSM399105
disk #2

SRR031697
Total small
RNAs from
dcr-2
heterozygous
flies

GSM379052
Aub
Heterozygote

SRR001664
homozygous_dcr-
2_untreated

SRR060646
yw67c23(2)_ovaries_total

GSM609224
female,
one day

GSM286602
male
body

V091
fGS/OSS
total

SRR065802
Piwi-
IP_zuc_mut_ovaries

GSM286611
6-10h #2
(11)

V096
loqsKO/f00791
ovary

GSM379061
Squ
Heterozygote

GSM272651
S2-
48,+48,
KC-48,
+48 mix

GSM609236
dcr-
2[L811fsX],
ovary,
AGO1IP
AGO1

SRR060650
A1_testes_total

SRR031704
2'-O-
methylated
small
RNAs from
r2d2
homozygous
flies

SRR317114
genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM609232
r2d2[1]
ovary
total
RNA ¬†

SRR065801
zuc_het(H-
Y)_ovaries

V003
dsDcr-1
(katsutomo
RNA)

SRR032152
Ago1-
associated
small
RNAs from
Oregon R
AGO1

SRR001348
ago2_oxidized

GSM322533
female
head #1

GSM609227
CMEW1
Cl.8+
cell

SRR031699
Total
small
RNAs from
dcr-2
homozygous
flies

SRR341117
transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM379065
Zuc
Heterozygote

SRR014279
Ovary_rep1_w1118(fem)_x_wK(male)_F1

S6
0-
1,2-
6,6-
10h
embryo

SRR065800
zuc_H-
Y_ovaries

SRR001341
WT_males_non-
beta-
eliminated

GSM379056
Krimp
Heterozygote

V0642
ago2
ovary,
AGO1-
IP,
reseq
AGO1

GSM628271
r2d2[1]
ovary
total
RNA ¬†

SRR351333
age: 2-
3dgender:
male:female
=
1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM379057
Krimp
Mutant

GSM322208
3rd
instar #2

SRR341115
transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM379064
Vasa
Mutant

GSM275691
imaginal
disc

V126
CME
L1

GSM609229
embryo 2-
6hr

GSM371638
S2-NP

V074
S3

V080
Starvation,
female
head

GSM180329
adult
bodies
(female
bodies,
male
bodies)

GSM180334
larvae:
1st
instar
and 3rd
instars

SRR060653
hs-Penelope_
ovaries_total

SRR065804
Piwi-
IP_zuc_H-
Y_ovaries

V128
S3

V148
mbn2

GSE24544
dcr-
2[L811fsX]
ovary
total RNA

GSM280085
WT testes
(18-
24nt)

GSM379050
Armi
Heterozygote

SRR317111
genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old
flies

GSM379060
SpnE
Heterozygote

SRR014277
Ovary_rep1_NA_P

GSM240749
female
head

V008
S2-
DRSC

GSM286605
2-6h #1
(8)

GSM609223
male,
one day

GSM180333
late
embryo
(12-24)

GSM379051
Armi
Mutant

GSM609241
s2+48 #1

SRR014275
Ovary_rep1_LK_P

SRR060652
hs-
Penelope_testes_total

GSM609225
ML-
DmBG3-C2

SRR065805
Piwi-
IP_zuc_het(H-
Y)_ovaries

GSM286607
6-10h #1
(10)

SRR029029
dcr-1
knockdown

GSM609217
MLDmD20c5

GSM322338
2-4day
pupae#2

SRR014281
Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM379058
Piwi
Heterozygote

SRR029031
loqs-ORF
knockdown

V014
DTT
8h

V144
OSC

GSM180335
imaginal
discs

GSM280082
WT
ovaries
(18-
29nt)

GSM379066
Zuc
Mutant

GSM286606
2-6h #2
(9)

GSM286613
0-1hr #1
(A)

SRR001337
WT_females_beta-
eliminated

SRR014273
Ovary_rep1_Har_P

SRR065152
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
piwi
ovaries

GSM609235
CMEL1

SRR341116
transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM280083
dcr-2-/-
ovaries
(18-
29nt)

SRR023407
RNA
bound by
NLS-P19
protein
AGO2

V134
ML-
DmD8

GSM609230
CS,ovary,AGO1IP
AGO1

V145
S2-
DRSC

GSM399101
kc167
cell

SRR097865
Drosophila
S2-NP
cells

GSM343833
S2R+
cell

SRR010953
Aub
heterozygotes,
oxidized

SRR060647
A2_ovaries_FLAG-
Ago2
AGO2

GSM609242
s2+48 #2

GSM609231
ago2[414],
ovary,
AGO1IP
AGO1

SRR010954
Aub trans-
heterozygotes,
oxidized

SRR014276
Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014282
Ovary_rep1_wK_P

SRR317113
genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

V022
ML-
DmD32
cell

V023
Dcr2
female
head

SRX247212

AGO1-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO1

GSE24545
CS
ovary
total
RNA

GSM379062
Squ
Mutant

SRR001338
IR_non-
beta-
eliminated

V129
ML-
DmBG1-
c1

SRR032093
ago1
knockdown

V038
Felix
sample
S2
only

SRR031696
Ago1-
associated
small
RNAs from
Oregon R
AGO1

GSM609218
Sg4

GSM609219
GM2 cell

V032
S1
cell

.....................................................................................................................TACTTGAGTGTCTACAAGTCG........................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................AGTCGTTCTGTTGTGCAGTTT........................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AACGACCGATGCAGACACAACGT............................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................TTCGACGCTTTAATTAGATAA............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................TGTTGTGCAGTTTTTTTAGTT................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........ATAGGTTACCTACGAGGTATA........................................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..GTAAGGATAGGTTACCTACGA.............................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................TGACACAACGTCCCTGAAGTTT................................................................................................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Type Alignment

dm3 chr3R:6217165-6217355 + dme_164 confident A--TCC----AATGGA--TGCT----------------C------------CATA-----------TCTGGAGTAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGGACT----------------TC--------------AAA-----------TGGATTT-CCTGCACAAC-----------------------A--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAG-ATACAAG-ATAGAAGCTGCGAAATTAATCTA----------------------------------------------------------------------------------------------TT
droSim2 3r:14862061-14862249 - dsi_32453 confident A--TCC----AATGGA--CGC------------------------------CATA-----------TCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGTAGGGACT----------------CC--------------AAA-----------TGGATTT-CCTGCACAAC-----------------------A--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAG-ATACAAG-ATATAAGCTGCTAAATTGAACTA----------------------------------------------------------------------------------------------CA
droSec2 scaffold_0:15728105-

15728293 -
dse_143 confident A--TCC----AATGGA--CGC------------------------------CATA-----------TCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGCAGGGACT----------------CC--------------AAA-----------TGGATTT-CCTGCACAAC-----------------------A--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAACAATCAACAGGAG-ATACAAG-ATATAAGCTGCTAAATTGAACTA----------------------------------------------------------------------------------------------CA

droYak3 3R:10242931-10243122 + dya_1789 candidate-
rescued

CCATCC---CAATGGA--CGC------------------------------CATA-----------TCTGGACCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGGATT----------------CC--------------AAA-----------TGGAATT-CCTGCACAAC-----------------------A--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAG-ATTCAAG-ATTGGAGCTGCTGAAGTGATCTA----------------------------------------------------------------------------------------------CC

droEre2 scaffold_4770:15403094-
15403285 -

der_1515 confident A--TCC---CATTGGA--CGCC----------------A------------TGGA-----------TCTGGAGCCGCACGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACTTCTGTGTTGCAGGGGTT----------------CC--------------AAA-----------TGGATTT-CCTGCACAAC-----------------------A--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAATATCAACAGGAG-ATTCAAG-ATTGGAGCTGCTAAAGCAATTTA----------------------------------------------------------------------------------------------TA

droEug1 scf7180000409692:688213-
688396 +

AA-ACC----AATGGA--AAG------------------------------TCTA-----------TCTGGAGCAGCATGAGATCTATGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGGATC----------------CG--------------GAA-----------TGGATTT-CCTG-----------------------TAGATTTG-GCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGAA-ATGGAAG-AAACC-ACTGCCAA------CTG----------------------------------------------------------------------------------------------CT

droBia1 scf7180000302402:8304871-
8305041 +

A--T---------GGAAACGC-------------------------------CTA-----------TCTGGAGCAGCAAGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACGGGCAAC----------------CC--------------AAA-----------GGGCTTT-CTCG-----------------------TAGAATT--GCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGAG-ATGCCAGGAT--TAGC-------------TC----------------------------------------------------------------------------------------------CG

droTak1 scf7180000415380:1425449-
1425620 -

A--T---------GGA--AAC------------------------------TTTA-----------TCTGAAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGGATC----------------CG--------------AAA-----------TGGATTT-CCTG-----------------------TAGACTTG-GCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAG-ATGCAAGGAT--TAGCAGTG----------------------------------------------------------------------------------------------------------G

droEle1 scf7180000490995:524316-
524579 -

G--CCC----AATGGA--AAC------------------------------TTCA-----------CCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGAATC----------------CG--------------AAA-----------TGGATTT-CCTG-----------------------TAGGCTAC-ACAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAGGA----------T--TGTCTACGGAATTGGTTCAAAAACAACAAAGTA----------AAAGAATACCTTAACTTTAATTCTTTTTGTTTCTCTCTTGATTAATTTAAAGTCCTTTTAAACTTATTTCAT

droRho1 scf7180000777158:35324-
35492 -

A--CCC----AATGGA--AAC------------------------------TCTA-----------CCTG-----------GATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGAATC----------------CG--------------AAA-----------TGGATTT-CCTG-----------------------TAGGCTTA-CCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAGGA------------GGATCTACGAAGATTATATA----------------------------------------------------------------------------------------------GA

droFic1 scf7180000453800:2293600-
2293789 +

A--CGC----AATGGAA-AAC------------------------------TTTA-----------TCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGGATC----------------CA--------------AAT-----------TGGATTT-CCTG-----------------------TGGGCTTA-GCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAATACAACAGGAG-ATGCCAAGAT--AAGCTGCGAAAATTGTTAA----------------------------------------------------------------------------------------------AA

droKik1 scf7180000302475:1404915-
1405119 +

A--TTC----AATGGA--AAC------------------------------TCAAAATGATCAACTACTGCACCGGCCTGAGAACTCTGAG-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGGATC----------------CA--------------TAA-----------AGGACTC-CATG-----------------------TAGGCTTA-GCAACTCACAGATGTTCAGCAAGACAACACGTCTAAATAATCAACAAGGATTTGCAAG-AG-TAACCAAGAAAACTGCAGTG---------------------------GAAA---------------------------------------------------------------TT

droAna3 scaffold_13340:938944-
939143 +

dan_4036 confident A--TCT-------GGA--T---------CTGGAA----C------------TGAA-----------TCTGGAGCAGCATGAGAACTCTGAG-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGGAG-----------GTCCT-CT--------------TCG-----------GGGCTTC-CCTG-----------------------TAGGCTTA-GCAAATCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAGGAC-AA--------------------------CTA-CTACATCAAAGTGATTCCAATTCAAACAA----------------------------------------------------------------TG

droBip1 scf7180000394085:58639-
58800 -

G--AG-------AAGA--CACC----------------C------------AGGA-----------CCTGGATCTGCATGAGAACTCTGAGAAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACAAGGAG-----------GTCCTCCC--------------AAG-----------GGGCCTT-CCTG-----------------------TAGGCTT--GCAACTCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAAGAG--------------------------------------------------------------------------------------------------------------------------------

dp5 2:7251440-7251661 - dps_3824 confident G--TGC---------G-----------------T---------------------------------GT-GTCTTACCAAAGAACTCTGAT-AAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGAT------------GCCCT-----------------TTATGGACTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGCTAA-TCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAGTAAATGTATC-TAATAAACTGCCAGTATGATATA--------------------------------TC------------------------------------------------------TTTCTCCA
droPer2 scaffold_0:1112036-1112263

-
dpe_2478 candidate G--TGC---------G-----T------GTGCGT---------------------------------GT-GTCTTACCAAAGAACTCTGAT-AAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGAT------------GCCCT-----------------TTATGGATTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGCTAA-TCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAGTAAATGTATC-TAATAAACTGCCAGTATGATATA--------------------------------TC------------------------------------------------------TTTCTCCA

droWil2 scf2_1100000004902:91374-
91553 -

dwi_5413 candidate-
rescued

A--TTA----ATTAAA--GTGT------GTGCAA---------------------------------GT-GAACTCTAAGAGAACTCTAAG-AAAGTGTGTTTGTTTGCTGGTCTACGTTTGTGTTACATGAT-TCAAT------GTTTT-CT----------------AT----------TGG-C------------------------ATCGTGTAGGCTTAATTAATTCACAAATGTTCAGCAAGACAACACGTCAGAGTAAACAACAAGA---TACAAA-A-----------------AACAA----------------------------------------------------------------------------------------------AA

droVir3 scaffold_13047:936634-
936816 -

dvi_24633 candidate-
rescued

A--TGT----AATAAG--TGC---------------CTC------------TCGA-----------TAATACCGTGCGACAGAATTCTGAG-AAAGTGTGTTTGTTTGCTGA-CTACGTTTGTGTTACATGGC-GAAGTCTCGACGGCTG-CT--------------GCA-----------G------------------------ACTCGTCATGTAGATTAA-G-TACGCCCAAATGTTCAGCAAGACAACACGTCGAAGCAAGCCGCAAATG-ATCGAGG-AT---------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6540:4939456-
4939637 -

G--ATTTGTGAT-TTG--TGATCTGCATTTCAGTGGCTATCGATGAGAGACT--------------------GCAACGAGACAAATCTAAG-AAAGTGTGTTTGTTTGCTGG-CCACGTTTGTGTTACATGAT-GAAATCCTGTCAGCTG-TT--------------GCA-----------A------------------------GTTCGTCATGTAGATTAA-GCAACGCACAAATGTTCAGCAAGACAACACGTCAAA----------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_14906:5355647-
5355835 +

dgr_460 candidate G--TG-----AT-TGG--TGC----------------------------------------------CTCTCGCACGAAGAGAAGTCTGAG-AAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATTTC-GAACTAACGCCAGCAG-CTGCTGCTGCTGCTCCTGCT-----GCGGGTGC----------------------GTTCGTCATGTAGGTTAA-GCAACACACAAATGTTCAGCAAGACAACACGTCAAAGCAAGCCGCAATCG-AT-----------------------------------------------------------------------------------------------------------------------------
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dme_164
Species Read alignment
dm3 ATCTCTGAAAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCA-----------------------GGGACTTCAAATGGATTT-CCTGCACAAC-------------------------ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACA 

.............((((((.(((((((((-..(((((((((.((((-----------------------((((.(((....))).))-))))))....-------------------------.......)))))))))))))).))))))))))............... Size Hits Total Norm Total Norm RPM

...............TGTTTGTTTGCTGG-CTACGTCT.................................................................................................................................... 22 1 49.00 0.10

...............TGTTTGTTTGCTGG-CTACGTCTG................................................................................................................................... 23 1 40.00 0.13

...............TGTTTGTTTGCTGG-CTACGTCTGTG................................................................................................................................. 25 1 18.00 0.08

...............TGTTTGTTTGCTGG-CTACGTCTGT.................................................................................................................................. 24 1 18.00 0.08

...............TGTTTGTTTGCTGG-CTACGTC..................................................................................................................................... 21 1 14.00 0.07

...............TGTTTGTTTGCTGG-CTACGT...................................................................................................................................... 20 1 11.00 0.10

.....................................................................................................................................AGATGTTCAGCAAGACAACACG............... 22 1 10.00 0.11

...............TGTTTGTTTGCTGG-CTACGTCTGTGT................................................................................................................................ 26 1 5.00 0.07

...............TGTTTGTTTGCTGG-CTACGTCTT................................................................................................................................... 23 1 3.00 0.17

......................................................................................................................................GATGTTCAGCAAGACAACACG............... 21 1 3.00 0.21

......................................................................................................................................GATGTTCAGCAAGACAACACGT.............. 22 1 3.00 0.05

....................................................................................................................................CAGATGTTCAGCAAGACAACACG............... 23 1 3.00 0.08

...............TGTTTGTTTGCTGG-CTACGTCA.................................................................................................................................... 22 1 2.00 0.08

.........AAAGTGTGTTTGTTTGCTGG-C........................................................................................................................................... 21 1 2.00 0.31

.........................................................................CTTCAAATGGATTT-CCTGCA............................................................................ 20 1 1.00 0.57

.................TTTGTTTGCTGG-CTACGTCT.................................................................................................................................... 20 1 1.00 0.28

...............................TACGTCTGTGTTGCA-----------------------GGGACTTC............................................................................................. 23 1 1.00 0.08

........................................................................................................................................TGTTCAGCAAGACAACACGT.............. 20 1 1.00 0.28

.............................................................................................ACAAC-------------------------ATGAACTCACAGATGTTCAGC.......................... 26 1 1.00 0.27

..........................TGG-CTACGTCTGTGTTGCA-----------------------GGGACT............................................................................................... 25 1 1.00 0.08

.................TTTGTTTGCTGG-CTACGTCTGTGTTGCA-----------------------..................................................................................................... 28 1 1.00 0.05

.......................................................................................................................................ATGTTCAGCAAGACAACACGT.............. 21 1 1.00 0.08

...........................GG-CTACGTCTGTGTTGCA-----------------------GG................................................................................................... 20 1 1.00 0.87

.................TTTGTTTGCTGG-CTACGTCTG................................................................................................................................... 21 1 1.00 0.27

................GTTTGTTTGCTGG-CTACGTCTG................................................................................................................................... 22 1 1.00 0.04

....................................................................................................................................CAGATGTTCAGCAAGACAACACT............... 23 1 1.00 0.28

.....................................................................................................................................AGATGTTCAGCAAGACAACACT............... 22 1 1.00 0.23

...........................................................................TCAAATGGATTT-CCTGCACAAC-------------------------ATGAACT........................................ 29 1 1.00 0.04

............................G-CTACGTCTGTGTTGCA-----------------------GGGA................................................................................................. 21 1 1.00 0.07

..........................TGG-CTACGTCTGTGTTGCA-----------------------GG................................................................................................... 21 1 1.00 0.05

..........................................................................................TGCACAAC-------------------------ATGAACTCACAGATGT............................... 24 1 1.00 0.10

...............TGTTTGTTTGCTGG-CTACG....................................................................................................................................... 19 1 1.00 0.25

.....................................TGTGTTGCA-----------------------GGGACTTCAAA.......................................................................................... 20 1 1.00 0.04

.....................................................................................................................................AGATGTTCAGCAAGACAACACGT.............. 23 1 1.00 0.04

.TCTCTGAAAAAGTGTGTTTGTTTGC................................................................................................................................................ 25 1 1.00 0.05

...........................GG-CTACGTCTGTGTTGCA-----------------------GGG.................................................................................................. 21 1 1.00 0.29

..........................................TGCA-----------------------GGGACTTCAAATGGATT.................................................................................... 21 1 1.00 0.05

.................................................................................................................................TCACAGATGTTCAGCAAGACAACT................. 24 1 1.00 0.04

..........................TGG-CTACGTCTGTGTTGCA-----------------------GGG.................................................................................................. 22 1 1.00 0.05

..........................................................................TTCAAATGGATTT-CCTGCACAAC-------------------------ATG............................................ 26 1 1.00 0.04

..........................TGG-CTACGTCTGTGTTGC............................................................................................................................. 18 1 1.00 0.35

...............................................................................ATGGATTT-CCTGCACAAC-------------------------ATGAACTCA...................................... 27 1 1.00 0.41

......................................................................................................................................GATGTTCAGCAAGACAACAC................ 20 1 1.00 2.52

..........................................................................TTCAAATGGATTT-CCTGC............................................................................. 18 1 1.00 0.28

......................................GTGTTGCA-----------------------GGGACTTCAAATGGATT.................................................................................... 25 1 1.00 0.04

..........................................................................TTCAAATGGATTT-CCTGCACA.......................................................................... 21 1 1.00 0.25

....................................................................................................................................CAGATGTTCAGCAAGACAACA................. 21 1 1.00 0.04

............GTGTGTTTGTTTGCTGG-CT.......................................................................................................................................... 19 1 1.00 0.04

................GTTTGTTTGCTGG-CTACGTCTGTGT................................................................................................................................ 25 1 1.00 0.04

......................TTGCTGG-CTACGTCTGTGTTGCA-----------------------GG................................................................................................... 25 1 1.00 0.05

...............TGTTTGTTTGCTGG-CTACGTCTGTAA................................................................................................................................ 26 1 1.00 0.04

................GTTTGTTTGCTGG-CTACGTCT.................................................................................................................................... 21 1 1.00 0.19

...............TGTTTGTTTGCTGG-CTACGG...................................................................................................................................... 20 1 1.00 0.14

............................................................................................................................TGAACTCACAGATGTTCAGC.......................... 20 1 1.00 0.25

.................................................................................................................................TCACAGATGTTCAGCAAGCGG.................... 21 20 0.05 0.00
Total 221.05 0.24

droSim2 ATCTCTGAAAAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGTA-----------------------GGGACTCCAAATGGATTT-CCTGCACAAC-------------------------ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACA 
.............((((((.(((((((((-..(((((((((.((((-----------------------((((.(((....))).))-))))))....-------------------------.......)))))))))))))).))))))))))............... Size Hits Total Norm Total Norm RPM

...............TGTTTGTTTGCTGG-CTACATCTG................................................................................................................................... 23 1 21.00 0.17

...............TGTTTGTTTGCTGG-CTACATCT.................................................................................................................................... 22 1 8.00 0.16

...............TGTTTGTTTGCTGG-CTAC........................................................................................................................................ 18 1 5.00 0.07

...............TGTTTGTTTGCTGG-CTACATC..................................................................................................................................... 21 1 4.00 0.07

...............TGTTTGTTTGCTGG-CTACATCTGT.................................................................................................................................. 24 1 3.00 0.05

.....................................................................................................................................AGATGTTCAGCAAGACAACACG............... 22 2 2.00 0.06

...........................................................................................GCACAAC-------------------------ATGAACTCACAGAT................................. 21 2 1.50 0.06

...............TGTTTGTTTGCTGG-CTACATCTGTAAA............................................................................................................................... 27 1 1.00 0.03

...................................TCTGTGTTGTA-----------------------GGGACTCCA............................................................................................ 20 1 1.00 0.05

...........................................GTA-----------------------GGGACTCCAAATGGATTT-.................................................................................. 21 1 1.00 0.05

...............TGTTTGTTTGCTGG-CTACATCTGTG................................................................................................................................. 25 1 1.00 0.03

...............TGTTTGTTTGCTGG-CTACA....................................................................................................................................... 19 1 1.00 0.08

...........................GG-CTACATCTGTGTTGTA-----------------------GGGACT............................................................................................... 24 1 1.00 0.08

...............TGTTTGTTTGCTGG-CTACATCTGTGT................................................................................................................................ 26 1 1.00 0.03

...............TGTTTGTTTGCTGG-CTACATCTGC.................................................................................................................................. 24 1 1.00 0.08

.....................................................................................................................................AGATGTTCAGCAAGACAACAC................ 21 2 0.50 0.03

......................................................................................................................................GATGTTCAGCAAGACAACACGT.............. 22 2 0.50 0.03

...............................................................................................AAC-------------------------ATGAACTCACAGATGTTC............................. 21 2 0.50 0.03

......................................................................................................................................GATGTTCAGCAAGACAACACGTC............. 23 2 0.50 0.03

...........................................................................................GCACAAC-------------------------ATGAACTCACAGATGTTCAGC.......................... 28 2 0.50 0.03
Total 55.00 0.24

droSec2 ATCTCTGAAAAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGCA-----------------------GGGACTCCAAATGGATTT-CCTGCACAAC-------------------------ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAACAATCAACA 
.............((((((.(((((((((-..(((((((((.((((-----------------------((((.(((....))).))-))))))....-------------------------.......)))))))))))))).))))))))))............... Size Hits Total Norm Total Norm RPM

...............TGTTTGTTTGCTGG-CTACATCTG................................................................................................................................... 23 1 9.00 0.13

.....................................................................................................................................AGATGTTCAGCAAGACAACACG............... 22 1 8.00 0.15

...............TGTTTGTTTGCTGG-CTACATCTGT.................................................................................................................................. 24 1 5.00 0.07

...............TGTTTGTTTGCTGG-CTACATCT.................................................................................................................................... 22 1 4.00 0.21

......................................................................................................................................GATGTTCAGCAAGACAACACGT.............. 22 1 3.00 0.10

......................................................................................................................................GATGTTCAGCAAGACAACACGA.............. 22 1 2.00 0.05

......................................................................................................................................GATGTTCAGCAAGACAACACG............... 21 1 2.00 0.06

................GTTTGTTTGCTGG-CTACATCT.................................................................................................................................... 21 1 1.00 0.05

......................................GTGTTGCA-----------------------GGGACTCCAAATGGATT.................................................................................... 25 1 1.00 0.05

...............TGTTTGTTTGCTGG-CTACAT...................................................................................................................................... 20 1 1.00 0.05

...............TGTTTGTTTGCTGG-CTACATCTGTG................................................................................................................................. 25 1 1.00 0.05

......................................................................................................................................GATGTTCAGCAAGACAACACT............... 21 1 1.00 0.06

..........AAGTGTGTTTGTTTGCTGG-CTACG....................................................................................................................................... 24 1 1.00 0.07

............GTGTGTTTGTTTGCTGG-CTAC........................................................................................................................................ 21 1 1.00 0.07

...............TGTTTGTTTGCTGG-CTACATC..................................................................................................................................... 21 1 1.00 0.05

.........................................................................................................................................GTTCAGCAAGACAACACG............... 18 1 1.00 0.07

..CTCTGAAAAAGTGTGTTTGTTTGCTG.............................................................................................................................................. 26 1 1.00 0.05

.....................................................................................................................................AGATGTTCAGCAAGACAACACGT.............. 23 1 1.00 0.07

....................................................................................................................................CAGATGTTCAGCAAGACAACACG............... 23 1 1.00 0.06

.......................................................................................................................................ATGTTCAGCAAGACAACACGT.............. 21 1 1.00 0.05
Total 46.00 0.66

droYak3 ATCTCTGAAAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCA-----------------------GGGATTCCAAATGGAATT-CCTGCACAAC-------------------------ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACA 
.............((((((.(((((((((-..(((((((((.((((-----------------------((((((((....))))))-))))))....-------------------------.......)))))))))))))).))))))))))............... Size Hits Total Norm Total Norm RPM

...............TGTTTGTTTGCTGG-CTACGTCT.................................................................................................................................... 22 1 7.00 0.13

...........................GG-CTACGTCTGTGTTGCA-----------------------GGGAT................................................................................................ 23 1 2.00 0.08

...........................GG-CTACGTCTGTGTTGCA-----------------------GGGA................................................................................................. 22 1 2.00 0.08

...............TGTTTGTTTGCTGG-CTACGTCTG................................................................................................................................... 23 1 2.00 0.07

...............TGTTTGTTTGCTGG-CTACGTCTGT.................................................................................................................................. 24 1 2.00 0.07

.....................................................................................TT-CCTGCACAAC-------------------------ATGAACTCACAGATG................................ 27 1 1.00 0.04

...........................GG-CTACGTCTGTGTTGCA-----------------------GGGATT............................................................................................... 24 1 1.00 0.04

...............................TACGTCTGTGTTGCA-----------------------GGGA................................................................................................. 19 1 1.00 0.04

............................G-CTACGTCTGTGTTGCA-----------------------GGGA................................................................................................. 21 1 1.00 0.04

..CTCTGAAAAAGTGTGTTTGTTTGCT............................................................................................................................................... 25 1 1.00 0.05

....CTGAAAAAGTGTGTTTGTTTGCT............................................................................................................................................... 23 1 1.00 0.05

......................................................................................................................................GATGTTCAGCAAGACAACACG............... 21 1 1.00 0.04

...............TGTTTGTTTGCTGG-CTACGTC..................................................................................................................................... 21 1 1.00 0.17

....................GTTTGCTGG-CTACGTCTGTGTTGCA-----------------------GGGA................................................................................................. 29 1 1.00 0.04

...........................GG-CTACGTCTGTGTTGCA-----------------------GGGATTC.............................................................................................. 25 1 1.00 0.04

.................................CGTCTGTGTTGCA-----------------------GGGATTCCAAATGGA...................................................................................... 28 1 1.00 0.04

...........................................................................CCAAATGGAATT-CCTGCACAA......................................................................... 21 1 1.00 0.05

..CTCTGAAAAAGTGTGTTTGT.................................................................................................................................................... 20 1 1.00 0.04

.....................................TGTGTTGCA-----------------------GGGATTCCAAATGGA...................................................................................... 24 1 1.00 0.04

.........................................................................TTCCAAATGGAATT-CCTGCACAA......................................................................... 23 1 1.00 0.05

...........................................................................................GCACAAC-------------------------ATGAACTCACAGATG................................ 22 1 1.00 0.04

..........................TGG-CTACGTCTGTGTTGCA-----------------------GGGA................................................................................................. 23 1 1.00 0.04
Total 32.00 0.37

droEre2 ATCTCTGAAAAAGTGTGTTTGTTTGCTGG-CTACTTCTGTGTTGCA-----------------------GGGGTTCCAAATGGATTT-CCTGCACAAC-------------------------ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAATATCAACA 
.............((((((.(((((((((-..((.((((((.((((-----------------------((((.(((....))).))-))))))....-------------------------.......)))))).))))))).))))))))))............... Size Hits Total Norm Total Norm RPM

......................................................................................................................................GATGTTCAGCAAGACAACACGT.............. 22 1 16.00 0.19

...............TGTTTGTTTGCTGG-CTACTTCTG................................................................................................................................... 23 1 4.00 0.07

......................................................................................................................................GATGTTCAGCAAGACAACACGTT............. 23 1 3.00 0.05

.....................................................................................................................................AGATGTTCAGCAAGACAACACG............... 22 1 3.00 0.07

......................................................................................................................................GATGTTCAGCAAGACAACACG............... 21 1 2.00 0.05

...............TGTTTGTTTGCTGG-CTACTTCTGTG................................................................................................................................. 25 1 2.00 0.05

...............TGTTTGTTTGCTGG-CTACTTCTGT.................................................................................................................................. 24 1 1.00 0.05

...........................GG-CTACTTCTGTGTTGCA-----------------------GGG.................................................................................................. 21 1 1.00 0.05

.................................................................................................................................TCACAGATGTTCAGCAAGACAACACG............... 26 1 1.00 0.03

..CTCTGAAAAAGTGTGTTTGTTTGCT............................................................................................................................................... 25 1 1.00 0.05

.....................................................................................................................................AGATGTTCAGCAAGACAACACGT.............. 23 1 1.00 0.05

...........................GG-CTACTTCTGTGTTGCA-----------------------GGGG................................................................................................. 22 1 1.00 0.33

.............................................................................................................................................AGCAAGACAACACGTCAAAAATAT..... 24 1 1.00 0.08

...............TGTTTGTTTGCTGG-CTACTTCT.................................................................................................................................... 22 1 1.00 0.05
ATCTCTGAAAAAGTGTGTTTGTTTGCT............................................................................................................................................... 27 1 1.00 0.05
...........................................................................CCAAATGGATTT-CCTGCACAAC-------------------------A.............................................. 23 1 1.00 0.08
Total 40.00 0.40

droAna3 AACTCTGAGAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGGA----------GGTC---------CTCTTCGGGGCTTC-CC-----------------------TGTAGG-CTTAGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCA 
..((.(((.....((((((.(((((((((-..((((((((((((((.(((----------((((---------((....))))))))-).-----------------------))))).-..........)))))))))))))).))))))))))))).))......... Size Hits Total Norm Total Norm RPM

...............TGTTTGTTTGCTGG-CTACGTCTG................................................................................................................................... 23 1 378.00 5.39

...............TGTTTGTTTGCTGG-CTACGTCT.................................................................................................................................... 22 1 76.00 1.08

...............TGTTTGTTTGCTGG-CTACGTC..................................................................................................................................... 21 1 39.00 0.56

...............TGTTTGTTTGCTGG-CTACG....................................................................................................................................... 19 1 39.00 0.56

................GTTTGTTTGCTGG-CTACGTCTG................................................................................................................................... 22 1 13.00 0.27

...............TGTTTGTTTGCTGG-CTACGT...................................................................................................................................... 20 1 9.00 0.19

...............TGTTTGTTTGCTGG-CTACGTCTGT.................................................................................................................................. 24 1 9.00 0.13

................GTTTGTTTGCTGG-CTACGTCT.................................................................................................................................... 21 1 5.00 0.10

...............TGTTTGTTTGCTGG-CTACGTCTGTG................................................................................................................................. 25 1 4.00 0.06

...............TGTTTGTTTGCTGG-CTACGTCTT................................................................................................................................... 23 1 4.00 0.08

.................TTTGTTTGCTGG-CTACGTCTG................................................................................................................................... 21 1 4.00 0.13

......................................................................................................................................GATGTTCAGCAAGACAACACG............... 21 1 3.00 0.06

...............TGTTTGTTTGCTGG-CTACGTT..................................................................................................................................... 21 1 2.00 0.04

...............TGTTTGTTTGCTGG-CTACGTCTGTT................................................................................................................................. 25 1 2.00 0.06

................GTTTGTTTGCTGG-CTACGTCTGT.................................................................................................................................. 23 1 2.00 0.06

............................................................GGTC---------CTCTTCGGGGCTTC-CC-----------------------T........................................................ 21 1 1.00 0.04

................GTTTGTTTGCTGG-CTACGTC..................................................................................................................................... 20 1 1.00 0.03

...........................GG-CTACGTCTGTGTTACATGGA----------.............................................................................................................. 22 1 1.00 0.04

......................................................................................................................................GATGTTCAGCAAGACAACACGTCAAAGC........ 28 1 1.00 0.04

...............TGTTTGTTTGCTGG-CTACGTCTGC.................................................................................................................................. 24 1 1.00 0.03

................GTTTGTTTGCTGG-CTACG....................................................................................................................................... 18 1 1.00 0.03

.......................................................................................................................................ATGTTCAGCAAGACAACACG............... 20 1 1.00 0.04

...............TGTTTGTTTGCTGG-CTACGTCTC................................................................................................................................... 23 1 1.00 0.03

................GTTTGTTTGCTGG-CTACGTCA.................................................................................................................................... 21 1 1.00 0.06

....CTGAGAAAGTGTGTTTGTTTGC................................................................................................................................................ 22 1 1.00 0.40

........................GCTGG-CTACGTCTGTGTTACATGGA----------.............................................................................................................. 25 1 1.00 0.03

............................G-CTACGTCTGTGTTACATGGA----------.............................................................................................................. 21 1 1.00 0.03

....................................................................................................................AGG-CTTAGCAAATCACAGATGTTCA............................ 25 1 1.00 0.06

...............................TACGTCTGTGTTACATGGA----------.............................................................................................................. 19 1 1.00 0.40

............................................................GGTC---------CTCTTCGGGGCTTC-CC-----------------------TGT...................................................... 23 1 1.00 0.04

...................TGTTTGCTGG-CTACGTCTG................................................................................................................................... 19 1 1.00 0.03
Total 605.00 6.19

dp5 AACTCTGATAAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGAT-----------GCCCTTTATGGACTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGG-CTAATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACA 
..((.((((.....(((((.(((((((((-..((((((((((((((((((-----------(((((((.((((.......(((((......))))))))))))))))..))))))))).-..........)))))))))))))).))))))))))))).))......... Size Hits Total Norm Total Norm RPM

...............TGTTTGTTTGCTGG-CTACGTTTG................................................................................................................................... 23 1 10.00 0.13

...............TGTTTGTTTGCTGG-CTACGTTT.................................................................................................................................... 22 1 8.00 0.12

...............TGTTTGTTTGCTGG-CTACGTT..................................................................................................................................... 21 1 7.00 0.10

.....................................................................................................................................AAATGTTCAGCAAGACAACACG............... 22 1 6.00 0.08

...............TGTTTGTTTGCTGG-CTACGTTTGTG................................................................................................................................. 25 1 6.00 0.07

...............TGTTTGTTTGCTGG-CTACGT...................................................................................................................................... 20 1 6.00 0.08

......................................................................................................................................AATGTTCAGCAAGACAACACG............... 21 1 5.00 0.07

...............TGTTTGTTTGCTGG-CTACG....................................................................................................................................... 19 1 4.00 0.06

......................................................................................................................................AATGTTCAGCAAGACAACACGT.............. 22 1 3.00 0.04

.....................................TGTGTTACATGAT-----------GCCCTTTATGGAC................................................................................................ 26 1 3.00 0.04

.......................................................................................................................................ATGTTCAGCAAGACAACACG............... 20 1 2.00 0.03

...............TGTTTGTTTGCTGG-CTACGTTTGT.................................................................................................................................. 24 1 2.00 0.03

..................................................................................................CAAAAGGGCCCATCATGTAGG-C................................................. 22 1 1.00 0.23

...TCTGATAAAGTGTGTTTGTTTGCTGG-C........................................................................................................................................... 27 1 1.00 0.02

..........................................TACATGAT-----------GCCCTTTATGGA................................................................................................. 20 1 1.00 0.02

...............................................................................GTGTATCTGTCTATACATCCAAAAGGGC............................................................... 28 1 1.00 0.08

.............................................................GCCCTTTATGGACTCCAAGT......................................................................................... 20 1 1.00 0.08

........TAAAGTGTGTTTGTTTGCTGG-CTACGTT..................................................................................................................................... 28 1 1.00 0.02

..........AAGTGTGTTTGTTTGCTGG-CT.......................................................................................................................................... 21 1 1.00 0.16

.......................TGCTGG-CTACGTTTGTGTTACAT........................................................................................................................... 23 1 1.00 0.09

..................TTGTTTGCTGG-CTACGTT..................................................................................................................................... 18 1 1.00 0.02

.....................................................................................................................................AAATGTTCAGCAAGACAACACGT.............. 23 1 1.00 0.23

................GTTTGTTTGCTGG-CTACGT...................................................................................................................................... 19 1 1.00 0.02

.................................................................................GTATCTGTCTATACATCCAAAAGGGC............................................................... 26 1 1.00 0.02

................GTTTGTTTGCTGG-CTACG....................................................................................................................................... 18 1 1.00 0.02

................GTTTGTTTGCTGG-CTACGTTT.................................................................................................................................... 21 1 1.00 0.02

...............................TACGTTTGTGTTACATGAT-----------GCCCTT....................................................................................................... 25 1 1.00 0.02

...TCTGATAAAGTGTGTTTGTTTG................................................................................................................................................. 22 1 1.00 0.02

.........................................TTACATGAT-----------GCCCTTTATGGA................................................................................................. 21 1 1.00 0.02

......GATAAAGTGTGTTTGTTTGCT............................................................................................................................................... 21 1 1.00 0.02

.....TGATAAAGTGTGTTTGTTTGCTG.............................................................................................................................................. 23 1 1.00 0.02

..........................................TACATGAT-----------GCCCTTTATGGACTCCAAGT......................................................................................... 28 1 1.00 0.02

....................................................................................................................................CAAATGTTCAGCAAGACAACACG............... 23 1 1.00 0.02

..............................................................................................CATCCAAAAGGGCCCATCATGTAGG-CT................................................ 27 1 1.00 0.08

................................................................................................TCCAAAAGGGCCCATCATGTAGG-.................................................. 23 1 1.00 0.02

...........................GG-CTACGTTTGTGTTACATGAG-----------............................................................................................................. 22 1 1.00 0.02
Total 86.00 0.76

droPer2 AACTCTGATAAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGAT-----------GCCCTTTATGGATTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGG-CTAATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACA 
..((.((((.....(((((.(((((((((-..((((((((((((((((((-----------(((((((.(((((.....(((((......)))))))))))))))))..))))))))).-..........)))))))))))))).))))))))))))).))......... Size Hits Total Norm Total Norm RPM

........................................................................ATTCCAAGTGTATCTGTCTATA............................................................................ 22 1 3.00 0.24

.........................................TTACATGAT-----------GCCCTTTATGG.................................................................................................. 20 1 2.00 0.09

...............TGTTTGTTTGCTGG-CTACGTTTGT.................................................................................................................................. 24 1 1.00 0.05

...............TGTTTGTTTGCTGG-CTACGT...................................................................................................................................... 20 1 1.00 0.39

.......................................................................................................................................ATGTTCAGCAAGACAACACG............... 20 1 1.00 0.37

..................................................................................................................GTAGG-CTAATCAACTCACA.................................... 19 1 1.00 0.08

.........AAAGTGTGTTTGTTTGCTGG-CTACGTT..................................................................................................................................... 27 1 1.00 0.04

...................................................................................................................TAGG-CTAATCAACTCACAAATGTTC............................. 25 1 1.00 0.05

...............TGTTTGTTTGCTGG-CTACGTTTG................................................................................................................................... 23 1 1.00 0.05

...TCTGATAAAGTGTGTTTGTTTGCTGG-C........................................................................................................................................... 27 1 1.00 0.05

................GTTTGTTTGCTGG-CTACGTTT.................................................................................................................................... 21 1 1.00 0.05

......................................................................................................................................AATGTTCAGCAAGACAACACGT.............. 22 1 1.00 0.39

..................................................................................................CAAAAGGGCCCATCATGTAGG-CT................................................ 23 1 1.00 0.04

...............TGTTTGTTTGCTGG-CTACGTTTGTG................................................................................................................................. 25 1 1.00 0.04

...............TGTTTGTTTGCTGG-CTACGTT..................................................................................................................................... 21 1 1.00 0.05
Total 18.00 0.30

droWil2 AACTCTAAGAAAGTGTGTTTGTTTGCTGGTCTACGTTTGTGTTACATGATTCAA------TGTT---------TTCTATT------------GG--------------CATCGTGTAGGCTTAATTAATTCACAAATGTTCAGCAAGACAACACGTCAGAGTAAACAACA 
.(((((..((...((((((.(((((((((...((((((((((((((((((((((------((..---------...))))------------))--------------.)))))))))............)))))))))))))).)))))))))))))))))........ Size Hits Total Norm Total Norm RPM

......................................................................................................................................AATGTTCAGCAAGACAACACGT.............. 22 1 4.00 0.07

......................................................................................................................................AATGTTCAGCAAGACAACACG............... 21 1 3.00 0.06

.............................................................GTT---------TTCTATT------------GG--------------CATCGTGT...................................................... 20 1 2.00 0.09

...........................GGTCTACGTTTGTGTTACATG.......................................................................................................................... 21 1 2.00 0.12

....CTAAGAAAGTGTGTTTGTTT.................................................................................................................................................. 20 1 2.00 0.04

.........................CTGGTCTACGTTTGTGTTACATGATTC...................................................................................................................... 27 1 1.00 0.04

.......................................................................................................................................ATGTTCAGCAAGACAACACGTCAGA.......... 25 1 1.00 0.04

....CTAAGAAAGTGTGTTTGTTTGCT............................................................................................................................................... 23 1 1.00 0.04

...............TGTTTGTTTGCTGGTCTACGTT..................................................................................................................................... 22 1 1.00 0.04

............................................CATGATTCAA------TGTT---------TTCA............................................................................................. 18 1 1.00 0.06

....................................................................................................................................CAAATGTTCAGCAAGACA.................... 18 1 1.00 0.04

..............................CTACGTTTGTGTTACATGA......................................................................................................................... 19 1 1.00 0.04

.............................................................GTT---------TTCTATT------------GG--------------CATCGTGTAGGC.................................................. 24 1 1.00 0.06

......................................................................................................................................AATGTTCAGCAAGACAACACGTCAGA.......... 26 1 1.00 0.04

.............................................................GTT---------TTCTATT------------GG--------------CATCGTGTAGGCT................................................. 25 1 1.00 0.04

.....................................................A------TGTT---------TTCTATT------------GG--------------CATCGTGTA..................................................... 23 1 1.00 0.04

........GAAAGTGTGTTTGTTTGCT............................................................................................................................................... 19 1 1.00 0.04

...........................GGTCTACGTTTGTGTTACATGATTCA..................................................................................................................... 26 1 1.00 0.04

...........................................................................CTATT------------GG--------------CATCGTGTAGGC.................................................. 19 1 1.00 0.04

...............TGTTTGTTTGCTGGTCTACGTTTGT.................................................................................................................................. 25 1 1.00 0.04

.....................................................................................................................................AAATGTTCAGCAAGACAACACG............... 22 1 1.00 0.04

............................................................TGTT---------TTCTATT------------GG--------------CATCGTGTAGGC.................................................. 25 1 1.00 0.04
Total 30.00 0.26

droVir3 AATTCTGAGAAAGTGTGTTTGTTTGCTGA-CTACGTTTGTGTTACATGGCGAAGTCTCGACGGC---------TGCTGCA------------------------GACTCGTCATGTAGA-TTAAG-TACGCCCAAATGTTCAGCAAGACAACACGTCGAAGCAAGCCGCA 
............(((.(((((((((((((-..(((((((.((((((((((((.((((.....((---------....)))------------------------)))))))))))))..-.....-...)).))))))))))))))(((.....)))...))))))))). Size Hits Total Norm Total Norm RPM

...............TGTTTGTTTGCTGA-CTACGTT..................................................................................................................................... 21 1 52.00 0.36

...............TGTTTGTTTGCTGA-CTACGTTTGT.................................................................................................................................. 24 1 43.00 0.26

...............TGTTTGTTTGCTGA-CTACGTTT.................................................................................................................................... 22 1 33.00 0.34

...............TGTTTGTTTGCTGA-CTACGTTTG................................................................................................................................... 23 1 28.00 0.33

...............TGTTTGTTTGCTGA-CTACGT...................................................................................................................................... 20 1 22.00 0.34

...............TGTTTGTTTGCTGA-CTACGTTTGTG................................................................................................................................. 25 1 18.00 0.19

...............TGTTTGTTTGCTGA-CTACGTTTGTGT................................................................................................................................ 26 1 10.00 0.18

....................................................................................................................................CAAATGTTCAGCAAGACAACACG............... 23 1 7.00 0.13

.................TTTGTTTGCTGA-CTACGTTTGTG................................................................................................................................. 23 1 5.00 0.10

.........................................................................TGCTGCA------------------------GACTCGTCATGTAGA-TTAAG-............................................ 27 1 5.00 0.19

......................................................................................................................................AATGTTCAGCAAGACAACACG............... 21 1 5.00 0.13

.................TTTGTTTGCTGA-CTACGTTTG................................................................................................................................... 21 1 4.00 0.08

............................................................................TGCA------------------------GACTCGTCATGTAGA-TTAAG-TA.......................................... 26 1 4.00 0.28

...TCTGAGAAAGTGTGTTTGTTTGCTGA-C........................................................................................................................................... 27 1 4.00 0.32

......................................................................................................................................AATGTTCAGCAAGACAACACGT.............. 22 1 2.00 0.11

......................................................................................................................................AATGTTCAGCAAGACAACACGTT............. 23 1 2.00 0.27

.....................................................................................................................................AAATGTTCAGCAAGACAACACG............... 22 1 2.00 0.07

....................................................................................................................................CAAATGTTCAGCAAGACAACACT............... 23 1 2.00 0.13

.................TTTGTTTGCTGA-CTACGTTTGT.................................................................................................................................. 22 1 2.00 0.06

................GTTTGTTTGCTGA-CTACGTTT.................................................................................................................................... 21 1 2.00 0.07

................GTTTGTTTGCTGA-CTACGTTTG................................................................................................................................... 22 1 1.00 0.03

....................................................AGTCTCGACGGC---------TGCTGCA------------------------GACTCGT........................................................... 26 1 1.00 0.09

..TTCTGAGAAAGTGTGTTTGTTTGC................................................................................................................................................ 24 1 1.00 0.24

.....TGAGAAAGTGTGTTTGTTTGCTG.............................................................................................................................................. 23 1 1.00 0.34

................GTTTGTTTGCTGA-CTACGTT..................................................................................................................................... 20 1 1.00 0.03

..........................TGA-CTACGTTTGTGTTACATGGCGAAG.................................................................................................................... 27 1 1.00 0.19

..........................TGA-CTACGTTTGTGTTACATGGCGAAGT................................................................................................................... 28 1 1.00 0.03

........................................................TCGACGGC---------TGCTGCA------------------------GACTCGTCATGT...................................................... 27 1 1.00 0.08

...........................................................................CTGCA------------------------GACTCGTCATGTA..................................................... 18 1 1.00 0.09

.....................................................................................................................GA-TTAAG-TACGCCCAAATGTTCAGC.......................... 25 1 1.00 0.03

................................................................................................................................CGCCCAAATGTTCAGCAAGACAACACG............... 27 1 1.00 0.32

..................................................................................................................GTAGA-TTAAG-TACGCCCAAATG................................ 22 1 1.00 0.03

...............................................................................................................................ACGCCCAAATGTTCAGCAAGACAACA................. 26 1 1.00 0.48

.................................CGTTTGTGTTACATGGCGAAGTCTCGA.............................................................................................................. 27 1 1.00 0.42

................................................................................................................................................AAGACAACACGTCGAAGCAAGCC... 23 1 1.00 0.03

...............TGTTTGTTTGCTGA-CTACG....................................................................................................................................... 19 1 1.00 0.36

............................................................................................................................................CAGCAAGACAACACGTCGAAGCAAGCC... 27 1 1.00 0.03

.................TTTGTTTGCTGA-CTACGTTTGTGT................................................................................................................................ 24 1 1.00 0.41

...............................TACGTTTGTGTTACATGGCGAAGTC.................................................................................................................. 25 1 1.00 0.14

.....................................................................................................................................................AACACGTCGAAGCAAGCCG.. 19 1 1.00 0.42

.......................................................................................................................................ATGTTCAGCAAGACAACACG............... 20 1 1.00 0.26

...............TGTTTGTTTGCTGA-CTACGTTTGTGTTA.............................................................................................................................. 28 1 1.00 0.03

...............TGTTTGTTTGCTGA-CTACGTTTT................................................................................................................................... 23 1 1.00 0.24

...........................GA-CTACGTTTGTGTTACATGGCGAAGT................................................................................................................... 27 1 1.00 0.07

....................................................................................................................AGA-TTAAG-TACGCCCAAATGTT.............................. 22 1 1.00 0.03

....................................................................................................................................CAAATGTTCAGCAAGACAACACGT.............. 24 1 1.00 0.34

...............TGTTTGTTTGCTGA-CTACGTTC.................................................................................................................................... 22 1 1.00 0.39

...............TGTTTGTTTGCTGA-CTACGTTTGTGTT............................................................................................................................... 27 1 1.00 0.11

.........................................TTACATGGCGAAGTCTCGACGGC---------................................................................................................. 23 1 1.00 0.03

..TTCTGAGAAAGTGTGTTTGTTTGCTGA-C........................................................................................................................................... 28 1 1.00 0.11

.....................................TGTGTTACATGGCGAAGT................................................................................................................... 18 1 1.00 0.03

................GTTTGTTTGCTGA-CTACGT...................................................................................................................................... 19 1 1.00 0.03

...............TGTTTGTTTGCTGA-CTACGTTTGTCC................................................................................................................................ 26 1 1.00 0.15

...............TGTTTGTTTGCTGA-CTACGTTTGTCCC............................................................................................................................... 27 1 1.00 0.14

..............................CTACGTTTGTGTTACATGGCGAAGT................................................................................................................... 25 1 1.00 0.03

...........................GA-CTACGTTTGTGTTACATGGC........................................................................................................................ 22 1 1.00 0.29

.......................................................................................................................................ATGTTCAGCAAGACAACACGT.............. 21 1 1.00 0.03

..........................................TACATGGCGAAGTCTCGACGGC---------TGC.............................................................................................. 25 1 1.00 0.11

..............................................................................................................TCATGTAGA-TTAAG-TACGCCCAAATGT............................... 27 1 1.00 0.09

.........................................TTACATGGCGAAGTCTCGACGGC---------TGCT............................................................................................. 27 1 1.00 0.09
Total 292.00 0.82

droMoj3 AAATCTAAGAAAGTGTGTTTGTTTGCTGG-CCACGTTTGTGTTACATGATGAAATCCTGTCAGC-------TGTTGCA--------------------------AGTTCGTCATGTAGA-TTAAGCAACGCACAAATGTTCAGCAAGACAACACGTCAAA----------
.............((((((.(((((((((-..(((((((((((((((((((((....(((....-------....)))--------------------------..)))))))))))..-.........))))))))))))))).)))))))))).....---------- Size Hits Total Norm Total Norm RPM

......................................................................................................................................AATGTTCAGCAAGACAACACG............... 21 1 16.00 0.16

.....................................................................................................................................AAATGTTCAGCAAGACAACACG............... 22 1 15.00 0.20

...............TGTTTGTTTGCTGG-CCACGTT..................................................................................................................................... 21 1 4.00 0.08

...............TGTTTGTTTGCTGG-CCACGTTTGTG................................................................................................................................. 25 1 2.00 0.04

....................................................................................................................................CAAATGTTCAGCAAGACAACACG............... 23 1 2.00 0.03

...............TGTTTGTTTGCTGG-CCACGTTTGT.................................................................................................................................. 24 1 2.00 0.03

.....................TTTGCTGG-CCACGTTTGTGT................................................................................................................................ 20 1 2.00 0.11

...............TGTTTGTTTGCTGG-CCACGTTT.................................................................................................................................... 22 1 2.00 0.04

.....................................................................................................................................AAATGTTCAGCAAGACAACAC................ 21 1 2.00 0.04

......................................................................................................................................AATGTTCAGCAAGACAACACGT.............. 22 1 1.00 0.04

......................................................................................................................................AATGTTCAGCAAGACAACACGTT............. 23 1 1.00 0.36

...............TGTTTGTTTGCTGG-CCACGTTTG................................................................................................................................... 23 1 1.00 0.23

.......................................................................................................................................ATGTTCAGCAAGACAACACG............... 20 1 1.00 0.02

..........................TGG-CCACGTTTGTGTTACATGATG....................................................................................................................... 24 1 1.00 0.05

..............................................................................................................................AACGCACAAATGTTCAGCAAGACAACAC................ 28 1 1.00 0.04

..................................................................................................................GTAGA-TTAAGCAACGCACAAATGTTC............................. 26 1 1.00 0.02

......................................................................................................................................AATGTTCAGCAAGACAACACT............... 21 1 1.00 0.02

................GTTTGTTTGCTGG-CCACGTTTGT.................................................................................................................................. 23 1 1.00 0.23

....CTAAGAAAGTGTGTTTGTT................................................................................................................................................... 19 1 1.00 0.02

..................................................................................................................................CACAAATGTTCAGCAAGACAACACG............... 25 1 1.00 0.04

...........................GG-CCACGTTTGTGTTACATGATGA...................................................................................................................... 24 1 1.00 0.02

..................................GTTTGTGTTACATGATGAA..................................................................................................................... 19 1 1.00 0.02

.....................................................................................................................................AAATGTTCAGCAAGACAACACGT.............. 23 1 1.00 0.05

...............TGTTTGTTTGCTGG-CCACGTTTGTGT................................................................................................................................ 26 1 1.00 0.02

...............TGTTTGTTTGCTGG-CCACGTTC.................................................................................................................................... 22 1 1.00 0.02

.........................................................................................................................................GTTCAGCAAGACAACACG............... 18 1 1.00 0.02
Total 64.00 0.63

droGri2 AAGTCTGAGAAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATTTCGAACTAACGCCAGC-------AGCTGCTGCTGCTGCT-CCTGCTGCGG---GTGCGTTCGTCATGTAGG-TTAAGCAACACACAAATGTTCAGCAAGACAACACGTCAAAGCAAGCCGCA 
..((.((......((((.(((((((((((-..(((((((((((((((..(((((...((((.((-------(((....((....)).-...))))).)---))).)))))..)))))..-.........)))))))))))))))).)))))))))......)).)).... Size Hits Total Norm Total Norm RPM

...............TGTTTGTTTGCTGG-CTACGTTT.................................................................................................................................... 22 1 2.00 0.06

...............TGTTTGTTTGCTGG-CTACGT...................................................................................................................................... 20 1 2.00 0.06

.......................................................................................................GCGTTCGTCATGTAGG-TTAAGC............................................ 22 1 1.00 0.03

................................................................................TGCTGCT-CCTGCTGCGG---GTGCG................................................................ 22 1 1.00 0.04

...............TGTTTGTTTGCTGG-CTACGTTTGTG................................................................................................................................. 25 1 1.00 0.03

....................GTTTGCTGG-CTACGTTTG................................................................................................................................... 18 1 1.00 0.03

....................GTTTGCTGG-CTACGTTTGTG................................................................................................................................. 20 1 1.00 0.03

....................................................................................................................................CAAATGTTCAGCAAGACAACACG............... 23 1 1.00 0.03
Total 10.00 0.17
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flies
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.................................................................TGTTGCACGACGAGACAGTTGC.......................................................................................................................................... 22 0 1 294.00 294 56 23 13 17 1 15 15 9 5 11 10 7 6 8 1 5 0 0 4 0 4 0 0 2 4 3 0 1 3 1 0 1 2 1 0 4 1 0 0 0 2 2 2 0 0 0 0 1 1 1 0 2 3 2 0 2 0 0 0 0 0 0 2 0 0 0 3 2 0 1 3 2 0 1 1 0 0 2 0 2 0 1 0 1 0 1 1 1 0 1 2 2 1 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 1 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TGTTGCACGACGAGACAGTTG........................................................................................................................................... 21 0 1 99.00 99 22 8 13 4 3 1 0 2 9 3 0 1 0 1 0 1 0 0 0 0 0 5 2 0 0 1 0 2 0 0 0 0 0 0 0 0 1 0 1 1 0 1 1 0 0 0 0 2 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TGTTGCACGACGAGACAGTTGCT......................................................................................................................................... 23 0 1 69.00 69 8 4 4 5 0 4 1 3 3 0 4 2 0 1 0 1 0 0 1 0 2 1 0 1 1 0 1 0 2 4 0 0 0 1 0 0 0 0 1 1 1 1 0 0 0 0 0 1 0 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TGTTGCACGACGAGACAGTT............................................................................................................................................ 20 0 1 11.00 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................TCAGCTGTCTCTCGTTGTTTTCG................................................................. 23 0 1 11.00 11 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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...........................................................................................................................................AGCTGTCTCTCGTTGTTTTCGA................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................CAGCTGTCTCTCGTTGTTTTCGATT.............................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................GCACGACGAGACAGTTGC.......................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................TCAGCTGTCTCTCGTTGTTTTCT................................................................. 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................TAAAGTGTCCAGAGTTGTCA...................................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................GTTGCACGACGAGACAGTTGCT......................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................TACTACTCAGCTGTCTCTCGTTGTTTTC.................................................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TACACATAGATATATACATAGATATTTCACAGGTCTCAACAGTTCGCAGTCATTCTAGAGCCCAAACAACGTGCTGCTCTGTCAACGATTTGGGGGCGTTTTATTAGTTTTATGTGGGGGTGTTAGCGTAAATGATGAGTCGACAGAGAGCAACAAAAGCTAAAGCCCTAGAACTGTTGCTGCGGTAGCTTAACTTCTGTAACTGGGTCACTAATCACTATAATT

**************************************************.((((((((((((.(((..((((((.((((((((((..........((............................))..........))))))))))))).)))...))).)))))))))))).**************************************************
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SRR031700
2'-O-
methylated
small
RNAs from
dcr-2
homozygous
flies

GSM609222
ML-
DmBG1-C1

SRX247213

FLAG-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO2

V080
Starvation,
female
head

SRR031698
2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM609225
ML-
DmBG3-C2

GSM609227
CMEW1
Cl.8+
cell

V086
female
body,
aged

SRR031697
Total small
RNAs from
dcr-2
heterozygous
flies

SRR031692
Total
small
RNAs
from
Oregon R

GSM609224
female,
one day

SRR031701
Total small
RNAs from
r2d2
heterozygous
flies

GSM609234
CS male
total
RNA 

V079
Oxidation,
female
head

GSM371638
S2-NP

SRR029032
r2d2
knockdown

GSM609219
GM2 cell

SRR029633
total
small
RNAs from
hen1
homozygous
flies

SRR031702
2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR001349
heterozygous_dcr-
2_untreated

SRR010953
Aub
heterozygotes,
oxidized

V077
cold,
female
head

SRR029028
untreated
(mock)

V015
DreRFHV148h

V093
loqs-KO,
40A;
loqs-PB
rescue/TM3
male

total RNA

V146
S1
cell

V073
mbn2

SRR001664
homozygous_dcr-
2_untreated

V0642
ago2
ovary,
AGO1-
IP,
reseq
AGO1

V074
S3

V003
dsDcr-1
(katsutomo
RNA)

GSM609229
embryo 2-
6hr

SRR001347
ago2_untreated

V144
OSC

SRR351332
age: 2-
3dgender:
male:female
=
1:1tissue:
whole
flygenotype:
control
wild type
(w, 5905)

GSM379052
Aub
Heterozygote

SRR010957
Aub IP in
Ago3 trans-
heterozygotes

SRR065153
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
armi
ovaries

SRR317116
genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM609251
aged
female
head

V030
ML-
DmD8
cell

V032
S1
cell

V034
ML-
DmD16c3
cell

V078
Desiccation,
female head

V148
mbn2

GSM609226
CMEW1
Cl.8+
cell

SRR031703
Total
small
RNAs from
r2d2
homozygous
flies

GSM628271
r2d2[1]
ovary
total
RNA ¬†

GSM609233

r2d2[1],
ovary,
AGO1IP
AGO1

GSM609238
embryo
14-24hr

V091
fGS/OSS
total

V138
Male
cold
body

SRR029608
total small
RNAs from
hen1
heterozygous
flies

SRR010954
Aub trans-
heterozygotes,
oxidized

SRR351333
age: 2-
3dgender:
male:female
=
1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR014275
Ovary_rep1_LK_P

GSM609218
Sg4

V023
Dcr2
female
head

V092
dcr-
2[G31R]
male
total
RNA 

V139
Cold_female_body

V142
Oxidation_female_body

V085
CME
W2
wing
disc

SRR031699
Total
small
RNAs from
dcr-2
homozygous
flies

V0652
dcr2
ovary,
AGO1-
IP,
reseq
AGO1

GSM609231
ago2[414],
ovary,
AGO1IP
AGO1

V0632
wt
ovary
AGO1-
IP,
reseq
AGO1

GSM609217
MLDmD20c5

GSM343832
S2R+
cell

V036
ML-
DmD20c5
cell

SRR031693
2'-O-
methylated
small
RNAs from
Oregon R

V038
Felix
sample
S2
only

GSM286606
2-6h #2
(9)

SRR031704
2'-O-
methylated
small
RNAs from
r2d2
homozygous
flies

V012
Dcr2 male
(Katsutomo,
whole fly?
)

SRR298711
strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM609237

ago2[414]
ovary
total
RNA

GSM609250
ML-DmD32
cell

V136
Male
aged
body

SRR031694
2'-O-
methylated
small
RNAs from
Oregon R

GSM609223
male,
one day

V008
S2-
DRSC

GSM609236
dcr-
2[L811fsX],
ovary,
AGO1IP
AGO1

SRR014274
Ovary_rep1_LK(fem)_x_Har(male)_F1

GSM272652
S2 -48
Biological
Replicate
#1

GSM286605
2-6h #1
(8)

SRR010959
Ago3 IP in
heterozygotes
AGO3

V037
Felix
sample
+mirtrons

GSM280082
WT
ovaries
(18-
29nt)

GSM286611
6-10h #2
(11)

SRR014270
Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR023197
RNA
Library
from S2
control
cells

GSM609220
ML-DmD21
cell

GSM609230
CS,ovary,AGO1IP
AGO1

V0662
r2d2
ovary,
AGO1-
IP,
reseq
AGO1

..................................................................CAACGTGCTGCTCTGTCAACG.......................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................CGTGCTGCTCTGTCAACGATT....................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................TAACTTCTGTAACTGGGT................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................AGCTTAACTTCTGTAACTGGGT................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................GTGCTGCTCTGTCAACGATTT...................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................AAAGTTTTATGTGGGGGTG....................................................................................................... 19 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................CCCTAGAACTGTTGCTGCGGTAGCTT.................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................ATGTTGGGGGCGTTTTATTA....................................................................................................................... 20 3 15 0.07 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Type Alignment

dm3 chr3R:6216925-6217149 + dme_373 confident ATGTGTA----------TCTAT-AT-----A-------TGTAT------------------------CTAT---------------AA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTAAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCC------------------------------------------------------------------------------GCAA---AATAA--TCA--------------AAA--TACACCCCCACAATCGCATTT--ACTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATCG--A-----------------------------------------------------------------------ATTGAAGACATTGACCCAG--------------TGATTA-----GTGATA---------TTAA
droSim2 3r:14862265-14862489 - dsi_32455 candidate ATGTGTA----------TCTAT-AT-----A-------TGTAT------------------------CTAT---------------AA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCC------------------------------------------------------------------------------GCAA---AATAA--TCA--------------AAA--TACACCCCCACAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATCG--A-----------------------------------------------------------------------ATTGAAGACATTGACCCAG--------------TGATTA-----GTTATA---------TTAA
droSec2 scaffold_0:15728309-

15728533 -
dse_1842 candidate-

rescued
ATGTGTA----------TCTAT-AT-----A-------TGTAT------------------------CTAT---------------AA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGATAAACCCCC------------------------------------------------------------------------------GCAA---AATAA--TCA--------------AAA--TACACCCCCACAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATCG--A-----------------------------------------------------------------------ATTGAAGACATTGACCCAG--------------TGATTA-----GTTATA---------TTAA

droYak3 3R:10242680-10242915 + dya_1794 candidate ATGTGTACCCATGTACAAGTAT-AT-----A-------TGTAT------------------------CTAT---------------AA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCC--A---------------------------------------------------------------------------GCAA---AACAA--TCA--------------AAA--TACACCCCCACAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATCG--A-----------------------------------------------------------------------ATTGAAGACATTGACCCAG--------------TGATTA-----GTGATA---------TTAA
droEre2 scaffold_4770:15403301-

15403535 -
der_1519 candidate ATGTGTA----------CCTAT-AT-----ATGTATCTTGTAT------------------------CTAT---------------AA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCGCC-CC---------------------------------------------------------------------------GCAA---AACAA--TTA--------------AAAAATACACCC-CGCAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATCG--A-----------------------------------------------------------------------ATTGAAGACATTGACCCAG--------------TGATTA-----GTGATA---------TTAA

droEug1 scf7180000409692:687963-
688195 +

ATGTGTA----------TCTAT-------------------AT------------------------CTAT---------------CA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAATCCCC-CTTTG-----------------------------------------------------T-----AT---A-------AAAA---AACAA--ACA--------------ATC--TACACC--CACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGAT--ATCA--A-ACTT---------------------------------------------------------------TGATCTGAAGACCCTGACCCAG--------------TGATTA-----GTGATA---------TTTA

droBia1 scf7180000302402:8304620-
8304856 +

ATGTGTG--------------T-AT-----C-------TGTAT------------------------CTAT---------------CA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAGCCCC-CCTC--CG----------------------------------------------AG-----GACAGA--A----------AAAAAA------CA--------------AAA--GACCCACCCACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--TTCG--A---TT---------------------------------------------------------------CGATCCGAAGACCCTGACCCAG--------------TGATTA-----GTGATA---------TTGA

droTak1 scf7180000415380:1425635-
1425858 -

ATGTGTA----------TCTAT-------------------AT------------------------CTAT---------------CA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAGCCCC--C---------------------------------------------------------------------------ACAAGAAAA------CA--------------AAAACTACACC--CACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATCG--A---TT---------------------------------------------------------------TGATGTGAAGACCCTGACCCAG--------------TGATTA-----GTGATA---------TTTA

droEle1 scf7180000490995:524589-
524803 -

ATGTGTA----------T-------------------------------------------------CTAT---------------CA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAATCCCC------------------------------------------------------------------------------ACGAGAAAA------CA--------------AAA--TACACC--CACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCA--GTCG--A-----------------------------------------------------------------------TCTGAAGACCATGACCCAG--------------TGATTAATGGAGTGATA---------ATTA

droRho1 scf7180000777158:35501-
35710 -

ATGTGTA----------T-------------------------------------------------CTAT---------------CA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAATCCCC------------------------------------------------------------------------------ACGAGAAAA------CA--------------AAA--TACACC--CACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATCG--A-----------------------------------------------------------------------TCTGAAGACCCTGACCCAG--------------TGATAA-----GTGATA---------CTTA

droFic1 scf7180000453800:2293368-
2293580 +

ATGTGTA----------T-------------------------------------------------CTAT---------------CA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCTC-CC---------------------------------------------------------------------------ACAAGAAAA------CA--------------GAA--TACACCCACA-AACCCCATTT--AATACTCAACTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCA--ATCG--A-----------------------------------------------------------------------TTTGAAGACCCTGACCCAG--------------TGATTA-----GTGATA---------TTTA

droKik1 scf7180000302475:1404666-
1404904 +

AGCCGC---------------C-AT-----G-------TGTAT------------------------CCAG---------------CA------AGTGTCCAG-------------AGTTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGCCCCT-CC---ACA----------------------------------------------TG-------------------------GAAAA------CAAAAATAATAAAATATAA--TACTCCCC-CCAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCC--TAC---AGA------------------------------------------------------------------CGATCTAAAGACCCTGACCCAG--------------TGATTA-----GTGTTA---------TTTA

droAna3 scaffold_13340:938685-
938923 +

dan_4037 candidate-
rescued

ATGTGTA----------CCTTCAAT-----C-------TGTAT------------------------CCACAAGATACAGAT----AC------AGTGCCT-----------------GTGT-----------------------CCAGCGCC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCTC-CT----------------------------------------------------GGGGG-----AGCCCGTAAAAACAAAAG---ACAA--ACA--------------GCC--CACT--CCCAGAAAT-ACTAT--AATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCATCATCG--A-----------------------------------------------------------------------TAT-------------AAG--------------TGATTT-----CTTTTC---------TTCG

droBip1 scf7180000394085:58816-
59016 -

ATGTGTA----------TCC-------------------------------------------------ACAAG------------ATAGTGCCCGTGTCCAG-------------CG-TGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGCCTCC--C----------------------------------------------------GGGGG-----AGG--G-------GAAA---AACAA--ACA--------------GCC--CACT--CCCAGAAAA-GCTTC--CATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCA---TCC--A-CCATTA----------------------------------------------------------------------------------------------------------------------------CGA

dp5 2:7251677-7252027 - dps_3825 candidate-
rescued

ATATATA----------TGTAT-AT-----ATG-----TGTGTGTGTGCGAGAGAGTGTACGAGAGTATAT---------------CT------AATCTATAG-------------AGTTTT-----------------C-----CATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGACCCACC---TCTTTCCCAGCAGACGCCATTGTGATGATGTTGTTGATGATGATGATGAGGAGGAGGAGAGA--A----------GG---A--GGAG-G--------------AGG--G--------CTTATCCACTTG--CAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCC--ATTA--A-CCATTG----------------------------GAACCACTACGAATACAAATATATATACATTTGTGAT-----------CCCCCAGTGATCGCCC---------TA-----GTGATCCCCCAGTGACCAA

droPer2 scaffold_0:1112279-
1112621 -

dpe_2479 candidate ATATATA----------TATAT-AT-----A-------TGTGTGTGTGCGAGAGAGTGTACGAGAGTATAT---------------CT------AATCTATAG-------------AGTTTT-----------------C-----CATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGACCCACC---TCTTTCCCAGCAGACGCCATTGTGAT------GTTGATGATGATGATGAGGAGGAGGAGAGA--A----------GG---A--GGAG-G--------------AGG--G--------CTTATCCACTTG--CAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCC--ATTA--A-CCATTG----------------------------GAACCACTACGAATACGAATATATATACATTTGTGAT-----------CCCCCAGTGATCGCCC---------TA-----GTGATCCCCCAGTGACCAA

droWil2 scf2_1100000004902:91564-
91759 -

dwi_5414 candidate ATATATA----------TTTGA-TTATTCTT---------------------------------------------------------------TG-----TG-------------TGTTGC-----------------------CAAGCGTCCTATAAGATCTCGGGTTTGTTGCACGATGAGACAGCCGCTAAACCCCC-CCTTG--------------------------------------------------CCAC-----ACCCTCTT--TGCA-ATG---GTAA--ATA--------------CCT--CCCT--TTCGAAATT-GTTATTATTTATGCCGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTATTTACGA--------------------------------------------------------------------------------------------------CCCAG--------------TG----------------------------

droVir3 scaffold_13047:936843-
937029 -

dvi_125 confident -TATAC-----------------AT-----A-------TAAAT------------------------CAAG---------------GG------AGTGC---T-------------GGTTGAG----------------------AGACAATG-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCAAATG--------------------------------------------------------------------------------CCA---AATA------------------------------------------TTCA--AATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTGCGACAACGTG--ATCCCAA-CCA---TC------------------------------------------------------------------CCGGCCGTGACCCAG--------------TGATAA-----GCAA---------------

droMoj3 scaffold_6540:4939653-
4939874 -

dmo_129 confident GTATATA----------TATGT-AT-----A-------TGTAT------------------------ATGTAATATTCCTGAACAAGG------AGTGT---G-------------GGTTGTG----------------------CAAAAATA-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCACATAC--C------------------------------------------------------------------------------A----------------------------------------------A-ACTCA--AATATGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTAAGACGACGTGAC--CCCAG-CCA---CT----------------------------------------------------------------------------CCCAGTGATAAGCAACAAGTGATTA-----GTGATT----AGTGATTAG

droGri2 scaffold_14906:5355374-
5355646 +

dgr_461 candidate ATATATA----------TATAT-AT-----ATA-----TGTAT------------------------ATATATTGTT--------AGG------AGTGT---GCATGTAATTGGCTGGTTGAGATATATATATATATATATATGTATATATAT-TGTGAGATCTCGGGTTTGTTGCACGACGTGGCAGCTGCTCCAAATGCAA------------------------------------------------------------------------------------------------------------------------------AAACTCG--AAAACGCAGCTGTCTCTCGATGTTTTCGATTTCGGGATCTTGTCATCGGCGTGAC--CTCAA-CCA---ACCAAACTAATCAACTAATCAACCAATCAAACCA-----------------------------AT----CGGCCATGACCCAG--------------TGATAA-----GTGATA---------T---

Generated: 10/21/2015 at 08:49 AM

This is the second of the two cwo miRNAs. 
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dme_373
Species Read alignment
dm3 GTAAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACC--CCC-GCA--------------AAATAATCAA--AATACACCCCCACAATCGCA------------TTT------------------------------------------------------ACTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGA 

.((((((((((((.(((..((((((.((((((((((.......--...-((.--------------..........--.................)).------------...------------------------------------------------------......))))))))))))).)))...))).)))))))))))). Size Hits Total Norm Total Norm RPM

...............TGTTGCACGACGAGACAGTTGC............................................................................................................................................................................. 22 1 295.00 0.44

...............TGTTGCACGACGAGACAGTTG.............................................................................................................................................................................. 21 1 100.00 0.27

...............TGTTGCACGACGAGACAGTTGCT............................................................................................................................................................................ 23 1 69.00 0.19

...............TGTTGCACGACGAGACAGTT............................................................................................................................................................................... 20 1 11.00 0.22

............................................................................................................................................................................TCAGCTGTCTCTCGTTGTTTTCG............... 23 1 11.00 0.10

...............TGTTGCACGACGAGACAGTTGCTAA.......................................................................................................................................................................... 25 1 10.00 0.13

...............TGTTGCACGACGAGACAGTTGCTA........................................................................................................................................................................... 24 1 5.00 0.09

...............TGTTGCACGACGAGACAGT................................................................................................................................................................................ 19 1 4.00 0.07

...............TGTTGCACGACGAGACAGTTGCTAAAC........................................................................................................................................................................ 27 1 3.00 0.06

................................................................................................................T------------------------------------------------------ACTACTCAGCTGTCTCTCGTTGTT................... 25 1 3.00 0.04

...............TGTTGCACGACGAGACAGTTGCTT........................................................................................................................................................................... 24 1 3.00 0.06

..............................................................................................................TTT------------------------------------------------------ACTACTCAGCTGTCTCTCGTTG..................... 25 1 3.00 0.61

............................................................................................................................................................................TCAGCTGTCTCTCGTTGTTTTCGAT............. 25 1 3.00 0.06

..............................................................................................................TTT------------------------------------------------------ACTACTCAGCTGTCTCTC......................... 21 1 2.00 0.50

..........................................................................................CAATCGCA------------TTT------------------------------------------------------ACTACTCAGCTGT.............................. 24 1 2.00 0.09

................GTTGCACGACGAGACAGTTGC............................................................................................................................................................................. 21 1 2.00 0.27

...............TGTTGCACGACGAGACAGTTGA............................................................................................................................................................................. 22 1 2.00 0.14

...............TGTTGCACGACGAGACAGTTGCTAAACC--..................................................................................................................................................................... 28 1 2.00 0.07

.........................................................................................ACAATCGCA------------TTT------------------------------------------------------ACTACTCAGCTGTC............................. 26 1 2.00 0.20

..............................................................................................................................................................................AGCTGTCTCTCGTTGTTTTCGAT............. 23 1 2.00 0.04

...............TGTTGCACGACGAGACAGTTGCTAAA......................................................................................................................................................................... 26 1 2.00 0.26

..........GGGTTTGTTGCACGACGAGAC................................................................................................................................................................................... 21 1 1.00 0.04

................................GTTGCTAAACC--CCC-GCA--------------AAAT............................................................................................................................................ 21 1 1.00 0.51

......................................................................................CCCACAATCGCA------------TTT------------------------------------------------------ACTACTCAGCTG............................... 27 1 1.00 0.04

.TAAGATCTCGGGTTTGTTGCACGACGA...................................................................................................................................................................................... 27 1 1.00 0.10

..............................................................................................................TTT------------------------------------------------------ACTACTCAGCTGTCTCTCGT....................... 23 1 1.00 0.14

...............TGTTGCACGACGAGACAGTTGT............................................................................................................................................................................. 22 1 1.00 0.21

............GTTTGTTGCACGACGAGA.................................................................................................................................................................................... 18 1 1.00 0.41

..............................................................................................................................................................................AGCTGTCTCTCGTTGTTTTCG............... 21 1 1.00 0.05

.............TTTGTTGCACGACGAGACAGTTGC............................................................................................................................................................................. 24 1 1.00 0.19

...............TGTTGCACGACGAGACAGTTGCTAT.......................................................................................................................................................................... 25 1 1.00 0.51

..............................................................................................................TTT------------------------------------------------------ACTACTCAGCTGTCTCTCGTTT..................... 25 1 1.00 0.20

...............................................C-GCA--------------AAATAATCAA--AATACACCCCCACAA..................................................................................................................... 29 1 1.00 0.31

..........................................................................................CAATCGCA------------TTT------------------------------------------------------ACTACTCAGCTGTCTC........................... 27 1 1.00 0.25

..................TGCACGACGAGACAGTTGC............................................................................................................................................................................. 19 1 1.00 1.06

......................................................................................CCCACAATCGCA------------TTT------------------------------------------------------ACTACTCAGCTGT.............................. 28 1 1.00 0.38

.........................................................................................................................................................................TACTCAGCTGTCTCTCGTTGTTTTC................ 25 1 1.00 0.50

.................................................................................................A------------TTT------------------------------------------------------ACTACTCAGCTGTCTCT.......................... 21 1 1.00 0.04

........................ACGAGACAGTTGCTAAACC--CC................................................................................................................................................................... 21 1 1.00 0.04

............................................................................................................................................................................TCAGCTGTCTCTCGTTGTTTTC................ 22 1 1.00 0.28

................................................................................................................T------------------------------------------------------ACTACTCAGCTGTCTCTCGTTGTTTT................. 27 1 1.00 0.04

...........................................................................................................................................................................CTCAGCTGTCTCTCGTTGT.................... 19 1 1.00 0.29

.......................................................................................................................................................................ACTACTCAGCTGTCTCTCGTT...................... 21 1 1.00 0.04

..................TGCACGACGAGACAGTTG.............................................................................................................................................................................. 18 1 1.00 2.77

........................................................................................CACAATCGCA------------TTT------------------------------------------------------ACTACTCAGCTGTC............................. 27 1 1.00 0.10

...............TGTTGCACGACGAGACAGTTGG............................................................................................................................................................................. 22 1 1.00 0.23

...............TGTTGCACGACGAGACAGTTT.............................................................................................................................................................................. 21 1 1.00 0.31

............................................................................................................................................................................TCAGCTGTCTCTCGTTGTTTTCGA.............. 24 1 1.00 0.05

..............................................................................................................TTT------------------------------------------------------ACTACTCAGCTGTCTCTCGTTGT.................... 26 1 1.00 0.04

..............................CAGTTGCTAAACC--CCC-GCA--------------AAA............................................................................................................................................. 22 1 1.00 0.05

................................................................................................................T------------------------------------------------------ACTACTCAGCTGTCTCTCGTTGT.................... 24 1 1.00 1.35

...............................................................................................................................................................................................TTCGATTTCGGGATCTTGA 19 1 1.00 0.04

................................................................................................................................................................................CTGTCTCTCGTTGTTTTCG............... 19 1 1.00 0.06

.......................................................................................CCACAATCGCA------------TTT------------------------------------------------------ACTACTCAGC................................. 24 1 1.00 0.50

...............TGTTGCACGACGAGACAGTTA.............................................................................................................................................................................. 21 1 1.00 0.29

..............................................................................................................................................................................AGCTGTCTCTCGTTGTTTTCGA.............. 22 1 1.00 0.04

.............................................................................................................................................................................CAGCTGTCTCTCGTTGTTTTCGATT............ 25 1 1.00 0.12

...................GCACGACGAGACAGTTGC............................................................................................................................................................................. 18 1 1.00 0.63

............................................................................................................................................................................TCAGCTGTCTCTCGTTGTTTTCT............... 23 1 1.00 0.56

................GTTGCACGACGAGACAGTTGCT............................................................................................................................................................................ 22 1 1.00 0.05

................................................................................................................T------------------------------------------------------ACTACTCAGCTGTCTCTCGTTGTTTTC................ 28 1 1.00 0.04
Total 576.00 0.54

droSim2 GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACC--CCC-GCA--------------AAATAATCAA--AATACACCCCCACAACCCCA------------TTT------------------------------------------------------AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGA 
..(((((((((((.(((..((((((.(((((((((((((((..--...-...--------------..........--....................------------)))------------------------------------------------------))....))))))))))))).)))...))).))))))))))).. Size Hits Total Norm Total Norm RPM

...............TGTTGCACGACGAGACAGTTGCTAA.......................................................................................................................................................................... 25 1 2.00 0.10

...............TGTTGCACGACGAGACAGTT............................................................................................................................................................................... 20 1 1.00 0.05

..............................................................................................................................................................................AGCTGTCTCTCGTTGTTTTCGAT............. 23 1 1.00 0.08

...............TGTTGCACGACGAGACAGTTG.............................................................................................................................................................................. 21 1 1.00 0.28

................................................................................................................T------------------------------------------------------AGTACTCAGCTGTCTCTCGTTGTTTT................. 27 1 1.00 0.03
Total 6.00 0.08

droSec2 GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGATAAACC--CCC-GCA--------------AAATAATCAA--AATACACCCCCACAACCCCA------------TTT------------------------------------------------------AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGA 
..(((((((((((.(((..((((((.(((((((((((......--...-...--------------..........--....................------------...------------------------------------------------------.....)))))))))))))).)))...))).))))))))))).. Size Hits Total Norm Total Norm RPM

...............TGTTGCACGACGAGACAGTTG.............................................................................................................................................................................. 21 1 74.00 1.06

...............TGTTGCACGACGAGACAGTTGA............................................................................................................................................................................. 22 1 63.00 0.91

...............TGTTGCACGACGAGACAGTT............................................................................................................................................................................... 20 1 7.00 0.13

...............TGTTGCACGACGAGACAGTTGAT............................................................................................................................................................................ 23 1 6.00 0.11

...............TGTTGCACGACGAGACAGTTGT............................................................................................................................................................................. 22 1 4.00 0.11

...............TGTTGCACGACGAGACAGTTGAA............................................................................................................................................................................ 23 1 2.00 0.06

................GTTGCACGACGAGACAGTTGAT............................................................................................................................................................................ 22 1 1.00 0.06

................GTTGCACGACGAGACAGTTGA............................................................................................................................................................................. 21 1 1.00 0.05

....GATCTCGGGTTTGTTGCACGACGAGACA.................................................................................................................................................................................. 28 1 1.00 0.05

...............TGTTGCACGACGAGACAGT................................................................................................................................................................................ 19 1 1.00 0.06

...............TGTTGCACGACGAGACAGTTGATA........................................................................................................................................................................... 24 1 1.00 0.05

.................TTGCACGACGAGACAGTTG.............................................................................................................................................................................. 19 1 1.00 0.06

..............................................................................................CCCA------------TTT------------------------------------------------------AGTACTCAGCTG............................... 19 1 1.00 0.07

................GTTGCACGACGAGACAGTTGATA........................................................................................................................................................................... 23 1 1.00 0.05

..................TGCACGACGAGACAGTTG.............................................................................................................................................................................. 18 1 1.00 0.05

.................................................................................................A------------TTT------------------------------------------------------AGTACTCAGCTGTCTCTC......................... 22 1 1.00 0.05
Total 166.00 2.39

droYak3 GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACC--CCCAGCA--------------AAACAATCAA--AATACACCCCCACAACCCCA------------TTT------------------------------------------------------AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGA 
..(((((((((((.(((..((((((.(((((((((((((((..--.......--------------..........--....................------------)))------------------------------------------------------))....))))))))))))).)))...))).))))))))))).. Size Hits Total Norm Total Norm RPM

...............TGTTGCACGACGAGACAGTTGC............................................................................................................................................................................. 22 1 1.00 0.05

.TGAGATCTCGGGTTTGTTGCAC........................................................................................................................................................................................... 22 1 1.00 0.05

..............TTGTTGCACGACGAGACAGT................................................................................................................................................................................ 20 1 1.00 0.04
Total 3.00 0.06

droEre2 GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCGCCCC-GCA--------------AAACAATTAAAAAATACACC-CCGCAACCCCA------------TTT------------------------------------------------------AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGA 
..(((((((((((.(((..((((((.(((((((((((((((.......-((.--------------....................-..)).......------------)))------------------------------------------------------))....))))))))))))).)))...))).))))))))))).. Size Hits Total Norm Total Norm RPM

..................................................................................CACC-CCGCAACCCCA------------TTT------------------------------------------------------AG......................................... 20 1 1.00 0.08

...............TGTTGCACGACGAGACAGTTGCT............................................................................................................................................................................ 23 1 1.00 0.33

...........................................................................................AACCCCA------------TTT------------------------------------------------------AGTACTCAGCTGTCTCT.......................... 27 1 1.00 0.03

..............TTGTTGCACGACGAGACAGTTGCT............................................................................................................................................................................ 24 1 1.00 0.05

...............TGTTGCACGACGAGACAGTTGC............................................................................................................................................................................. 22 1 1.00 0.05
Total 5.00 0.05

droAna3 GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACC--C---TCCTGGGGGAGCCCGTAAAA---ACAA--AAGACAA----ACAGCCCACTCCCAGAAATACTAT------------------------------------------------------AATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGT
..(((((((((((.(((..((((((.(((((((((((......--.---..(((((((.((........---....--.......----...))...))))))).........------------------------------------------------------.....)))))))))))))).)))...))).))))))))))).. Size Hits Total Norm Total Norm RPM

...............TGTTGCACGACGAGACAGTTG.............................................................................................................................................................................. 21 1 33.00 0.35

...............TGTTGCACGACGAGACAGTTGC............................................................................................................................................................................. 22 1 33.00 0.34

...............TGTTGCACGACGAGACAGTTGCT............................................................................................................................................................................ 23 1 3.00 0.08

...............TGTTGCACGACGAGACAGTT............................................................................................................................................................................... 20 1 3.00 0.06

................GTTGCACGACGAGACAGTTGC............................................................................................................................................................................. 21 1 2.00 0.04

...........................................................................A--AAGACAA----ACAGCCCACTCC............................................................................................................. 20 1 1.00 0.04

........................................................................................................................................................................ATACGCAGCTGTCTCTCGTTGTTTTCGA.............. 28 1 1.00 0.04

.......................GACGAGACAGTTGCTAAACC--C---TCCTGGG.......................................................................................................................................................... 28 1 1.00 0.04

........................................................................................................................................................................................CGTTGTTTTCGATTTCGGGATC.... 22 1 1.00 0.04

...............TGTTGCACGACGAGACAGTTT.............................................................................................................................................................................. 21 1 1.00 0.06

.........................................................................................................................................................................TACGCAGCTGTCTCTCGTTG..................... 20 1 1.00 0.03

...............................AGTTGCTAAACC--C---TCCTGGGGG........................................................................................................................................................ 22 1 1.00 0.40

...............................AGTTGCTAAACC--C---TCCTGG........................................................................................................................................................... 19 1 1.00 0.04

................................................................................GACAA----ACAGCCCACTCCCAGA......................................................................................................... 21 1 1.00 0.04

...............................AGTTGCTAAACC--C---TCCTGGGGGA....................................................................................................................................................... 23 1 1.00 0.40

.....................................TAAACC--C---TCCTGGGGGAGCCC................................................................................................................................................... 21 1 1.00 0.04

...........................................................................A--AAGACAA----ACAGCCCACTCCCAGA......................................................................................................... 24 1 1.00 0.04
Total 86.00 0.88

dp5 GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGA--CCC-ACC--------------TCTTTCCCAG--CAGACGCC-----------ATTGTGATGATGTTG-TTGATGATGATGATGAGGAGGAGGAGAGAAGGAGGAGGAGGGCTTATCCACTTGCAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGT
((.((((((((((.(((..((((((.(((((((((((...((.--(((-.((--------------((((((....--.......(-----------(((((.((.((....-...)).)).))))))...............)))))))).)))))...............))))))))))))))).))...))).)))))))))).)) Size Hits Total Norm Total Norm RPM

...............TGTTGCACGACGAGACAGTTGC............................................................................................................................................................................. 22 1 8.00 0.11

...............TGTTGCACGACGAGACAGTTG.............................................................................................................................................................................. 21 1 4.00 0.05

..................................TGCTCCAGA--CCC-ACC--------------TCTTTCCCAG--CA.................................................................................................................................. 27 1 3.00 0.04

..................TGCACGACGAGACAGTTGCTCCAGA--C.................................................................................................................................................................... 26 1 2.00 0.03

...............................................................................................................G-TTGATGATGATGATGAGGAGGAGGA........................................................................ 26 1 1.00 0.02

...............TGTTGCACGACGAGACAGTTGT............................................................................................................................................................................. 22 1 1.00 0.13

...............................................C-ACC--------------TCTTTCCCAG--CAGACGCC-----------ATTG............................................................................................................. 26 1 1.00 0.02

..GAGATCTCGGGTTTGTTGCACGACG....................................................................................................................................................................................... 25 1 1.00 0.02

...............................................................................................................................................................TCCACTTGCAAACGCAGCTGTCT............................ 23 1 1.00 0.08

.............................................................................................................................................AAGGAGGAGGAGGGCTTATC................................................. 20 1 1.00 0.13

.......................................................................................................................ATGATGATGAGGAGGAGGAGAGAAGGA................................................................ 27 1 1.00 0.13

.................................................................................................................................................................CACTTGCAAACGCAGCTGTCC............................ 21 1 1.00 0.08

...........................................................................................................................................................CTTATCCACTTGCAAACGCA................................... 20 1 1.00 0.02

.TGAGATCTCGGGTTTGTTGCACGAC........................................................................................................................................................................................ 25 1 1.00 0.02

............................GACAGTTGCTCCAGA--CCC-ACC--------------T............................................................................................................................................... 22 1 1.00 0.02

....................................................................................................................ATGATGATGATGAGGAGGA........................................................................... 19 12 0.08 0.00

......................................................................................................................GATGATGATGAGGAGGAG.......................................................................... 18 14 0.07 0.00
Total 28.15 0.29

droPer2 GTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGA--CCC-ACC--------------TCTTTCCCAG--CAGACGCC-----------ATTGTGAT------G-TTGATGATGATGATGAGGAGGAGGAGAGAAGGAGGAGGAGGGCTTATCCACTTGCAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGT
((.(((((((((..(((..((((((.(((((((((((...((.--(((-.((--------------((((((((..--....((.(-----------(((((.((------.-...)).)))))).)).......))......)))))))).)))))...............))))))))))))))).))...)))..))))))))).)) Size Hits Total Norm Total Norm RPM

.......CTCGGGTTTGTTGCACGACGAGAC................................................................................................................................................................................... 24 1 2.00 0.16

...............TGTTGCACGACGAGACAGTTG.............................................................................................................................................................................. 21 1 2.00 0.27

.....ATCTCGGGTTTGTTGCACGACGA...................................................................................................................................................................................... 23 1 1.00 0.08

...............TGTTGCACGACGAGACAGTTGC............................................................................................................................................................................. 22 1 1.00 0.04

...............TGTTGCACGACGAGACAGTTGCTCC.......................................................................................................................................................................... 25 1 1.00 0.05

...................................................................................................................................................................CTTGCAAACGCAGCTGTCTCTCGTTGTT................... 28 1 1.00 0.05

...............TGTTGCACGACGAGACAGTTGT............................................................................................................................................................................. 22 1 1.00 0.04

..........................................................................................................................ATGATGAGGAGGAGGAGAGAAG.................................................................. 22 1 1.00 0.04

.....ATCTCGGGTTTGTTGCACGACGG...................................................................................................................................................................................... 23 1 1.00 0.08

....................................................................TTTCCCAG--CAGACGCC-----------ATTGTGAT------G-T................................................................................................ 26 1 1.00 0.05

............................................................................................................................GATGAGGAGGAGGAGAGAAGGAGGA............................................................. 25 1 1.00 0.04
Total 13.00 0.21

droWil2 ATAAGATCTCGGGTTTGTTGCACGATGAGACAGCCGCTAAACC--CCC-CCTTGCCACACCCTCT--TT---GCA---ATGGTAA----ATACCTCCCTTTCGAAATTGTTAT-T---------------------------------------------------ATTTATGCCGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTAT
((..(((((((((.(((..((((((.((((((((.((((((..--...-................--..---(((---(((((..----..)))...........)))))...-.---------------------------------------------------.)))).)).)))))))))))).))...))).)))))))))..)) Size Hits Total Norm Total Norm RPM

...............TGTTGCACGATGAGACAGCCG.............................................................................................................................................................................. 21 1 1.00 0.04

...............TGTTGCACGATGAGACAGCCGCT............................................................................................................................................................................ 23 1 1.00 0.04

...........GGTTTGTTGCACGATGAGAC................................................................................................................................................................................... 20 1 1.00 0.04

.......CTCGGGTTTGTTGCACGATGAGAC................................................................................................................................................................................... 24 1 1.00 0.04

..................................................................................................................................................................................GTCTCTCGTTGTTTTCGATT............ 20 1 1.00 0.04

.................................................................................................................................................................................TGTCTCTCGTTGTTTTCGATTTCGGG....... 26 1 1.00 0.04

...............TGTTGCACGATGAGACAGC................................................................................................................................................................................ 19 1 1.00 0.04
Total 7.00 0.09

droVir3 GTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCAAA---------TGCC----------AAATATTC--------------------------------------------------------------------------------------------AAATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTG
..(((((((((((.(((..((((((.(((((((((((......---------....----------........--------------------------------------------------------------------------------------------......)))))))))))))).)))...))).))))))))))).. Size Hits Total Norm Total Norm RPM

...............TGTTGCACGACGAGGCAGCTG.............................................................................................................................................................................. 21 1 441.00 2.10

...............TGTTGCACGACGAGGCAGCTGC............................................................................................................................................................................. 22 1 180.00 1.07

..............................................................................................................................................................................AGCTGTCTCTCGTTGTTTTCGAT............. 23 1 143.00 1.85

..............................................................................................................................................................................AGCTGTCTCTCGTTGTTTTCGA.............. 22 1 88.00 1.10

...............TGTTGCACGACGAGGCAGCT............................................................................................................................................................................... 20 1 78.00 0.51

...............TGTTGCACGACGAGGCAGCTGCT............................................................................................................................................................................ 23 1 37.00 0.28

...............TGTTGCACGACGAGGCAGCTGT............................................................................................................................................................................. 22 1 15.00 0.17

...............TGTTGCACGACGAGGCAGCTA.............................................................................................................................................................................. 21 1 12.00 0.34

...............TGTTGCACGACGAGGCAGCTGCA............................................................................................................................................................................ 23 1 8.00 0.16

..............TTGTTGCACGACGAGGCAGCTG.............................................................................................................................................................................. 22 1 8.00 0.27

...............TGTTGCACGACGAGGCAGCTGCAA........................................................................................................................................................................... 24 1 7.00 0.12

.............................................................................................................................................................................CAGCTGTCTCTCGTTGTTTTCGAT............. 24 1 7.00 0.17

...............TGTTGCACGACGAGGCAGC................................................................................................................................................................................ 19 1 7.00 0.18

..............................................................................................................................................................................AGCTGTCTCTCGTTGTTTTCG............... 21 1 7.00 0.12

..............................................................................................................................................................................AGCTGTCTCTCGTTGTTTTCGATA............ 24 1 4.00 0.20

...............TGTTGCACGACGAGGCAGCTGCTA........................................................................................................................................................................... 24 1 4.00 0.29

...............TGTTGCACGACGAGGCAGCTT.............................................................................................................................................................................. 21 1 3.00 0.19

.............................................................................................................................................................................CAGCTGTCTCTCGTTGTTTTCG............... 22 1 3.00 0.13

...............TGTTGCACGACGAGGCAGCTGCAAA.......................................................................................................................................................................... 25 1 3.00 0.16

...............TGTTGCACGACGAGGCAGCTGCTT........................................................................................................................................................................... 24 1 3.00 0.07

.............................................................................................................................................................................CAGCTGTCTCTCGTTGTTTTCGA.............. 23 1 2.00 0.09

................GTTGCACGACGAGGCAGCTGC............................................................................................................................................................................. 21 1 2.00 0.07

...................GCACGACGAGGCAGCTGCTCCAAA---------T............................................................................................................................................................. 25 1 2.00 0.22

...............TGTTGCACGACGAGGCAGCTC.............................................................................................................................................................................. 21 1 2.00 0.19

..........................................A---------TGCC----------AAATATTC--------------------------------------------------------------------------------------------AAATACGCAGCTGTC............................. 28 1 2.00 0.16

................GTTGCACGACGAGGCAGCTG.............................................................................................................................................................................. 20 1 2.00 0.07

................GTTGCACGACGAGGCAGCT............................................................................................................................................................................... 19 1 2.00 0.06

..............TTGTTGCACGACGAGGCAGCT............................................................................................................................................................................... 21 1 2.00 0.16

.........................................................................................................................................................................TACGCAGCTGTCTCTCGA....................... 18 2 1.50 0.12

..............TTGTTGCACGACGAGGCAG................................................................................................................................................................................. 19 1 1.00 0.03

.................TTGCACGACGAGGCAGCTGC............................................................................................................................................................................. 20 1 1.00 0.14

...............TGTTGCACGACGAGGCAGCTAA............................................................................................................................................................................. 22 1 1.00 0.20

..............................................................................................................................................................................AGCTGTCTCTCGTTGTTTTCGATT............ 24 1 1.00 0.09

.....................................................................................................................................................................................TCTCGTTGTTTTCGATTTCGGGATCT... 26 1 1.00 0.36

...................GCACGACGAGGCAGCTGC............................................................................................................................................................................. 18 1 1.00 0.03

.TGAGATCTCGGGTTTGTTGCACGACGA...................................................................................................................................................................................... 27 1 1.00 0.03

...............TGTTGCACGACGAGGCAGCTGCTCT.......................................................................................................................................................................... 25 1 1.00 0.14

...............TGTTGCACGACGAGGCAG................................................................................................................................................................................. 18 1 1.00 0.03

...............TGTTGCACGACGAGGCAGCTGTC............................................................................................................................................................................ 23 1 1.00 0.16

...............TGTTGCACGACGAGGCAGCTGCTTT.......................................................................................................................................................................... 25 1 1.00 0.21

........................................................................TC--------------------------------------------------------------------------------------------AAATACGCAGCTGTCTCTCGTTGTT................... 27 1 1.00 0.11

....................................................TGCC----------AAATATTC--------------------------------------------------------------------------------------------AAATACGCAGCTG............................... 25 1 1.00 0.07

..............TTGTTGCACGACGAGGCAGCTGC............................................................................................................................................................................. 23 1 1.00 0.09

...............TGTTGCACGACGAGGCAGCTGCTTTT......................................................................................................................................................................... 26 1 1.00 0.16

.........................................................................................................................................................................TACGCAGCTGTCTCTCGTTGTTTTCGAT............. 28 1 1.00 0.03

....................................................TGCC----------AAATATTC--------------------------------------------------------------------------------------------AAATACGCAGCTGTC............................. 27 1 1.00 0.07

.................TTGCACGACGAGGCAGCTG.............................................................................................................................................................................. 19 1 1.00 0.03

.....................................TCCAAA---------TGCC----------AAATATTC--------------------------------------------------------------------------------------------AAATACGC.................................... 26 1 1.00 0.22

..................TGCACGACGAGGCAGCTGCAA........................................................................................................................................................................... 21 2 0.50 0.10

...................GCACGACGAGGCAGCTGAAA........................................................................................................................................................................... 20 14 0.07 0.00
Total 1095.07 3.36

droMoj3 GTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCACA---------TACC----------AA----------------------------------------------------------------------------------------------ACTCAAATATGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTA
..(((((((((((.(((..((((((.(((((((((((......---------....----------..----------------------------------------------------------------------------------------------..........)))))))))))))).)))...))).))))))))))).. Size Hits Total Norm Total Norm RPM

...............TGTTGCACGACGAGGCAGCTGC............................................................................................................................................................................. 22 1 73.00 0.87

...............TGTTGCACGACGAGGCAGCTG.............................................................................................................................................................................. 21 1 56.00 0.55

...............TGTTGCACGACGAGGCAGCTGCT............................................................................................................................................................................ 23 1 9.00 0.12

...............TGTTGCACGACGAGGCAGCT............................................................................................................................................................................... 20 1 8.00 0.11

................GTTGCACGACGAGGCAGCTGC............................................................................................................................................................................. 21 1 5.00 0.10

..............................................................................................................................................................................AGCTGTCTCTCGTTGTTTTCGAT............. 23 1 4.00 0.05

...............TGTTGCACGACGAGGCAGCTGCC............................................................................................................................................................................ 23 1 2.00 0.08

................GTTGCACGACGAGGCAGCTGCT............................................................................................................................................................................ 22 1 2.00 0.04

................GTTGCACGACGAGGCAGCTG.............................................................................................................................................................................. 20 1 2.00 0.04

........TCGGGTTTGTTGCACGACGAGGC................................................................................................................................................................................... 23 1 1.00 0.02

...............TGTTGCACGACGAGGCAGCTA.............................................................................................................................................................................. 21 1 1.00 0.02

..............................................................................................................................................................................AGCTGTCTCTCGTTGTTTTCGATT............ 24 1 1.00 0.36

................GTTGCACGACGAGGCAGCT............................................................................................................................................................................... 19 1 1.00 0.02

..............................................................................................................................................................................AGCTGTCTCTCGTTGTTTTC................ 20 1 1.00 0.04

...............................................................................................................................................................................GCTGTCTCTCGTTGTTTTCGA.............. 21 1 1.00 0.02

..............TTGTTGCACGACGAGGCAGCTGC............................................................................................................................................................................. 23 1 1.00 0.02

..............TTGTTGCACGACGAGGCAGCTG.............................................................................................................................................................................. 22 1 1.00 0.02

.............................................................................................................................................................................CAGCTGTCTCTCGTTGTTTTCGA.............. 23 1 1.00 0.02

...............TGTTGCACGACGAGGCAGC................................................................................................................................................................................ 19 1 1.00 0.23
Total 171.00 1.67

droGri2 GTGAGATCTCGGGTTTGTTGCACGACGTGGCAGCTGCTCCAAA---------TGCA----------A---------------------------------------------------------------------------------------------AAACTCGAAAACGCAGCTGTCTCTCGATGTTTTCGATTTCGGGATCTTGT
..(((((((((((.(((..((((((...(((((((((......---------....----------.---------------------------------------------------------------------------------------------............)))))))))..))).)))...))).))))))))))).. Size Hits Total Norm Total Norm RPM

.....................................TCCAAA---------TGCA----------A---------------------------------------------------------------------------------------------AAACTCGAAAACGC.................................... 25 1 1.00 0.03

...............TGTTGCACGACGTGGCAGCTGC............................................................................................................................................................................. 22 1 1.00 0.03

....................................................TGCA----------A---------------------------------------------------------------------------------------------AAACTCGAAAACGCAGCT................................ 23 1 1.00 0.03

...............TGTTGCACGACGTGGCAGCTGCTT........................................................................................................................................................................... 24 1 1.00 0.03
Total 4.00 0.11
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AGACGCAGCAAGTAGCATCGTTTACAATCCGCGAAAGTGCAGTCGCAGAATTTTCCGGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAGACAGTTCCGATCAGTCCGCACTAAACCCCTCCCGCTTTAG
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size

#
Mismatch
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Total
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SRR065155
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR317114
genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR065151
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR317110
genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR065152
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
piwi
ovaries

SRR065154
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR317116
genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR065153
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
armi
ovaries

SRR317115
genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609229
embryo 2-
6hr

GSM628272
ago2[414]
ovary
total
RNA

SRR010957
Aub IP in
Ago3 trans-
heterozygotes

SRR317112
genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V096
loqsKO/f00791
ovary

SRR065806
Piwi-
IP_squ_mut_ovaries

SRR031702
2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR060648
A2_ovaries_FLAG-
Aub

SRR010955
Aub IP in
Ago3
heterozygotes

SRR010956
Piwi IP in
Ago3
heterozygotes

GSM609224
female,
one day

SRR010958
Piwi IP in
Ago3 trans-
heterozygotes

SRR065807
Piwi-
IP_squ_het_ovaries

GSE24545
CS
ovary
total
RNA

SRR317113
genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR010960
wt,
oxidized

SRR014272
Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014282
Ovary_rep1_wK_P

SRR010959
Ago3 IP in
heterozygotes
AGO3

SRR014280
Ovary_rep1_w1118_P

GSM628271
r2d2[1]
ovary
total
RNA Â¬â
€

GSM609237

ago2[414]
ovary
total
RNA

GSE24544
dcr-
2[L811fsX]
ovary
total RNA

SRR014271
Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

SRR298536
strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR010952
Ago3 trans-
heterozygotes,
oxidized

SRR014276
Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR060649
A2_ovaries_FLAG-
Piwi

SRR065805
Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR317111
genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old
flies

SRR317117
genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V145
S2-
DRSC

SRR029633
total
small
RNAs from
hen1
homozygous
flies

SRR014269
Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR060653
hs-Penelope_
ovaries_total

SRR065803
Piwi-
IP_zuc_het(mut)_ovaries

V032
S1
cell

V036
ML-
DmD20c5
cell

SRR031703
Total
small
RNAs from
r2d2
homozygous
flies

GSM286613
0-1hr #1
(A)

SRR014268
Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR014274
Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR014275
Ovary_rep1_LK_P

SRR014281
Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM399100
Kc167
cell

V022
ML-
DmD32
cell

GSM399101
kc167
cell

V125
ML-
DmD9

V127
G2

V132
ML-
DmD32

V146
S1
cell

GSM609223
male,
one day

SRR351333
age: 2-
3dgender:
male:female
=
1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM379056
Krimp
Heterozygote

GSM379057
Krimp
Mutant

GSM379063
Vasa
Heterozygote

GSM286607
6-10h #1
(10)

SRR014270
Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR032152
Ago1-
associated
small
RNAs from
Oregon R
AGO1

SRR060646
yw67c23(2)_ovaries_total

V034
ML-
DmD16c3
cell

V080
Starvation,
female
head

GSM609238
embryo
14-24hr

V128
S3

V140
Dessication_female_body

V148
mbn2

SRR031701
Total small
RNAs from
r2d2
heterozygous
flies

GSM280083
dcr-2-/-
ovaries
(18-
29nt)

GSM379060
SpnE
Heterozygote

GSM379061
Squ
Heterozygote

GSM467729
Dmel_wt_sRNAseq

GSM286605
2-6h #1
(8)

GSM286611
6-10h #2
(11)

SRR010951
Ago3
heterozygotes,
oxidized

SRR014273
Ovary_rep1_Har_P

SRR060647
A2_ovaries_FLAG-
Ago2
AGO2

SRR060651
A2_ovaries_Ago3
AGO3

SRR065801
zuc_het(H-
Y)_ovaries

SRR298537
strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

V008
S2-
DRSC

GSM609250
ML-DmD32
cell

V0652
dcr2
ovary,
AGO1-
IP,
reseq
AGO1

GSM609232
r2d2[1]
ovary
total
RNA Â¬â
€

V130
ML-
DmBG3-
c2

V142
Oxidation_female_body

SRR029608
total small
RNAs from
hen1
heterozygous
flies

SRR031704
2'-O-
methylated
small
RNAs from
r2d2
homozygous
flies

GSM280082
WT
ovaries
(18-
29nt)

GSM379050
Armi
Heterozygote

GSM379064
Vasa
Mutant

GSM379066
Zuc
Mutant

SRR001349
heterozygous_dcr-
2_untreated

SRR010953
Aub
heterozygotes,
oxidized

SRR014279
Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR029031
loqs-ORF
knockdown

SRR032093
ago1
knockdown

SRR060644
A2_ovaries_total

SRR298711
strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR341115
transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR341117
transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V003
dsDcr-1
(katsutomo
RNA)

GSM609217
MLDmD20c5

GSM609220
ML-DmD21
cell

GSM609249
ML-DmD21
cell

GSM609248
ML-DmD9
cell

GSM371638
S2-NP

V091
fGS/OSS
total
Â

V093
loqs-KO,
40A;
loqs-PB
rescue/TM3
Â male
total RNA

V133
Sg4

V134
ML-
DmD8

V137
Male
aged
head

V144
OSC

SRR031692
Total
small
RNAs
from
Oregon R

SRR351332
age: 2-
3dgender:
male:female
=
1:1tissue:
whole
flygenotype:
control
wild type
(w, 5905)

GSM379054
Flam
Heterozygote

GSM379058
Piwi
Heterozygote

GSM379059
Piwi
Mutant

GSM379062
Squ
Mutant

GSM379065
Zuc
Heterozygote

GSM467730
Dmel_r2d2_sRNAseq

GSM385744
OSS_s2

GSM385748
OSS_s6

GSM385821
OSS_s7

GSM286606
2-6h #2
(9)

GSM272653
KC -48
#1

GSM399107
male
body #2

GSM361908
s2-48
Biological
Replicate
#2

GSM399110
KC-48 #2

S6
0-
1,2-
6,6-
10h
embryo

GSM286604
0-1h #3
(7)

SRR001338
IR_non-
beta-
eliminated

SRR001345
ago2_non-
beta-
eliminated

SRR014278
Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR032094
ago2
knockdown

SRR060645
yw67c23(2)_testes_total

SRR065802
Piwi-
IP_zuc_mut_ovaries

SRR065804
Piwi-
IP_zuc_H-
Y_ovaries

SRR097865
Drosophila
S2-NP
cells

SRR341118
transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM609239
IR- 2-
18hr

V006
r2d2
female:
possibly
heterozygous

GSM609247
heat
female
head

V015
DreRFHV148h

GSM609219
GM2 cell

GSM343832
S2R+
cell

V023
Dcr2
female
head

GSM343833
S2R+
cell

GSM609226
CMEW1
Cl.8+
cell

GSM609227
CMEW1
Cl.8+
cell

V037
Felix
sample
+mirtrons

GSM609230
CS,ovary,AGO1IP
AGO1

V0632
wt
ovary
AGO1-
IP,
reseq
AGO1

GSM609231
ago2[414],
ovary,
AGO1IP
AGO1

V0642
ago2
ovary,
AGO1-
IP,
reseq
AGO1

GSM609222
ML-
DmBG1-C1

V077
cold,
female
head

V078
Desiccation,
female head

V079
Oxidation,
female
head

V092
dcr-
2[G31R]
male
total
RNA Â

SRX247213

FLAG-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO2

V126
CME
L1

V131
ML-
DmD16-
c3

V135
CME
W2
(wing
disc
line)

V147
1182-
4H
cell

SRR031693
2'-O-
methylated
small
RNAs from
Oregon R

SRR031700
2'-O-
methylated
small
RNAs from
dcr-2
homozygous
flies

SRR001347
ago2_untreated

........................................................................TAACCAATGTGGCACTTCCAATGAGA................................................................................................................ 26 0 1 196.00 196 0 44 1 37 0 0 25 0 17 0 1 17 11 0 0 0 3 4 0 0 0 0 0 5 0 0 1 0 0 0 0 0 0 2 0 0 2 0 1 0 0 0 3 0 0 0 0 0 1 0 0 0 4 0 0 0 0 0 0 1 0 0 0 1 2 0 1 0 0 0 0 0 1 0 0 0 0 1 1 0 1 0 0 0 0 0 0 1 0 0 0 1 0 1 0 0 2 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TGCAAGGCGTTGGATGCTCTCAGTAT............................................................................... 26 0 1 127.00 127 43 2 23 1 12 19 1 13 0 0 0 0 0 0 2 0 0 0 0 0 0 1 1 0 0 0 0 0 0 1 1 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................TCAATTGCAAGGCGTTGGATGCTCT..................................................................................... 25 0 1 99.00 99 16 18 10 3 4 3 5 2 5 4 2 0 1 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 1 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TGCAAGGCGTTGGATGCTCTCAGT................................................................................. 24 0 1 78.00 78 25 3 8 2 9 14 1 2 1 0 0 0 0 2 6 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TGCAAGGCGTTGGATGCTCTCAGTA................................................................................ 25 0 1 76.00 76 19 4 18 1 13 12 0 6 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................AATCAATTGCAAGGCGTTGGATGC........................................................................................ 24 0 1 59.00 59 0 2 0 1 0 0 1 1 0 2 6 0 1 2 0 0 0 0 1 0 0 0 7 0 3 3 0 0 0 1 2 2 8 0 1 1 1 0 0 0 0 0 0 0 1 0 0 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 1 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................ATCAATTGCAAGGCGTTGGATGCTCT..................................................................................... 26 0 1 53.00 53 15 4 6 2 7 3 1 4 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TAACCAATGTGGCACTTCCAATGAGAAA.............................................................................................................. 28 0 1 46.00 46 0 9 0 9 0 0 11 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 1 0 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................AATCAATTGCAAGGCGTTGGATGCTCT..................................................................................... 27 0 1 42.00 42 7 4 4 5 8 0 4 3 1 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................TCAATTGCAAGGCGTTGGATGCTC...................................................................................... 24 0 1 39.00 39 1 0 0 2 1 0 4 0 2 0 1 0 0 0 0 0 0 4 1 0 0 5 1 0 0 0 4 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

..................................................................................................AATCAATTGCAAGGCGTTGGATGCTC...................................................................................... 26 0 1 35.00 35 2 4 0 5 0 0 1 3 0 3 4 0 0 0 0 0 0 2 0 0 1 0 1 1 1 2 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TAACCAATGTGGCACTTCCAATGAG................................................................................................................. 25 0 1 23.00 23 0 2 0 2 0 0 1 0 3 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 0 0 0 2 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TGCAAGGCGTTGGATGCTCTCAGTATT.............................................................................. 27 0 1 23.00 23 3 7 0 0 1 2 3 0 0 0 1 0 0 1 0 0 0 0 2 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TTGCAAGGCGTTGGATGCTCTCAGT................................................................................. 25 0 1 19.00 19 7 0 6 0 0 1 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................TCAATTGCAAGGCGTTGGATGCTCTC.................................................................................... 26 0 1 16.00 16 0 0 1 3 0 4 0 0 0 1 0 0 2 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................AATTGCAAGGCGTTGGATGCTCTCAGT................................................................................. 27 0 1 13.00 13 7 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

......................................................................................................AATTGCAAGGCGTTGGATGCTCTC.................................................................................... 24 0 1 13.00 13 6 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TAACCAATGTGGCACTTCCAATGA.................................................................................................................. 24 0 1 13.00 13 0 4 0 0 0 0 1 0 2 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................AATTGCAAGGCGTTGGATGCTCTCAG.................................................................................. 26 0 1 12.00 12 0 1 5 0 0 0 1 0 1 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................TTGGATGCTCTCAGTATTGGTT.......................................................................... 22 0 1 12.00 12 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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..................................................................................................................TTGGATGCTCTCAGTATTGGTTATTT...................................................................... 26 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................TGCTCTCAGTATTGGTTATTG...................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................ATTGCAAGGCGTTGGATGCTCTCAGTG................................................................................ 27 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TCTGCGTCGTTCATCGTAGCAAATGTTAGGCGCTTTCACGTCAGCGTCTTAAAAGGCCGCCCCGAAGACCGAATTGGTTACACCGTGAAGGTTACTCTTTAGTTAACGTTCCGCAACCTACGAGAGTCATAACCAATAACCGCTCTAACCGGGGCCCTGTCGTAATGATCTGTCAAGGCTAGTCAGGCGTGATTTGGGGAGGGCGAAATC

****************************************************************........(((.(((((((((((((((((..(((((((.................))))))))))...)).)))))))))..))).)))*********************************************************
Read
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Total
Norm Total

SRR031702
2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR031701
Total small
RNAs from
r2d2
heterozygous
flies

SRR031703
Total
small
RNAs from
r2d2
homozygous
flies

SRR029608
total small
RNAs from
hen1
heterozygous
flies

SRR029633
total
small
RNAs from
hen1
homozygous
flies

SRR031692
Total
small
RNAs
from
Oregon R

GSM609222
ML-
DmBG1-C1

SRR351333
age: 2-
3dgender:
male:female
=
1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR065804
Piwi-
IP_zuc_H-
Y_ovaries

V086
female
body,
aged

SRR010954
Aub trans-
heterozygotes,
oxidized

GSM609217
MLDmD20c5

V0632
wt
ovary
AGO1-
IP,
reseq
AGO1

GSM467730
Dmel_r2d2_sRNAseq

V073
mbn2

SRX247213

FLAG-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO2

V091
fGS/OSS
total
Â

SRR317112
genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

GSM467731
Dmel_loq_sRNAseq

V133
Sg4

SRR031704
2'-O-
methylated
small
RNAs from
r2d2
homozygous
flies

SRR031700
2'-O-
methylated
small
RNAs from
dcr-2
homozygous
flies

V008
S2-
DRSC

V080
Starvation,
female
head

GSM379064
Vasa
Mutant

V074
S3

GSM609225
ML-
DmBG3-C2

SRR001349
heterozygous_dcr-
2_untreated

SRR001341
WT_males_non-
beta-
eliminated

GSM628271
r2d2[1]
ovary
total
RNA Â¬â
€

SRR010953
Aub
heterozygotes,
oxidized

SRR010959
Ago3 IP in
heterozygotes
AGO3

GSM609227
CMEW1
Cl.8+
cell

GSM180330
very
early
embryo
(0-1)

GSM467729
Dmel_wt_sRNAseq

GSM399106
female
body #2

SRR097866
Drosophila
S2-NP
cells

GSM609240
IR+ 2-
18hr

GSM609218
Sg4

V037
Felix
sample
+mirtrons

V0662
r2d2
ovary,
AGO1-
IP,
reseq
AGO1

V079
Oxidation,
female
head

V131
ML-
DmD16-
c3

GSM609223
male,
one day

V092
dcr-
2[G31R]
male
total
RNA Â

GSM609224
female,
one day

SRR001347
ago2_untreated

SRR031698
2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM379065
Zuc
Heterozygote

GSM360256
1st
instar #1

SRR031693
2'-O-
methylated
small
RNAs from
Oregon R

SRR065153
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
armi
ovaries

SRR065154
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

V003
dsDcr-1
(katsutomo
RNA)

GSM609233

r2d2[1],
ovary,
AGO1IP
AGO1

GSM371638
S2-NP

V141
Heat_female_body

GSM609232
r2d2[1]
ovary
total
RNA Â¬â
€

V093
loqs-KO,
40A;
loqs-PB
rescue/TM3
Â male
total RNA

GSM609234
CS
Â male
total
RNA Â

SRR001339
WT_females_non-
beta-
eliminated

SRR001340
IR_beta-
eliminated

SRR032152
Ago1-
associated
small
RNAs from
Oregon R
AGO1

SRR060643
A2_testes_total

SRR351332
age: 2-
3dgender:
male:female
=
1:1tissue:
whole
flygenotype:
control
wild type
(w, 5905)

V078
Desiccation,
female head

V139
Cold_female_body

SRR010957
Aub IP in
Ago3 trans-
heterozygotes

SRR341117
transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609226
CMEW1
Cl.8+
cell

SRR001348
ago2_oxidized

SRR298711
strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

V015
DreRFHV148h

V0642
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AGO1-
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reseq
AGO1

SRR032093
ago1
knockdown

SRR097865
Drosophila
S2-NP
cells

GSM609239
IR- 2-
18hr

SRR065155
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bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

V012
Dcr2 male
(Katsutomo,
whole fly?
)

V085
CME
W2
wing
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GSM609237

ago2[414]
ovary
total
RNA

GSM609250
ML-DmD32
cell

V129
ML-
DmBG1-
c1

GSM609242
s2+48 #2

GSM360262
0-2d
pupae

SRR060645
yw67c23(2)_testes_total

GSM609230
CS,ovary,AGO1IP
AGO1

V146
S1
cell

SRR029029
dcr-1
knockdown

SRR317114
genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM343832
S2R+
cell

GSM609248
ML-DmD9
cell

V038
Felix
sample
S2
only

V136
Male
aged
body

...........................................................CCCCGAAGACCGAATTGGT.................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................GAGTCATAACCAATAACCGCTCT................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................CCGTGAAGGTTACTCTTTAGTT.......................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................................TAGTCAGGCGTGATTTGGGGA.......... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................AAAGGCTAGTCAGGCGTGATTT............... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................ATTGGTTACACCGTGAAGGTTA.................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................GCAAATGTTAGGCGCTTTCAC........................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................CGAAGACCGAATTGGTTACA................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Type Alignment

dm3 chr3R:27444032-27444241 + dme_422 confident AGACGCAGCAAG-T-----------AGCATCGTTTACA--------------ATC------CGCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAGA--------------------------------------------C--AGT------------TCCGATCAGTCCGCACTA-AA------CCC-CTC---CCGCTTTAG
droSim2 3r:26724006-26724214 + dsi_32457 confident AGACGCAGCA-G-T-----------AGCAACGTTTACA--------------ATC------CGCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAGA--------------------------------------------C--AGT------------TCCGATCAGTCCGCACTA-AA------CCC-CTC---CCGATTTAG
droSec2 scaffold_2807:1075-1283 + dse_1845 candidate AGACGCAGCA-G-T-----------AGCAACGTTTACA--------------ATC------CGCGAAAGTGC----------------CG------TCGCAGAA---TTT------TCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAGA--------------------------------------------C--AGT------------TCCGATCAGTCCGCACTA-AA------CCC-CTC---CCGATTTAG
droYak3 3R:28380146-28380356 + dya_1797 candidate-

rescued
AGACGCAGCAAG-T-----------AGCAACGTTTGTA--------------ATC------CGCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACCAGA--------------------------------------------C--CGT------------TCCGATTAGTCCGAATTA-AA------CCCCCTT---CCGATCTAG

droEre2 scaffold_4820:530465-530675
-

der_1522 candidate-
rescued

AGACGCAGCAAG-T-----------AGCAACGTCTACA--------------ATC------CGCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGGCAGCATAACTAGA--------------------------------------------C--AGT------------TCCGATCAGTCCGCACTA-AA------CCCTCTC---CCGATTTAG

droEug1 scf7180000409488:463408-
463612 -

AGACGCAGCAAG-T-----------AGCAACGT-TACA--------------AAT------CGCGAAAGTGC----------------------------AGAA---TTT------TCCGGCC-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGACAGCATTTCTAAG--------------------------------------------C--AGT------------TTCGTTCAGTCCGAGTTA-AA------ACTCCCC---TCGATTTAG

droBia1 scf7180000302035:101871-
102097 +

AGACGCAGCAAG-------------AGCAACGTTTTG---------------AAT------CGCGAAAGTGC----------------AGTCGGCGTAGCAGAC---TTTC-CTCCTCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCTGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGTCACTAGG-------------------TCTAGG-------------------C--AGT------------TCCGATCAGTCCGAGTTA-AA------CCC-C-CCGTTCGATTTAG

droTak1 scf7180000415712:510626-
510859 +

AGACGCAGCAAA-AAGC--------AGCAACGTTTTCC---ACTTCCAT----TTCCCGACCGCGAAAGTGC----------------------------AGAT---TTTCCCTTTTCCCGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGTTTGGCCCCGAGGCAGCATAACTATA-------------------TCTAG--------------ATCC----GGGT------------TCCGATCAGTCCGAGTTA-AA------CCC-C-C---TCGATTTAG

droEle1 scf7180000491194:1479812-
1480049 +

AGACGCAGCAAATT-----------AGCAACGTTTGTA--------------AAT------CGCGAAAGTGC----------------T--CGGAGTCTCAGAC---TTT------TTTGGCG-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGACGTTGGATGCTCTCAGTATTGGTTATTGGCAAGATTGGCCCCGAGACA-----------GCAGTATTC-T-A----------GGCACTTGGATACCAATCCAAT--AGT------------TCCGATCAGTCCGACTTTAAT------ACC-CTC---CCGATTTAG

droRho1 scf7180000779322:264785-
265023 -

AGACGCAGCAAG-T-----------AGCAACGTTTGTA--------------AAT------CGAGAAAGTGCTTGGGGACGCGGTCGCAG------TCGCAGAC---TTT------TCCGGCG-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATAGGCCCCTAGGCA-----------GCAATATTA--------------GGCACTGG-------TACCCAT--AGT------------TCCGATCAGTCCGAATTA-AA------CCC-CTT---CCGATTTAG

droFic1 scf7180000454114:125751-
125977 +

AGTCGCAGCCAG-T-----------AGCAACAGTAAAA--------------AAT------CGCGAAAGTGC----------------AG------TCGAAGAG---TTT------ACCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGGCA-----------GCGGTATTG--------------GGCACTAG-------ACCCTAT--AGT------------TCCGATCAGTCCGAATTT-GAACCCAACA--CCC---CTGATTTAG

droKik1 scf7180000302810:681789-
682024 +

AGACGCAGCCTAAGAGCCAAACAGAGACAAAA------AACACAACCGTAAGAATCGCGAGTGGGAAAGAGT---G------------GG------ACGCGGTG----TA------TCCGGCGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGGAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCCAGGCA-----------GCTATAGTT-G---------------------------------T--TGT------------TCCGCTTAGTCCGAGT-A-AT------TTT-CCC---CCAATTTAG

droAna3 scaffold_12911:3664247-
3664472 -

dan_200 candidate-
rescued

AGAGTAAGCCGG-A-----------AGCAACAA--ACCATCCGTACCGGAAGAAT------CGCGAT----C----------------AG------TGGCAGAAAAGTTA------TACGGCG-GGCGATTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGGCCCGAGACA-----------ACTGTTGTC-C-ACCCAC-TCTAGT-------------------C--CGT------------TC----------TAGTTT-GACTC---TCG-CCC---CCCTTTGAA

droBip1 scf7180000396640:523293-
523516 -

AGAGTAAGCCGG-A-----------AGCAACAATTC--ATCGAAACCGGAAGATT------CGCGAT----C----------------AG------TGGCAGAAAAGTTA------TACGGCG-GGCGACTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCCTTGGATGCTCTCAGTATTGGTTTTTGGCGAGATTGGCCCCGCGGCA-----------ACTGTTGTC-T-ACC-----------------------------C--AGT------------CTAGTCCATTCTAGGTTG-CC------CCT-TTA---CCGCTCCGA

dp5 2:16675546-16675698 - dps_3828 confident ----------------------------------------------------------------------------------------------------------------------------GGGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCA-----------GCTATAAGA-GTTACAA---------------------------T--TGT------------AAAGATAGATTAGCGCTT-AA------GCA-TGT---CCGA---GG
droPer2 scaffold_0:3721652-3721804 + dpe_2482 confident ----------------------------------------------------------------------------------------------------------------------------GGGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCA-----------GCTATAAGA-GTTACAA---------------------------T--TGT------------AAAGATAGATTAGCGCTT-AA------GCA-TGT---CCGA---GG
droWil2 scf2_1100000004902:9400240-

9400383 +
dwi_5416 confident -------------------------------------------------------------------------------------------------------------------------------GCTTCTAGCTTAATCAATGCGACACTTCCAATGAGGAATCCATTCGAAATCGTTGGATGATATCAGTATTGGTTATTGGCGAGAAGCATCTAAAAGCA-----------GCTTTAAGT-T-AACAAA--------------------------C--AAT------------T-AGATTGTTAAGCAT----------------TA---TAAGTTAAG

droVir3 scaffold_13047:9559431-
9559595 -

dvi_24635 confident ----------------------------------------------------------------------------------------------------------------------------GGGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGAAGAACCCAAACACA-----------GCTATAAGA-A-ACCAAA-AAT------------------AAAATAAACA------------ACAAAAGACACCTAACAA-AA------TAG-CAT---AAGTTTTAA

droMoj3 scaffold_6540:7667619-
7667784 -

dmo_270 confident ----------------------------------------------------------------------------------------------------------------------------GAGTTTTCTAGCTTAACCAATGTGGCACCTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAATATTGGTTATTGGCCAGAAGAGCTCAAACACA-----------GCTATAAGA-A-ACGAAACCAT------------------CAAATATATG------------ATATAAACTCTGAAATTA-AA------TAG-CAT---AGATTTTAA

droGri2 scaffold_14906:2448906-
2449065 -

dgr_463 candidate-
rescued

----------------------------------------------------------------------------------------------------------------------------GGGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTTGCAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGATGAATCCAAACACA-----------GCAATAATTAAAACCAA---------------------ATAC----AACAACAAAAAACTGTAAAATATAGTATAAGT------------------------TTTTAA

Generated: 10/20/2015 at 07:46 PM

This is one of two miRNAs previously identified in the 5’UTR of pasha. 
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dme_422
Species Read alignment
dm3 GCGGG-GCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGA 

.....-...(((.(((((((((((((((((..(((((((.................))))))))))...)).)))))))))..))).))) Size Hits Total Norm Total Norm RPM

................TAACCAATGTGGCACTTCCAATGAGA................................................ 26 1 196.00 0.54

.................................................TGCAAGGCGTTGGATGCTCTCAGTAT............... 26 1 127.00 0.61

............................................TCAATTGCAAGGCGTTGGATGCTCT..................... 25 1 99.00 0.33

.................................................TGCAAGGCGTTGGATGCTCTCAGT................. 24 1 78.00 0.39

.................................................TGCAAGGCGTTGGATGCTCTCAGTA................ 25 1 76.00 0.62

..........................................AATCAATTGCAAGGCGTTGGATGC........................ 24 1 59.00 0.20

...........................................ATCAATTGCAAGGCGTTGGATGCTCT..................... 26 1 53.00 0.23

................TAACCAATGTGGCACTTCCAATGAGAAA.............................................. 28 1 46.00 0.30

..........................................AATCAATTGCAAGGCGTTGGATGCTCT..................... 27 1 42.00 0.26

............................................TCAATTGCAAGGCGTTGGATGCTC...................... 24 1 39.00 0.20

..........................................AATCAATTGCAAGGCGTTGGATGCTC...................... 26 1 35.00 0.19

................TAACCAATGTGGCACTTCCAATGAG................................................. 25 1 23.00 0.09

.................................................TGCAAGGCGTTGGATGCTCTCAGTATT.............. 27 1 23.00 0.19

................................................TTGCAAGGCGTTGGATGCTCTCAGT................. 25 1 19.00 0.36

............................................TCAATTGCAAGGCGTTGGATGCTCTC.................... 26 1 16.00 0.17

..............................................AATTGCAAGGCGTTGGATGCTCTCAGT................. 27 1 13.00 0.14

..............................................AATTGCAAGGCGTTGGATGCTCTC.................... 24 1 13.00 0.21

................TAACCAATGTGGCACTTCCAATGA.................................................. 24 1 13.00 0.11

..............................................AATTGCAAGGCGTTGGATGCTCTCAG.................. 26 1 12.00 0.10

..........................................................TTGGATGCTCTCAGTATTGGTT.......... 22 1 12.00 0.12

................TAACCAATGTGGCACTTCCAAT.................................................... 22 1 10.00 0.10

..............................................AATTGCAAGGCGTTGGATGCTCT..................... 23 1 10.00 0.12

................................................TTGCAAGGCGTTGGATGCTCTCAGTA................ 26 1 10.00 0.18

.............................................CAATTGCAAGGCGTTGGATGCTCT..................... 24 1 10.00 0.13

..................................................................TCTCAGTATTGGTTATTGG..... 19 1 10.00 0.09

...............................................ATTGCAAGGCGTTGGATGC........................ 19 1 10.00 0.09

................................................TTGCAAGGCGTTGGATGCTCTCAGTAT............... 27 1 10.00 0.21

................TAACCAATGTGGCACTTCCA...................................................... 20 1 10.00 0.09

..........................................................TTGGATGCTCTCAGTATTGGTTATT....... 25 1 9.00 0.07

................TAACCAATGTGGCACTTCCAATG................................................... 23 1 9.00 0.08

.................................................TGCAAGGCGTTGGATGCTCTC.................... 21 1 9.00 0.18

............................................TCAATTGCAAGGCGTTGGATGCTCTCAG.................. 28 1 8.00 0.07

..............................................AATTGCAAGGCGTTGGATG......................... 19 1 8.00 0.60

...............................................ATTGCAAGGCGTTGGATGCTCTCAGTA................ 27 1 8.00 0.16

.................................................TGCAAGGCGTTGGATGCTCTCA................... 22 1 8.00 0.09

..........................................................TTGGATGCTCTCAGTATTGGT........... 21 1 8.00 0.13

..............................................AATTGCAAGGCGTTGGATGCTCTCA................... 25 1 8.00 0.18

...........................................ATCAATTGCAAGGCGTTGGATGCTC...................... 25 1 7.00 0.06

............................................TCAATTGCAAGGCGTTGGATGC........................ 22 1 7.00 0.11

...............................................ATTGCAAGGCGTTGGATGCTCTCAGT................. 26 1 7.00 0.42

............................................TCAATTGCAAGGCGTTGGATGCTCTCA................... 27 1 7.00 0.10

.............................................CAATTGCAAGGCGTTGGATGCTCTCA................... 26 1 6.00 0.13

..........................................AATCAATTGCAAGGCGTTGG............................ 20 1 6.00 1.46

.................................................................CTCTCAGTATTGGTTATTGG..... 20 1 6.00 0.07

........................................GAAATCAATTGCAAGGCGTTGGATGC........................ 26 1 6.00 0.12

.....................................................AGGCGTTGGATGCTCTCAGTAT............... 22 1 6.00 0.96

...........................................ATCAATTGCAAGGCGTTGGATG......................... 22 1 5.00 0.13

.................................................TGCAAGGCGTTGGATGCTCTCAG.................. 23 1 5.00 0.08

.......................................AGAAATCAATTGCAAGGCGTTGG............................ 23 1 5.00 0.06

...............................................................TGCTCTCAGTATTGGTTATTGG..... 22 1 5.00 0.08

...........................................ATCAATTGCAAGGCGTTGGATGC........................ 23 1 5.00 0.09

..................................................................TCTCAGTATTGGTTATTG...... 18 1 5.00 0.51

..........................................AATCAATTGCAAGGCGTTGGAT.......................... 22 1 5.00 0.48

..........................................AATCAATTGCAAGGCGTTGGA........................... 21 1 4.00 0.33

...........................................ATCAATTGCAAGGCGTTGGATGCTCTC.................... 27 1 4.00 0.06

...........................................ATCAATTGCAAGGCGTTGGATGCTCTCA................... 28 1 4.00 0.82

................................................TTGCAAGGCGTTGGATGC........................ 18 1 4.00 0.32

................TAACCAATGTGGCACTTCCAATGAGAA............................................... 27 1 4.00 0.05

..............................................AATTGCAAGGCGTTGGATGCT....................... 21 1 4.00 0.12

................TAACCAATGTGGCACTTCCAATGAGAAAT............................................. 29 1 4.00 0.07

...............................................ATTGCAAGGCGTTGGATGCTCTC.................... 23 1 4.00 0.08

..........................................................TTGGATGCTCTCAGTATTGGTTAT........ 24 1 4.00 0.10

....................................................AAGGCGTTGGATGCTCTC.................... 18 1 3.00 0.60

.................................................TGCAAGGCGTTGGATGCT....................... 18 1 3.00 0.09

........................................GAAATCAATTGCAAGGCGTTGGATG......................... 25 1 3.00 0.04

........................................................CGTTGGATGCTCTCAGTATT.............. 20 1 3.00 0.58

.............................................CAATTGCAAGGCGTTGGATGCTC...................... 23 1 3.00 0.09

..................................................................TCTCAGTATTGGTTATTGGT.... 20 1 3.00 0.06

..............................................AATTGCAAGGCGTTGGAT.......................... 18 1 3.00 0.20

...............................................ATTGCAAGGCGTTGGATG......................... 18 1 3.00 0.12

..........................................................TTGGATGCTCTCAGTATTGGTTATTGG..... 27 1 3.00 0.04

...............TTAACCAATGTGGCACTTCCAATGAGA................................................ 27 1 3.00 0.10

................TAACCAATGTGGCACTTCCAA..................................................... 21 1 3.00 0.21

..................................................GCAAGGCGTTGGATGCTCT..................... 19 1 3.00 0.29

...........................................ATCAATTGCAAGGCGTTGGATGCT....................... 24 1 3.00 0.07

.......................................AGAAATCAATTGCAAGGCGTTGGAT.......................... 25 1 3.00 0.07

........................................................CGTTGGATGCTCTCAGTAT............... 19 1 3.00 0.29

..........................................AATCAATTGCAAGGCGTTGGATG......................... 23 1 3.00 0.04

................TAACCAATGTGGCACTTCC....................................................... 19 1 3.00 0.62

....................................................AAGGCGTTGGATGCTCTCAGTATTGG............ 26 1 3.00 0.07

...........................................................TGGATGCTCTCAGTATTGGTTAT........ 23 1 3.00 0.19

..................ACCAATGTGGCACTTCCAATGAGA................................................ 24 1 2.00 2.69

.........................................................GTTGGATGCTCTCAGTAT............... 18 1 2.00 0.19

.....................................................AGGCGTTGGATGCTCTCAGTATTGGT........... 26 1 2.00 0.22

................................................TTGCAAGGCGTTGGATGCTCTCAGTATT.............. 28 1 2.00 0.04

.........................................AAATCAATTGCAAGGCGTTGG............................ 21 1 2.00 0.19

................................................TTGCAAGGCGTTGGATGCTCTCAGTT................ 26 1 2.00 0.27

.........................................AAATCAATTGCAAGGCGTTGGATGCTC...................... 27 1 2.00 0.56

................TAACCAATGTGGCACTTCCAATGAGT................................................ 26 1 2.00 0.07

.................................................TGCAAGGCGTTGGATGCTCTCAA.................. 23 1 2.00 0.39

................................................TTGCAAGGCGTTGGATGCTCTCAA.................. 24 1 2.00 0.07

............................................TCAATTGCAAGGCGTTGGATG......................... 21 1 2.00 0.04

................................................TTGCAAGGCGTTGGATGCTCTCAG.................. 24 1 2.00 0.07

...................................................CAAGGCGTTGGATGCTCT..................... 18 1 2.00 0.15

............................................TCAATTGCAAGGCGTTGGA........................... 19 1 2.00 0.19

..................................................................TCTCAGTATTGGTTATTGT..... 19 1 2.00 0.07

.................................................TGCAAGGCGTTGGATGCTCT..................... 20 1 2.00 0.17

.........................................AAATCAATTGCAAGGCGTTGGATGC........................ 25 1 2.00 0.32

.......................................AGAAATCAATTGCAAGGCGTTGGA........................... 24 1 2.00 0.05

.....................................................AGGCGTTGGATGCTCTCAGTA................ 21 1 2.00 0.14

............................................TCAATTGCAAGGCGTTGGAT.......................... 20 1 2.00 0.21

..................................................GCAAGGCGTTGGATGCTC...................... 18 1 2.00 0.19

..............................................AATTGCAAGGCGTTGGATGCTC...................... 22 1 2.00 0.53

..............................................AATTGCAAGGCGTTGGATGC........................ 20 1 2.00 0.05

.......................TGTGGCACTTCCAATGAGAA............................................... 20 1 1.00 0.56

...................................................CAAGGCGTTGGATGCTCTCAG.................. 21 1 1.00 0.19

...................................................CAAGGCGTTGGATGCTCTCAGTATTG............. 26 1 1.00 0.50

.....................................................AGGCGTTGGATGCTCTCAGTATTGG............ 25 1 1.00 0.05

.........................................AAATCAATTGCAAGGCGTTGGA........................... 22 1 1.00 0.50

...................................................................CTCAGTATTGGTTATTGG..... 18 1 1.00 0.07

........................................................CGTTGGATGCTCTCAGTATTGGTTATTG...... 28 1 1.00 0.05

............................................TCAATTGCAAGGCGTTGGATGCTCTCAGA................. 29 1 1.00 0.04

.......................TGTGGCACTTCCAATGAGA................................................ 19 1 1.00 0.14

..........................................................TTGGATGCTCTCAGTATTGG............ 20 1 1.00 0.13

.......................TGTGGCACTTCCAATGAGAAA.............................................. 21 1 1.00 0.07

..................................................GCAAGGCGTTGGATGCTCTCAG.................. 22 1 1.00 0.10

............................................TCAATTGCAAGGCGTTGGATGCTT...................... 24 1 1.00 1.37

............................................TCAATTGCAAGGCGTTGGAC.......................... 20 1 1.00 0.04

........................................GAAATCAATTGCAAGGCGTTGGAT.......................... 24 1 1.00 0.28

......................ATGTGGCACTTCCAATGAGAA............................................... 21 1 1.00 0.35

..................................................GCAAGGCGTTGGATGCTCTCAGTATTGG............ 28 1 1.00 0.64

.........TCTGGCTTAACCAATGTGGCACTTCC....................................................... 26 1 1.00 0.04

.................AACCAATGTGGCACTTCCAATGAGAAAT............................................. 28 1 1.00 0.04

....................................ATGAGAAATCAATTGCAAGGC................................. 21 1 1.00 0.04

............................................TCAATTGCAAGGCGTTGGATGCTA...................... 24 1 1.00 0.50

.....................................................AGGCGTTGGATGCTCTCA................... 18 1 1.00 0.10

......................................GAGAAATCAATTGCAAGGCGTTG............................. 23 1 1.00 0.25

...............................................ATTGCAAGGCGTTGGATGCT....................... 20 1 1.00 0.33

..........................................................TTGGATGCTCTCAGTATTGGTA.......... 22 1 1.00 0.06

...........................................................TGGATGCTCTCAGTATTGGTTATT....... 24 1 1.00 0.04

....................................................AAGGCGTTGGATGCTCTCAGTAT............... 23 1 1.00 0.10

....................................................AAGGCGTTGGATGCTCTCA................... 19 1 1.00 0.05

...........................................................TGGATGCTCTCAGTATTGGTTATTG...... 25 1 1.00 0.04

................TAACCAATGTGGCACTTC........................................................ 18 1 1.00 0.11

.....................AATGTGGCACTTCCAATGAGAAATC............................................ 25 1 1.00 0.24

................................................TTGCAAGGCGTTGGATGCT....................... 19 1 1.00 0.04

..................................................................TCTCAGTATTGGTTATTT...... 18 1 1.00 0.40

....................................ATGAGAAATCAATTGCAAGGCGTTGGATGC........................ 30 1 1.00 0.29

......................................GAGAAATCAATTGCAAGGCGTTGGA........................... 25 1 1.00 0.35

................................................TTGCAAGGCGTTGGATGCTCTCAT.................. 24 1 1.00 0.10

....................................ATGAGAAATCAATTGCAAGGCGTTGG............................ 26 1 1.00 0.07

................TAACCAATGTGGCACTTCCAATGAGAAATCAATT........................................ 34 1 1.00 0.41

.....................AATGTGGCACTTCCAATGA.................................................. 19 1 1.00 0.08

................................................TTGCAAGGCGTTGGATGCTCT..................... 21 1 1.00 0.04

.....................................................AGGCGTTGGATGCTCTCAGT................. 20 1 1.00 0.14

..................................................GCAAGGCGTTGGATGCTCTCA................... 21 1 1.00 0.04

..........................................................TTGGATGCTCTCAGTATTGGTTATTT...... 26 1 1.00 0.23

...............................................................TGCTCTCAGTATTGGTTATTG...... 21 1 1.00 0.05

...............................................ATTGCAAGGCGTTGGATGCTCTCAGTG................ 27 1 1.00 0.20

.....................................TGAGAAATCAATTGCAAGGCGTTGGA........................... 26 1 1.00 0.05

................TAACCAATGTGGCACTTCCAATGAGAAT.............................................. 28 1 1.00 0.04

........................................................CGTTGGATGCTCTCAGTATTGGTTATT....... 27 1 1.00 0.05

..................................................GCAAGGCGTTGGATGCTCTCAGTA................ 24 1 1.00 0.20

....................CAATGTGGCACTTCCAATGA.................................................. 20 1 1.00 0.04

..............................................AATTGCAAGGCGTTGGATGCTCTCAGTA................ 28 1 1.00 0.04

....................................ATGAGAAATCAATTGCAAGGCG................................ 22 1 1.00 0.29

...............................TTCCAATGAGAAATCAATTGCAAGGCG................................ 27 1 1.00 0.77

..............................................AATTGCAAGGCGTTGGATGCTCTCAA.................. 26 1 1.00 0.05

................TAACCAATGTGGCACTTCCAATGAA................................................. 25 1 1.00 0.62

........................................GAAATCAATTGCAAGGCGTTG............................. 21 1 1.00 0.88

..........................................AATCAATTGCAAGGCGTTGGATGCTCTC.................... 28 1 1.00 0.54

.....................AATGTGGCACTTCCAATGAGA................................................ 21 1 1.00 0.43

................................................................GCTCTCAGTATTGGTTATTGG..... 21 1 1.00 0.07

.................AACCAATGTGGCACTTCCAATGAGA................................................ 25 1 1.00 0.44
Total 1441.00 1.17

droSim2 GCGGG-GCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGA 
.....-...(((.(((((((((((((((((..(((((((.................))))))))))...)).)))))))))..))).))) Size Hits Total Norm Total Norm RPM

................TAACCAATGTGGCACTTCCAATGAGA................................................ 26 1 41.00 0.41

..........................................................TTGGATGCTCTCAGTATTGGTT.......... 22 1 4.00 0.12

..........................................................TTGGATGCTCTCAGTATTGG............ 20 1 2.00 0.10

....................................................AAGGCGTTGGATGCTCTCAGTATTGGT........... 27 1 2.00 0.04

................................................TTGCAAGGCGTTGGATGC........................ 18 1 2.00 0.10

...........................................................TGGATGCTCTCAGTATTGGTTATTGGC.... 27 1 1.00 0.03

................TAACCAATGTGGCACTTCC....................................................... 19 1 1.00 0.07

................................................TTGCAAGGCGTTGGATGCT....................... 19 1 1.00 0.05

................TAACCAATGTGGCACTTCCA...................................................... 20 1 1.00 0.03

............................................TCAATTGCAAGGCGTTGGATGCTCTC.................... 26 1 1.00 0.03

.....................................................AGGCGTTGGATGCTCTCAGTATTGGT........... 26 1 1.00 0.08

................TAACCAATGTGGCACTTCCAATGAG................................................. 25 1 1.00 0.06

................TAACCAATGTGGCACTTCCAATG................................................... 23 1 1.00 0.08

..........................................AATCAATTGCAAGGCGTTGGATGC........................ 24 1 1.00 0.08

.....................................................AGGCGTTGGATGCTCTC.................... 17 1 1.00 0.05

................TAACCAATGTGGCACTTCCAATGA.................................................. 24 1 1.00 0.08

.................................................TGCAAGGCGTTGGATGCTCC..................... 20 1 1.00 0.05

...........................................ATCAATTGCAAGGCGTTGGATGC........................ 23 1 1.00 0.08

...............................................ATTGCAAGGCGTTGGATGC........................ 19 1 1.00 0.08

.............................................CAATTGCAAGGCGTTGGATGCTCTCAG.................. 27 1 1.00 0.05

..........................................AATCAATTGCAAGGCGTTGGATGCTC...................... 26 1 1.00 0.05

.......................TGTGGCACTTCCAATGAGAAA.............................................. 21 1 1.00 0.28

..................................................................TCTCAGTATTGGTTATTG...... 18 1 1.00 0.05

..........................................................TTGGATGCTCTCAGTATTGGTTATT....... 25 1 1.00 0.28

................TAACCAATGTGGCACTTCCAATGAGAA............................................... 27 1 1.00 0.06

....................................................AAGGCGTTGGATGCTCTC.................... 18 1 1.00 0.08

.................AACCAATGTGGCACTTCCAATGAGA................................................ 25 1 1.00 0.03

.....................................................AGGCGTTGGATGCTT...................... 15 7 0.14 0.01
Total 73.14 0.34

droSec2 GCGGG-GCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGA 
.....-...(((.(((((((((((((((((..(((((((.................))))))))))...)).)))))))))..))).))) Size Hits Total Norm Total Norm RPM

..........................................................TTGGATGCTCTCAGTATTGGTTATT....... 25 2 1.00 0.03

...........................................................TGGATGCTCTCAGTATTGGTTAT........ 23 2 1.00 0.06

......................ATGTGGCACTTCCAATGAGAT............................................... 21 2 0.50 0.03

.................................................TGCAAGGCGTTGGATGCTC...................... 19 2 0.50 0.03

..............................................AATTGCAAGGCGTTGGATG......................... 19 2 0.50 0.03

...............................................................TGCTCTCAGTATTGGTTATTGG..... 22 2 0.50 0.03

..........................................................TTGGATGCTCTCAGTATTGGT........... 21 2 0.50 0.03

................................................TTGCAAGGCGTTGGATGCTCTCA................... 23 2 0.50 0.03

......................................GAGAAATCAATTGCAAGGCGTTGGA........................... 25 2 0.50 0.03

..........................................................TTGGATGCTCTCAGTATTGGTTT......... 23 2 0.50 0.03

................TAACCAATGTGGCACTTCCAATG................................................... 23 2 0.50 0.03

...........................................................TGGATGCTCTCAGTATTGGTTATT....... 24 2 0.50 0.03
Total 7.00 0.10

droYak3 GCGGG-GCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGA 
.....-...(((.(((((((((((((((((..(((((((.................))))))))))...)).)))))))))..))).))) Size Hits Total Norm Total Norm RPM

................TAACCAATGTGGCACTTCCA...................................................... 20 1 3.00 0.06

................TAACCAATGTGGCACTTCCAATGAGAAA.............................................. 28 1 2.00 0.04

................TAACCAATGTGGCACTTCCAATGAGA................................................ 26 1 2.00 0.04

................TAACCAATGTGGCACTTCC....................................................... 19 1 2.00 0.09

................TAACCAATGTGGCACTTCCAATGAGAA............................................... 27 1 2.00 0.04

..........................................................TTGGATGCTCTCAGTATTGGTTT......... 23 1 1.00 0.17

..............................................AATTGCAAGGCGTTGGATGCT....................... 21 1 1.00 0.17

................TAACCAATGTGGCACTTCCAATGA.................................................. 24 1 1.00 0.04

................TAACCAATGTGGCACTTCCAAT.................................................... 22 1 1.00 0.05

..........................................................TTGGATGCTCTCAGTATTGGTC.......... 22 1 1.00 0.17

..........................................................TTGGATGCTCTCAGTATTGGTTAT........ 24 1 1.00 0.05

...........................................................TGGATGCTCTCAGTATTGGTTAT........ 23 1 1.00 0.24

................................................TTGCAAGGCGTTGGATGCTCT..................... 21 1 1.00 0.17

..........................................................TTGGATGCTCTCAGTATTGGTTATT....... 25 1 1.00 0.37

.......................................AGAAATCAATTGCAAGGCGTTGG............................ 23 1 1.00 0.05

..........................................................TTGGATGCTCTCAGTATTGGTT.......... 22 1 1.00 0.17

............................................TCAATTGCAAGGCGTTGGATGCTC...................... 24 1 1.00 0.05
Total 23.00 0.37

droEre2 GCGGG-GCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGA 
.....-...(((.(((((((((((((((((..(((((((.................))))))))))...)).)))))))))..))).))) Size Hits Total Norm Total Norm RPM

..........................................................TTGGATGCTCTCAGTATTGGTT.......... 22 1 4.00 0.18

...........................................................TGGATGCTCTCAGTATTGGTTAT........ 23 1 3.00 0.13

..........................................................TTGGATGCTCTCAGTATTGGT........... 21 1 2.00 0.09

..........................................................TTGGATGCTCTCAGTATTGGTTATTGGT.... 28 1 2.00 0.37

................TAACCAATGTGGCACTTCCA...................................................... 20 1 1.00 0.08

................TAACCAATGTGGCACTTCCAATG................................................... 23 1 1.00 0.05

..................................................GCAAGGCGTTGGATGCTCTCA................... 21 1 1.00 0.03

..................................................................TCTCAGTATTGGTTATTG...... 18 1 1.00 0.05

....................................ATGAGAAATCAATTGCAAGGCGTT.............................. 24 1 1.00 0.05

.................................................................CTCTCAGTATTGGTTATTGG..... 20 1 1.00 0.03

............................................................GGATGCTCTCAGTATTGGTTATTG...... 24 1 1.00 0.03

.....................................TGAGAAATCAATTGCAAGGCGTTG............................. 24 1 1.00 0.03

.................................................TGCAAGGCGTTGGATGCTCTCAGTAT............... 26 1 1.00 0.03

..........................................................TTGGATGCTCTCAGTATTGGTTT......... 23 1 1.00 0.05

...............................................................TGCTCTCAGTATTGGTTATTGG..... 22 1 1.00 0.05

..................................................................TCTCAGTATTGGTTATTGG..... 19 1 1.00 0.05

................TAACCAATGTGGCACTTCC....................................................... 19 1 1.00 0.05
Total 24.00 0.31

droAna3 GCGGGCGATTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGA 
.........(((.(((((((((((((((((..((((((((...............)))))))))))...)).)))))))))..))).))) Size Hits Total Norm Total Norm RPM

..........................................................TTGGATGCTCTCAGTATTGGTT.......... 22 1 21.00 0.40

..........................................................TTGGATGCTCTCAGTATTGGT........... 21 1 11.00 0.51

..........................................................TTGGATGCTCTCAGTATTGG............ 20 1 8.00 0.17

................TAACCAATGTGGCACTTCCA...................................................... 20 1 3.00 0.07

..........................................................TTGGATGCTCTCAGTATTGGTTAT........ 24 1 3.00 0.18

..........................................................TTGGATGCTCTCAGTATTGGTTATT....... 25 1 2.00 0.12

................TAACCAATGTGGCACTTCCAAT.................................................... 22 1 2.00 0.07

................TAACCAATGTGGCACTTCCAAC.................................................... 22 1 1.00 0.04

..........................................................TTGGATGCTCTCAGTATTT............. 19 1 1.00 0.06

..............................................................ATGCTCTCAGTATTGGTTATTGG..... 23 1 1.00 0.06

......................................GAGAAATCAATTGCAAGTCGTTGGATG......................... 27 1 1.00 0.06

................TAACCAATGTGGCACTTCCAATGAGAAA.............................................. 28 1 1.00 0.04

...........................................................TGGATGCTCTCAGTATTGGTT.......... 21 1 1.00 0.06

..........................................................TTGGATGCTCTCAGTATTGT............ 20 1 1.00 0.06

...........................................................TGGATGCTCTCAGTATTGGTTAT........ 23 1 1.00 0.06
Total 58.00 0.61

dp5 --GGG-GTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGA 
--...-...(((.(((((((((((((((.((.((((((((...............)))))))).))..))).)))))))))..))).))) Size Hits Total Norm Total Norm RPM

..........................................................TTGGACGTTCTCAGTATTGGTT.......... 22 1 20.00 0.20

................TAACCAATGTGGCACTTCCAATG................................................... 23 1 13.00 0.13

..........................................................TTGGACGTTCTCAGTATTGGTTAT........ 24 1 8.00 0.10

..........................................................TTGGACGTTCTCAGTATTGGT........... 21 1 7.00 0.09

..........................................................TTGGACGTTCTCAGTATTGGTTATT....... 25 1 6.00 0.34

................TAACCAATGTGGCACTTCCA...................................................... 20 1 5.00 0.06

................TAACCAATGTGGCACTTCCAATGA.................................................. 24 1 4.00 0.04

................TAACCAATGTGGCACTTCCAAT.................................................... 22 1 4.00 0.13

..........................................................TTGGACGTTCTCAGTATTGG............ 20 1 2.00 0.03

................TAACCAATGTGGCACTTCCAA..................................................... 21 1 2.00 0.03

................TAACCAATGTGGCACTTCCAATGAAA................................................ 26 1 2.00 0.17

................TAACCAATGTGGCACTTCC....................................................... 19 1 2.00 0.03

..........................................................TTGGACGTTCTCAGTATTGGTTT......... 23 1 2.00 0.03

..........................................................TTGGACGTTCTCAGTATTGGTTA......... 23 1 2.00 0.03

...........................................................TGGACGTTCTCAGTATTGGTTAT........ 23 1 1.00 0.28

................TAACCAATGTGGCACTTCCAATGAA................................................. 25 1 1.00 0.02

................TAACCAATGTGGCACTTCCAATGAAAAA.............................................. 28 1 1.00 0.02

..........................................................TTGGACGTTCTCAGTATTGGTTAA........ 24 1 1.00 0.13

.........................................................GTTGGACGTTCTCAGTATTGGT........... 22 1 1.00 0.02

..........................................AATCAATTACAAGTCGTTGGA........................... 21 1 1.00 0.02

................................................TTACAAGTCGTTGGACGTTCTCAGTA................ 26 1 1.00 0.09

............................................TCAATTACAAGTCGTTGGACGTTC...................... 24 1 1.00 0.02

...........................................................TGGACGTTCTCAGTATTGGTTATT....... 24 1 1.00 0.02

............................................TCAATTACAAGTCGTTGGACGTT....................... 23 1 1.00 0.11

.....................................TGAAAAATCAATTACAAGTCGTTGGAC.......................... 27 1 1.00 0.02

................TAACCAATGTGGCACTTCCAAC.................................................... 22 1 1.00 0.08

.........................................................GTTGGACGTTCTCAGTATTGGTTAT........ 25 1 1.00 0.23

................................................................GTTCTCAGTATTGGTTATTG...... 20 1 1.00 0.02

..........................................................TTGGACGTTCTCAGTATTGGTTATC....... 25 1 1.00 0.08

................TAACCAATGTGGCACTTCCAATGAAAA............................................... 27 1 1.00 0.02

................TAACCAATGTGGCACTTCCAATGAAAAAT............................................. 29 1 1.00 0.16

.................................................TACAAGTCGTTGGACGTTCTC.................... 21 1 1.00 0.08

...............TTAACCAATGTGGCACTTCCA...................................................... 21 1 1.00 0.02

................TAACCAATGTGGCACTTCCAATGAAAAAA............................................. 29 1 1.00 0.08
Total 99.00 0.73

droPer2 --GGG-GTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGA 
--...-...(((.(((((((((((((((.((.((((((((...............)))))))).))..))).)))))))))..))).))) Size Hits Total Norm Total Norm RPM

..........................................................TTGGACGTTCTCAGTATTGGTT.......... 22 1 28.00 0.57

..........................................................TTGGACGTTCTCAGTATTGGT........... 21 1 9.00 0.30

..........................................................TTGGACGTTCTCAGTATTGGTTATT....... 25 1 7.00 0.17

..........................................................TTGGACGTTCTCAGTATTGGTTA......... 23 1 4.00 0.54

................TAACCAATGTGGCACTTCCAATG................................................... 23 1 4.00 0.40

..........................................................TTGGACGTTCTCAGTATTGGTTAT........ 24 1 2.00 0.42

..........................................................TTGGACGTTCTCAGTATTGG............ 20 1 2.00 0.42

...................................................................CTCAGTATTGGTTATTGG..... 18 1 2.00 0.16

................TAACCAATGTGGCACTTCCA...................................................... 20 1 2.00 0.42

................TAACCAATGTGGCACTTCCAA..................................................... 21 1 2.00 0.08

...............................................ATTACAAGTCGTTGGACGTTCT..................... 22 1 1.00 0.08

.............................................CAATTACAAGTCGTTGGACGTTC...................... 23 1 1.00 0.05

................TAACCAATGTGGCACTTCC....................................................... 19 1 1.00 0.39

...........................................................TGGACGTTCTCAGTATTGGTTAT........ 23 1 1.00 0.39

................TAACCAATGTGGCACTTCCAAT.................................................... 22 1 1.00 0.21

..........................................................TTGGACGTTCTCAGTATTGGG........... 21 1 1.00 0.21
Total 68.00 1.05

droWil2 ------GCTTCTAGCTTAATCAATGCGACACTTCCAATGAGGAATCCATTCGAAATCGTTGGATGATATCAGTATTGGTTATTGGCGAGA 
------...(((.(((((((((((((((....((((((((...............)))))))).....)).))))))))))..))).))) Size Hits Total Norm Total Norm RPM

..........................................................TTGGATGATATCAGTATTGGTTATT....... 25 1 11.00 0.14

...............TTAATCAATGCGACACTTCC....................................................... 20 1 7.00 0.09

...............TTAATCAATGCGACACTTCCAATG................................................... 24 1 6.00 0.09

................TAATCAATGCGACACTTCCAATG................................................... 23 1 6.00 0.09

..........................................................TTGGATGATATCAGTATTGGTT.......... 22 1 4.00 0.18

...............TTAATCAATGCGACACTTCCAATGAGGA............................................... 28 1 3.00 0.06

.............................................................GATGATATCAGTATTGGTTATTGG..... 24 1 3.00 0.11

...............TTAATCAATGCGACACTTCCAATGAGGAA.............................................. 29 1 3.00 0.06

...............TTAATCAATGCGACACTTCCA...................................................... 21 1 2.00 0.04

..........................................................TTGGATGATATCAGTATTGGT........... 21 1 2.00 0.09

.......................................AGGAATCCATTCGAAATCGTTGGA........................... 24 1 2.00 0.05

...............TTAATCAATGCGACACTTCCAATGAGG................................................ 27 1 2.00 0.07

...................................................................ATCAGTATTGGTTATTGG..... 18 1 2.00 0.12

................................................................GATATCAGTATTGGTTATTGG..... 21 1 2.00 0.07

..........................................................TTGGATGATATCAGTATTGGTTAT........ 24 1 2.00 0.04

...............................................................TGATATCAGTATTGGTTATTG...... 21 1 1.00 0.06

................TAATCAATGCGACACTTCC....................................................... 19 1 1.00 0.04

..................................................................TATCAGTATTGGTTATTGG..... 19 1 1.00 0.04

...................................AATGAGGAATCCATTCGAAATCGTTGGA........................... 28 1 1.00 0.04

...............TTAATCAATGCGACACTTCCAA..................................................... 22 1 1.00 0.04

................TAATCAATGCGACACTTCCAATGAGG................................................ 26 1 1.00 0.04

..................................................CGAAATCGTTGGATGATATCAGTATTGG............ 28 1 1.00 0.04

........................................................CGTTGGATGATATCAGTATTG............. 21 1 1.00 0.04

...........................................................TGGATGATATCAGTATTGGTTATTG...... 25 1 1.00 0.04

................TAATCAATGCGACACTTCCAAT.................................................... 22 1 1.00 0.04

......................................GAGGAATCCATTCGAAATCGTT.............................. 22 1 1.00 0.06

...............TTAATCAATGCGACACTTCCAAC.................................................... 23 1 1.00 0.06

...............................................................TGATATCAGTATTGGTTATTGGCGAGA 27 1 1.00 0.04

..........................................................TTGGATGATATCAGTATTGG............ 20 1 1.00 0.04

..........................................................TTGGATGATATCAGTATTGGTTA......... 23 1 1.00 0.04

...................................................................ATCAGTATTGGTTATTGGC.... 19 1 1.00 0.04

.................AATCAATGCGACACTTCCA...................................................... 19 1 1.00 0.04

...............................................................TGATATCAGTATTGGTTATTGG..... 22 1 1.00 0.04

.....................................TGAGGAATCCATTCGAAATCGTTGGA........................... 26 1 1.00 0.04

....................................ATGAGGAATCCATTCGAAATC................................. 21 1 1.00 0.04

..........................GACACTTCCAATGAGGAATC............................................ 20 1 1.00 0.04

.....................................TGAGGAATCCATTCGAAATCGTTGGATG......................... 28 1 1.00 0.06

................................................TTCGAAATCGTTGGATGA........................ 18 1 1.00 0.06

...............TTAATCAATGCGACACTTCCAATGAG................................................. 26 1 1.00 0.04

................................................TTCGAAATCGTTGGATGG........................ 18 3 0.33 0.02
Total 81.33 0.86

droVir3 --GGG-TTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGA 
--...-...(((.(((((((((((((((.((.((((((((....((.....))..)))))))).))..))).)))))))))..))).))) Size Hits Total Norm Total Norm RPM

................TAACCAATGTGGCACTTCCAATGAAAAA.............................................. 28 1 62.00 0.32

................TAACCAATGTGGCACTTCCAATGA.................................................. 24 1 51.00 0.28

................TAACCAATGTGGCACTTCCAATGAAA................................................ 26 1 49.00 0.27

..........................................................TTGGATGTTCTCAGTATTGGTTATT....... 25 1 38.00 0.24

................TAACCAATGTGGCACTTCCAAT.................................................... 22 1 37.00 0.19

..........................................................TTGGATGTTCTCAGTATTGGTT.......... 22 1 32.00 0.25

................TAACCAATGTGGCACTTCCAATG................................................... 23 1 25.00 0.23

................TAACCAATGTGGCACTTCCAATGAAAA............................................... 27 1 24.00 0.17

................TAACCAATGTGGCACTTCCAATGAA................................................. 25 1 20.00 0.15

...............TTAACCAATGTGGCACTTCCA...................................................... 21 1 19.00 0.15

................TAACCAATGTGGCACTTCCAATGAAAAAT............................................. 29 1 18.00 0.14

................TAACCAATGTGGCACTTCCA...................................................... 20 1 17.00 0.22

................TAACCAATGTGGCACTTCCAA..................................................... 21 1 14.00 0.19

..........................................................TTGGATGTTCTCAGTATTGGTTAT........ 24 1 13.00 0.19

..........................................................TTGGATGTTCTCAGTATTGGT........... 21 1 10.00 0.13

...............TTAACCAATGTGGCACTTCCAATGAAAAA.............................................. 29 1 8.00 0.08

............................................TCAATTCGAAATCGTTGGATGTTC...................... 24 1 7.00 0.15

...............TTAACCAATGTGGCACTTCCAATGAAA................................................ 27 1 7.00 0.10

................TAACCAATGTGGCACTTCC....................................................... 19 1 6.00 0.12

...............TTAACCAATGTGGCACTTCC....................................................... 20 1 6.00 0.12

...............TTAACCAATGTGGCACTTCCAATGAAAA............................................... 28 1 5.00 0.06

..........................................................TTGGATGTTCTCAGTATTGGTTT......... 23 1 4.00 0.33

............................................TCAATTCGAAATCGTTGGATGTTCTCA................... 27 1 3.00 0.11

...........................................................TGGATGTTCTCAGTATTGGTTATT....... 24 1 3.00 0.09

...........................................ATCAATTCGAAATCGTTGGATGTTCT..................... 26 1 3.00 0.11

...............TTAACCAATGTGGCACTTCCAA..................................................... 22 1 3.00 0.07

..................................................................TCTCAGTATTGGTTATTG...... 18 1 3.00 0.19

..........................................................TTGGATGTTCTCAGTATTGG............ 20 1 3.00 0.40

.............................................................GATGTTCTCAGTATTGGTTATTG...... 23 1 3.00 0.26

............................................TCAATTCGAAATCGTTGGATGTTCT..................... 25 1 3.00 0.13

...............TTAACCAATGTGGCACTTCCAATGAA................................................. 26 1 2.00 0.04

...............TTAACCAATGTGGCACTTCCAAT.................................................... 23 1 2.00 0.05

..................................................................TCTCAGTATTGGTTATTGGCTT.. 22 1 2.00 0.16

....................CAATGTGGCACTTCCAAT.................................................... 18 1 2.00 0.16

..........................................................TTGGATGTTCTCAGTATTGGTTA......... 23 1 2.00 0.05

...............................................................TGTTCTCAGTATTGGTTATTG...... 21 1 2.00 0.06

.................AACCAATGTGGCACTTCCAATGA.................................................. 23 1 2.00 0.07

...............TTAACCAATGTGGCACTTCCAATGAAAAAT............................................. 30 1 2.00 0.26

.....................................................AATCGTTGGATGTTCTCAGTATT.............. 23 1 1.00 0.26

.................AACCAATGTGGCACTTCCAATGAAAA............................................... 26 1 1.00 0.08

................................................................GTTCTCAGTATTGGTTATTGGC.... 22 1 1.00 0.12

....................CAATGTGGCACTTCCAATGAAAAA.............................................. 24 1 1.00 0.03

.....................................TGAAAAATCAATTCGAAATCGTTGGA........................... 26 1 1.00 0.26

................TAACCAATGTGGCACTTCCAATGAATT............................................... 27 1 1.00 0.04

....................................................................TCAGTATTGGTTATTGGCCAG. 21 1 1.00 0.14

................................................................GTTCTCAGTATTGGTTATTG...... 20 1 1.00 0.28

.....................................................................CAGTATTGGTTATTGGCCAGA 21 1 1.00 0.14

................TAACCAATGTGGCACTTCCAATGAAAAATC............................................ 30 1 1.00 0.07

...............................................ATTCGAAATCGTTGGATGTTC...................... 21 1 1.00 0.12

...........................................................TGGATGTTCTCAGTATTGGTT.......... 21 1 1.00 0.15

.......................TGTGGCACTTCCAATGAAAAA.............................................. 21 1 1.00 0.07

..............................................AATTCGAAATCGTTGGATGTTCTCA................... 25 1 1.00 0.15

...........................................ATCAATTCGAAATCGTTGGATGTTCTC.................... 27 1 1.00 0.15

.......................................AAAAATCAATTCGAAATCGTTGGATGT........................ 27 1 1.00 0.94

................TAACCAATGTGGCACTTCCAATGT.................................................. 24 1 1.00 0.26

..........................................AATCAATTCGAAATCGTTGGATGTTC...................... 26 1 1.00 0.16

..............................................................ATGTTCTCAGTATTGGTTATTGGT.... 24 1 1.00 0.17

...............TTAACCAATGTGGCACTTCCAATGA.................................................. 25 1 1.00 0.07

.........................................................GTTGGATGTTCTCAGTATTGGTT.......... 23 1 1.00 0.07

..............CTTAACCAATGTGGCACTTCCAATGAAA................................................ 28 1 1.00 0.16

...........................................................TGGATGTTCTCAGTATTGGTTATTGG..... 26 1 1.00 0.07

..............................................................ATGTTCTCAGTATTGGTTATTGA..... 23 1 1.00 0.09

.................................................TCGAAATCGTTGGATGTTCTCAGTAT............... 26 1 1.00 0.15

................TAACCAATGTGGCACTTCCAAA.................................................... 22 1 1.00 0.23

...............................................................TGTTCTCAGTATTGGTTATTGGC.... 23 1 1.00 0.22

..................................................................TCTCAGTATTGGTTATTGGC.... 20 1 1.00 0.09

...........................................................TGGATGTTCTCAGTATTGGTTATTAAA.... 27 1 1.00 0.07

..........................................................TTGGATGTTCTCAGTATTGGTTAA........ 24 1 1.00 0.08

.....................................................AATCGTTGGATGTTCTCAGTATTGGT........... 26 1 1.00 0.42

.................................................TCGAAATCGTTGGATGTTCTCAGTATC.............. 27 1 1.00 0.14

.....................AATGTGGCACTTCCAATGAAAAA.............................................. 23 1 1.00 0.06

..................................................CGAAATCGTTGGATGTTCT..................... 19 1 1.00 0.12

...............................................................TGTTCTCAGTATTGGTTAT........ 19 1 1.00 0.26

.................AACCAATGTGGCACTTCCAAT.................................................... 21 1 1.00 0.03

.......................TGTGGCACTTCCAATGAAA................................................ 19 1 1.00 0.58

..................................................................TCTCAGTATTGGTTATTT...... 18 1 1.00 0.34

..........................................................TTGGATGTTCTCAGTATTG............. 19 1 1.00 0.26

...........................................ATCAATTCGAAATCGTTGGATGTTCTCAGTATTGGTTAT........ 39 1 1.00 0.14

...............TTAACCAATGTGGCACTTCCAATG................................................... 24 1 1.00 0.03

..........................................................TTGGATGTTCTCAGTATTGGTTATTG...... 26 1 1.00 0.11

...........................................ATCAATTCGAAATCGTTGGATGTTC...................... 25 1 1.00 0.11

...................................AATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAGTATTGGT........... 44 1 1.00 0.08

...............................................................TGTTCTCAGTATTGGTTATT....... 20 1 1.00 0.08

.........................................AAATCAATTCGAAATCGTTGGAT.......................... 23 1 1.00 0.13

.................................................................TTCTCAGTATTGGTTATTG...... 19 1 1.00 0.09

................TAACCAATGTGGCACTT......................................................... 17 1 1.00 0.06
Total 560.00 1.15

droMoj3 --GAG-TTTTCTAGCTTAACCAATGTGGCACCTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAATATTGGTTATTGGCCAGA 
--...-...(((.(((((((((((((((.((.((((((((....((.....))..)))))))).)).))..))))))))))..))).))) Size Hits Total Norm Total Norm RPM

..........................................................TTGGATGTTCTCAATATTGGTTATT....... 25 1 15.00 0.16

..........................................................TTGGATGTTCTCAATATTGGT........... 21 1 13.00 0.13

..........................................................TTGGATGTTCTCAATATTGGTT.......... 22 1 10.00 0.14

..........................................................TTGGATGTTCTCAATATTGGTTAT........ 24 1 9.00 0.09

................TAACCAATGTGGCACCTCC....................................................... 19 1 4.00 0.05

..........................................................TTGGATGTTCTCAATATTGGTTATC....... 25 1 4.00 0.05

................TAACCAATGTGGCACCTCCAATGAAAAA.............................................. 28 1 4.00 0.05

................TAACCAATGTGGCACCTCCAA..................................................... 21 1 4.00 0.16

................TAACCAATGTGGCACCTCCAAT.................................................... 22 1 4.00 0.13

................TAACCAATGTGGCACCTCCA...................................................... 20 1 3.00 0.04

................TAACCAATGTGGCACCTCCAATGA.................................................. 24 1 3.00 0.04

................TAACCAATGTGGCACCTCCAATG................................................... 23 1 3.00 0.04

.................................................TCGAAATCGTTGGATGTTCTCAATATTGG............ 29 1 1.00 0.02

................TAACCAATGTGGCACCTCCAATGAA................................................. 25 1 1.00 0.04

................TAACCAATGTGGCACCTCCAATGAAAA............................................... 27 1 1.00 0.02

................TAACCAATGTGGCACCTCCAATC................................................... 23 1 1.00 0.02

..........................................................TTGGATGTTCTCAATATTGGTC.......... 22 1 1.00 0.02

................TAACCAATGTGGCACCTCCAATGAAA................................................ 26 1 1.00 0.02

............................................................GGATGTTCTCAATATTGGTTATT....... 23 1 1.00 0.04

.................AACCAATGTGGCACCTCCAA..................................................... 20 1 1.00 0.02

.........................................................GTTGGATGTTCTCAATATTGGTTATT....... 26 1 1.00 0.05

.................................................TCGAAATCGTTGGATGTTCTC.................... 21 1 1.00 0.04

...........................................................TGGATGTTCTCAATATTGGTTATT....... 24 1 1.00 0.36

...........................................................TGGATGTTCTCAATATTGGTTATC....... 24 1 1.00 0.04

.................AACCAATGTGGCACCTCCAATGAAAA............................................... 26 1 1.00 0.02

...............TTAACCAATGTGGCACCTCCAA..................................................... 22 1 1.00 0.04

...........................................................TGGATGTTCTCAATATTGGTTAT........ 23 1 1.00 0.02
Total 91.00 0.89

droGri2 --GGG-TTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTTGCAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGA 
--...-...(((.(((((((((((((((.((.((((((((...............)))))))).))..))).)))))))))..))).))) Size Hits Total Norm Total Norm RPM

................TAACCAATGTGGCACTTCCA...................................................... 20 1 5.00 0.14

................TAACCAATGTGGCACTTCCAATGA.................................................. 24 1 2.00 0.06

................TAACCAATGTGGCACTTCCAATG................................................... 23 1 1.00 0.03

................TAACCAATGTGGCACTTCCAAT.................................................... 22 1 1.00 0.03

..........................................................TTGGATGTTCTCAGTATTGGT........... 21 1 1.00 0.04

..........................................................TTGGATGTTCTCAGTATTGG............ 20 1 1.00 0.03

..........................................................TTGGATGTTCTCAGTATTGGTT.......... 22 1 1.00 0.04

................TAACCAATGTGGCACTTCC....................................................... 19 1 1.00 0.03
Total 13.00 0.22
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V148
mbn2

V073
mbn2

V127
G2

SRR065806
Piwi-
IP_squ_mut_ovaries

SRR029633
total
small
RNAs from
hen1
homozygous
flies

SRR298536
strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317117
genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM371638
S2-NP

V134
ML-
DmD8

V128
S3

GSM609222
ML-
DmBG1-C1

SRR317110
genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM609230
CS,ovary,AGO1IP
AGO1

V133
Sg4

V074
S3

V080
Starvation,
female
head

V092
dcr-
2[G31R]
male
total
RNA 

V0642
ago2
ovary,
AGO1-
IP,
reseq
AGO1

GSM628272
ago2[414]
ovary
total
RNA

SRR010958
Piwi IP in
Ago3 trans-
heterozygotes

GSM628271
r2d2[1]
ovary
total
RNA ¬†

GSM609238
embryo
14-24hr

GSM609225
ML-
DmBG3-C2

V022
ML-
DmD32
cell

V0652
dcr2
ovary,
AGO1-
IP,
reseq
AGO1

V141
Heat_female_body

SRR010957
Aub IP in
Ago3 trans-
heterozygotes

SRR014268
Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR060648
A2_ovaries_FLAG-
Aub

SRR065803
Piwi-
IP_zuc_het(mut)_ovaries

SRR298537
strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR298711
strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR317111
genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old
flies

SRR317112
genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317114
genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317115
genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

GSM609239
IR- 2-
18hr

GSM609235
CMEL1

GSM399101
kc167
cell

GSM609249
ML-DmD21
cell

GSM609250
ML-DmD32
cell

V0662
r2d2
ovary,
AGO1-
IP,
reseq
AGO1

SRX247212

AGO1-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO1

GSE24545
CS
ovary
total
RNA

V126
CME
L1

V132
ML-
DmD32

GSM609232
r2d2[1]
ovary
total
RNA ¬†

V008
S2-
DRSC

GSM609237

ago2[414]
ovary
total
RNA

SRR031703
Total
small
RNAs from
r2d2
homozygous
flies

SRR031702
2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM385821
OSS_s7

V091
fGS/OSS
total

SRR029608
total small
RNAs from
hen1
heterozygous
flies

SRR010953
Aub
heterozygotes,
oxidized

V086
female
body,
aged

V144
OSC

GSM609217
MLDmD20c5

V146
S1
cell

V147
1182-
4H
cell

SRR065800
zuc_H-
Y_ovaries

SRR060652
hs-
Penelope_testes_total

V037
Felix
sample
+mirtrons

V093
loqs-KO,
40A;
loqs-PB
rescue/TM3
male

total RNA

GSM280082
WT
ovaries
(18-
29nt)

GSM280088
S2cell
(AGO1IP)
AGO1

GSM379052
Aub
Heterozygote

GSM379054
Flam
Heterozygote

GSM379059
Piwi
Mutant

SRR014273
Ovary_rep1_Har_P

SRR014276
Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014278
Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR060643
A2_testes_total

SRR060649
A2_ovaries_FLAG-
Piwi

SRR065804
Piwi-
IP_zuc_H-
Y_ovaries

SRR065805
Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR097866
Drosophila
S2-NP
cells

SRR317113
genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317116
genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

SRR351332
age: 2-
3dgender:
male:female
=
1:1tissue:
whole
flygenotype:
control
wild type
(w, 5905)

GSM609218
Sg4

GSM399100
Kc167
cell

GSM343832
S2R+
cell

V034
ML-
DmD16c3
cell

V036
ML-
DmD20c5
cell

V079
Oxidation,
female
head

V085
CME
W2
wing
disc

V096
loqsKO/f00791
ovary

GSE24544
dcr-
2[L811fsX]
ovary
total RNA

V125
ML-
DmD9

V131
ML-
DmD16-
c3

V135
CME
W2
(wing
disc
line)

V137
Male
aged
head

V038
Felix
sample
S2
only

SRR031692
Total
small
RNAs
from
Oregon R

SRR001349
heterozygous_dcr-
2_untreated

SRX247213

FLAG-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO2

SRR351333
age: 2-
3dgender:
male:female
=
1:1tissue:
whole
flygenotype:
nbr[f02257]

SRR010954
Aub trans-
heterozygotes,
oxidized

GSM379050
Armi
Heterozygote

GSM385822
OSS_s8

GSM360260
0-1d
Pupae
(w)

SRR010960
wt,
oxidized

SRR031701
Total small
RNAs from
r2d2
heterozygous
flies

GSM609224
female,
one day

V012
Dcr2 male
(Katsutomo,
whole fly?
)

GSM609219
GM2 cell

V032
S1
cell

GSM385744
OSS_s2

V077
cold,
female
head

GSM385748
OSS_s6

V136
Male
aged
body

GSM609234
CS male
total
RNA 

GSM322533
female
head #1

V078
Desiccation,
female head

V003
dsDcr-1
(katsutomo
RNA)

V015
DreRFHV148h

GSM609227
CMEW1
Cl.8+
cell

SRR065154
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-zuc
ovaries

SRR031697
Total small
RNAs from
dcr-2
heterozygous
flies

SRR001339
WT_females_non-
beta-
eliminated

SRR001664
homozygous_dcr-
2_untreated

SRR010959
Ago3 IP in
heterozygotes
AGO3

GSM609223
male,
one day

SRR001348
ago2_oxidized

GSM609233

r2d2[1],
ovary,
AGO1IP
AGO1

GSM379057
Krimp
Mutant

SRR001338
IR_non-
beta-
eliminated

SRR001341
WT_males_non-
beta-
eliminated

SRR014269
Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR065152
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
piwi
ovaries

............................................................................................................AATCCATAGCGAAAGACGCAGC..................................................................... 22 0 1 31.00 31 3 0 5 0 0 0 0 2 0 1 1 0 0 1 1 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 2 1 1 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................AATCCATAGCGAAAGACGCAGT..................................................................... 22 1 1 8.00 8 1 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................AGCTTTTGCTTTGGGATTTTGTC......................................................................................................... 23 0 1 8.00 8 0 0 1 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................AGCTTTTGCTTTGGGATTTTGT.......................................................................................................... 22 0 1 5.00 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................CGCAGCTTTTGCTTTGGGATTTT............................................................................................................ 23 0 1 5.00 5 0 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TGCGCAGCTTTTGCTTTGGGATT.............................................................................................................. 23 0 1 4.00 4 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................GCTTTTGCTTTGGGATTTTGTC......................................................................................................... 22 0 1 4.00 4 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................TACAATCCGCGAAAGTGCAGTCGCA............................... 25 0 1 3.00 3 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.....................................................................................................................................TAGCATCGTTTACAATCCGCGAAAGTGC...................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................TTGCGCAGCTTTTGCTTTGGGATTTT............................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................TGCTTTGGGATTTTGTCCGA...................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................................................................ATTTTCCGGCGGGGCTTCTGGCTTAAC.. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................AATCCATAGCGAAAGACGC........................................................................ 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................TTTGTCCGACAATTAGGCA............................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................TTTTCCCAACTAACATCCTCTCTCTA............................................................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................TAACATCCTCTCTCTAAAATCTCGAT.................................................................................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AAGCGAACAAACCAATAAAAAGGGTTGATTGTAGGAGAGAGATTTTAGAGCTAAAGCATGAACTTAACGCGTCGAAAACGAAACCCTAAAACAGGCTGTTAATCCGTCTTAGGTATCGCTTTCTGCGTCGTTCATCGTAGCAAATGTTAGGCGCTTTCACGTCAGCGTCTTAAAAGGCCGCCCCGAAGACCGAATTGGT

******************************************************.((((((..(((((...((((((((...((((((((.((........))))))))))..)))))))).)))))))))))..........********************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V148
mbn2

GSM609222
ML-
DmBG1-C1

V091
fGS/OSS
total GSM467731

Dmel_loq_sRNAseq

SRR031702
2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

V073
mbn2

V085
CME
W2
wing
disc

V074
S3

GSM609217
MLDmD20c5

SRR031703
Total
small
RNAs from
r2d2
homozygous
flies

SRR317112
genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR031701
Total small
RNAs from
r2d2
heterozygous
flies

GSM628271
r2d2[1]
ovary
total
RNA ¬†

GSM609227
CMEW1
Cl.8+
cell

GSM1528798
follicle
cells

SRR031692
Total
small
RNAs
from
Oregon R

SRR031704
2'-O-
methylated
small
RNAs from
r2d2
homozygous
flies

V0662
r2d2
ovary,
AGO1-
IP,
reseq
AGO1

SRR031697
Total small
RNAs from
dcr-2
heterozygous
flies

SRR060645
yw67c23(2)_testes_total

GSE24545
CS
ovary
total
RNA

GSM379057
Krimp
Mutant

GSM467729
Dmel_wt_sRNAseq

GSM467730
Dmel_r2d2_sRNAseq

SRR032096
AGO2 IP
dcr2
knockdown
AGO2

GSM609249
ML-DmD21
cell

V077
cold,
female
head

V086
female
body,
aged

SRX247213

FLAG-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO2

SRR029608
total small
RNAs from
hen1
heterozygous
flies

V034
ML-
DmD16c3
cell

SRR010953
Aub
heterozygotes,
oxidized

V141
Heat_female_body

GSM322543
male
head #1

SRR065804
Piwi-
IP_zuc_H-
Y_ovaries

GSM609234
CS male
total
RNA 

GSM286606
2-6h #2
(9)

SRR029031
loqs-ORF
knockdown

V093
loqs-KO,
40A;
loqs-PB
rescue/TM3
male

total RNA
GSM385744
OSS_s2

SRR001347
ago2_untreated

GSM609237

ago2[414]
ovary
total
RNA

GSM609232
r2d2[1]
ovary
total
RNA ¬†

GSM385822
OSS_s8

V139
Cold_female_body

V138
Male
cold
body

SRR060643
A2_testes_total

V144
OSC

V092
dcr-
2[G31R]
male
total
RNA 

SRR010959
Ago3 IP in
heterozygotes
AGO3

GSM385748
OSS_s6

SRR010957
Aub IP in
Ago3 trans-
heterozygotes

SRR341117
transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM609225
ML-
DmBG3-C2

V080
Starvation,
female
head

GSM609233

r2d2[1],
ovary,
AGO1IP
AGO1

V0642
ago2
ovary,
AGO1-
IP,
reseq
AGO1

GSM609229
embryo 2-
6hr

SRR029633
total
small
RNAs from
hen1
homozygous
flies

GSM628272
ago2[414]
ovary
total
RNA

SRR031698
2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

SRR032092
mock
oxidized

SRR032093
ago1
knockdown

GSM385821
OSS_s7

V078
Desiccation,
female head

GSM609223
male,
one day

V146
S1
cell

SRR010954
Aub trans-
heterozygotes,
oxidized

SRR065155
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

GSM371638
S2-NP

GSM609226
CMEW1
Cl.8+
cell

GSM609250
ML-DmD32
cell

GSM609242
s2+48 #2

V129
ML-
DmBG1-
c1

SRR014282
Ovary_rep1_wK_P

GSM360262
0-2d
pupae

SRR317117
genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

GSM609219
GM2 cell

.............................TGTAGGAGAGAGATTTTAGAGCT................................................................................................................................................... 23 0 1 3.00 3 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................CCCCGAAGACCGAATTGGT 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................GGGTTGATTGTAGGAGAGAGA............................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................GTAGGAGAGAGATTTTAGAGCT................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CGTCTTAGGTATCGCTTTCTGCGTCGT.................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................AGGGTTGATTGTAGGAGAG................................................................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................GCAAATGTTAGGCGCTTTCAC....................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................GAGCTAAAGCATGAACTTAAC................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Type Alignment

dm3 chr3R:27443911-27444109 + dme_474 TTCGCTTGTTTGGTTATTTTTCC--CAACTAACATC--CTCTCTCTAAAATCTCGATTTCGTACTTGAATTGC-GCAGCTTTTGCTTTGGGATTTTGTCC-GACA--ATTAGGCAGAATCCATAGCGAAAGACGCAGCAA-G--------TAGCATCG------------TTT------------ACAA------TCCGCGAAA--GTGC----A------------GTCGCAGAA------TTTTCCGGC--GGGGCTTCTGGCTTAACCA
droSim2 3r:26723883-26724082 + TTCGCTTGTTTGGTTATTTCCCC--CAACTAACTTCCTCTCTCTCTAAAATCTCGATTTCGTACTTGAATTGC-GCAGCTTTTGCTTTGGGATTTTGTCC-GACA--ATTAGGCAGAATCCATCGCGAAAGACGCAGCA--G--------TAGCAACG------------TTT------------ACAA------TCCGCGAAA--GTGC----A------------GTCGCAGAA------TTTTCCGGC--GGGGCTTCTGGCTTAACCA
droSec2 scaffold_2807:952-1151 + TTCGCTTGTTTGGTTATTTTCCC--CAACTAACTTCCTCTCTCTCTAAAATCTCGATTTCGTACTTGAATTGC-GCAGCTTTTGCTTTGGGATTTTGTCC-GACA--ATTAGGCAGAATCCATCGCGAAAGACGCAGCA--G--------TAGCAACG------------TTT------------ACAA------TCCGCGAAA--GTGC----C------------GTCGCAGAA------TTTTCCGGC--GGGGCTTCTGGCTTAACCA
droYak3 3R:28380024-28380223 + TTCGCTTGTTTGGTTATTTTCCC--CAAATAATTCT--CTCTCTTTAAAGTCTTGAATTCCCACTTGAATTGC-GCAGCTTTTGCTTTGGGATTCTGTCC-AACAG-ATTAGGCAGAATCCATCGCGAAAGACGCAGCAA-G--------TAGCAACG------------TTT------------GTAA------TCCGCGAAA--GTGC----A------------GTCGCAGAA------TTTTCCGGC--GGGGCTTCTGGCTTAACCA
droEre2 scaffold_4820:530598-530799

-
ATCGCTTGTTTGGTTATTTTCCCCCAAAATAACTTC--CTCTCTTTAAAATCTCGAATTCGTACTTGAATTGC-GCTGCTTTTGCTTTGGGATTCTGTCC-AACAG-ATTAGGCAGAATCCATCGCGAAAGACGCAGCAA-G--------TAGCAACG------------TCT------------ACAA------TCCGCGAAA--GTGC----A------------GTCGCAGAA------TTTTCCGGC--GGGGCTTCTGGCTTAACCA

droEug1 scf7180000409488:463541-
463733 -

TTTGTTTGTTTT-TTACTTCGCA--TAAATGCATTT--CAGTCCTTAAGAACATACATTTGTTATAGAATTGC-GCAGCTTTTGCTTTGGGATTTTGACC-AACTA-ACCAGCCAAAATCCATCGCGAAAGACGCAGCAA-G--------TAGCAACG------------TT-------------ACAA------ATCGCGAAA--GTGC----------------------AGAA------TTTTCCGGCC-GGGGCTTCTGGCTTAACCA

droBia1 scf7180000302035:101751-
101957 +

TTCGTTCGTTTGGTTACTTTAGA--CAAATAACTT----ATCTTCTAAGAACTTCAGTTTGTAATAGAACTGC-GCAGCTTTTGCTTTGGGATTTTGTCC-AACAG-ACCACGCAGAATCCATCGCGAAAGACGCAGCAA-G---------AGCAACG------------TTT-------------TGA------ATCGCGAAA--GTGC----A------GTCGGCGTAGCAGACTTT-CCTCCTCCGGC--GGGGCTTCTGGCTTAACCA

droTak1 scf7180000415712:510540-
510719 +

TT------------------------GAATAACTT----ATCTTCTAAGATCTCGA------------TTTGC-GCAGCTTTTGCTTTGGCATTTTGTCC-CACCG-AACCGGCAGAATCCATCGCGAAAGACGCAGCAA-A-----AAGCAGCAACGTTTTCCACTTCCATT--T---------CCCG------ACCGCGAAA--GTGC----------------------AGATTTTCCCTTTTCCCGC--GGGGCTTCTGGCTTAACCA

droEle1 scf7180000491194:1479697-
1479895 +

TCTGTCTGTTTGGT-ATT--GCT--AAAATAAGTA---GAG---TTTATAACATGAGTTTATAGTATATTTGT-GCAGCTTTTGCTTTGGCATTTTGTCC-AACAC-ACCAGGCAGAATCCATCGCGAAAGACGCAGCAAAT--------TAGCAACG------------TTT------------GTAA------ATCGCGAAA--GTGC------------TCGGAGTCTCAGAC------TTTTTTGGCG-GGGGCTTCTGGCTTAACCA

droRho1 scf7180000779322:264929-
265140 -

TCTGTTTGTTTGGT-ATT--GCT--AAAATAACT----CGTTATTTAAGAACTTGAAGTTATAGTATAATTGC-GCAGCTTTTGCTTTGGCATTTTGTCC-AACAG-ACCAGGCAGAATCCATCGCGAAAGACGCAGCAA-G--------TAGCAACG------------TTT------------GTAA------ATCGAGAAA--GTGCTTGGGGACGCGGTCGCAGTCGCAGAC------TTTTCCGGCG-GGGGCTTCTGGCTTAACCA

droFic1 scf7180000454114:125641-
125828 +

TTCGATTTTTGAGTTTTT------------AACA----CGTTTTTTAGGAACTTAATTTTATAGTATAGTTGC-GCAGCTTTTGCTTTGGGATTCTGTCC-AACAG-ACCAGGCAGAATCCATCGCGAAAGTCGCAGCCA-G--------TAGCAACA------------GTA------------AAAA------ATCGCGAAA--GTGC----A------------GTCGAAGAG------TTTACCGGC--GGGGCTTCTGGCTTAACCA

droKik1 scf7180000302810:681736-
681894 +

--------------------------------------------------------------------------GCTACTTTTGCCCTGGGATTTTGTCA-AGCAA-ACGGGACAGAATCCATCGCGAAAGACGCAGCCTAAGAGCCAAACAGAGACAAAAAACACAACCGT-------------AAGAATCGCGAGTGGGAAAGAGTG-----G------------GACGCGGTG------TA-TCCGGCGCGGGGCTTCTGGCTTAACCA

droAna3 scaffold_12911:3664383-
3664537 -

A--------------------------------------------------------------CTTGGA--GCGGCCACTTTTGCTTTGGCGTTTTGTGCTGATGCACTGCGACAAAATCCATCGCTAAAGAGTAAGCCG-G--------AAGCAACA------------AACCATCCGTACCGGAAGA------ATCGCG--------------------ATC--AGTGGCAGAA---AAGTTATACGGCG-GGCGATTCTGGCCTAACCA

droBip1 scf7180000396640:523427-
523571 -

--------------------------------------------------------------------------GCCACTTTTGCTTTGGCGTTTTGTGCTGATGCACTGCGACAAAATCCATCGCTAAAGAGTAAGCCG-G--------AAGCAACA------------ATTCATCGAAACCGGAAGA------TTCGCG--------------------ATC--AGTGGCAGAA---AAGTTATACGGCG-GGCGACTCTGGCCTAACCA

dp5 2:16675680-16675698 - -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGGGTCTCTGGCTTAACCA
droPer2 scaffold_0:3721652-3721670

+
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGGGTCTCTGGCTTAACCA

droWil2 scf2_1100000004902:9400240-
9400255 +

----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCTTCTAGCTTAATCA

droVir3 scaffold_13047:9559577-
9559595 -

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGGTTTTCTAGCTTAACCA

droMoj3 scaffold_6540:7667766-
7667784 -

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGTTTTCTAGCTTAACCA

droGri2 scaffold_14906:2449047-
2449065 -

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGGTTTTCTAGCTTAACCA

Generated: 10/21/2015 at 07:12 PM

This is the second of two miRNAs located within the 5’UTR of pasha. 
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dme_474
Species Read alignment
dm3 GTACTTGAATTGCGCAGCTTTTGCTTTGGGATTTTGTCC-GA--CA-ATTAGGCAGAATCCATAGCGAAAGACGCAGCAAGTAGCATCGTTTA 

.((((((..(((((...((((((((...((((((((.((-..--..-....))))))))))..)))))))).))))))))))).......... Size Hits Total Norm Total Norm RPM

........................................................AATCCATAGCGAAAGACGCAGC............... 22 1 31.00 0.12

........................................................AATCCATAGCGAAAGACGCAGT............... 22 1 9.00 0.10

...............AGCTTTTGCTTTGGGATTTTGTC....................................................... 23 1 8.00 0.08

............CGCAGCTTTTGCTTTGGGATTTT.......................................................... 23 1 5.00 0.09

...............AGCTTTTGCTTTGGGATTTTGT........................................................ 22 1 5.00 0.12

..........TGCGCAGCTTTTGCTTTGGGATT............................................................ 23 1 4.00 0.27

................GCTTTTGCTTTGGGATTTTGTC....................................................... 22 1 4.00 0.05

..........TGCGCAGCTTTTGCTTTGGGATTTT.......................................................... 25 1 3.00 0.06

.....................................................................AGACGCAGCAAGTAGCATCGTT.. 22 1 2.00 1.03

................GCTTTTGCTTTGGGATTTTGT........................................................ 21 1 2.00 0.09

..........TGCGCAGCTTTTGCTTTGGGA.............................................................. 21 1 2.00 0.07

............CGCAGCTTTTGCTTTGGGAT............................................................. 20 1 1.00 0.05

................................................TTAGGCAGAATCCATAGCGAA........................ 21 1 1.00 0.16

..........................................................TCCATAGCGAAAGACGCAGCTT............. 22 1 1.00 0.05

................................................TTAGGCAGAATCCATAGCGAAAGACGCAG................ 29 1 1.00 0.04

..............CAGCTTTTGCTTTGGGATTTTGT........................................................ 23 1 1.00 0.06

............CGCAGCTTTTGCTTTGGGATA............................................................ 21 1 1.00 0.28

.....................................................CAGAATCCATAGCGAAAGACGC.................. 22 1 1.00 0.04

..................TTTTGCTTTGGGATTTTGTCC-GA--C................................................ 24 1 1.00 0.05

.....................................................CAGAATCCATAGCGAAAGACGCAG................ 24 1 1.00 0.05

..................................................AGGCAGAATCCATAGCGAA........................ 19 1 1.00 0.04

.......AATTGCGCAGCTTTTGCTTTGGGAG............................................................. 25 1 1.00 0.30

...............AGCTTTTGCTTTGGGATTTTG......................................................... 21 1 1.00 0.06

......................................................AGAATCCATAGCGAAAGA..................... 18 1 1.00 0.12

.............GCAGCTTTTGCTTTGGGATTTTGTCC-GA--C................................................ 29 1 1.00 0.04

.........................................................ATCCATAGCGAAAGACGCAGC............... 21 1 1.00 0.05

........................................................AATCCATAGCGAAAGACGCAG................ 21 1 1.00 0.38

.........TTGCGCAGCTTTTGCTTTGGGATTTTGT........................................................ 28 1 1.00 0.04

...............AGCTTTTGCTTTGGGATTTTGTCC-..................................................... 24 1 1.00 0.04

................GCTTTTGCTTTGGGATTTTGTCC-..................................................... 23 1 1.00 0.04

.................................................TAGGCAGAATCCATAGCGAAAGACGCA................. 27 1 1.00 0.04

.........TTGCGCAGCTTTTGCTTTGGGATTTT.......................................................... 26 1 1.00 0.04

.....................TGCTTTGGGATTTTGTCC-GA--................................................. 20 1 1.00 0.50

.........TTGCGCAGCTTTTGCTTTGGGA.............................................................. 22 1 1.00 0.04

.TACTTGAATTGCGCAGCTTTTGCTTT.................................................................. 26 1 1.00 1.10

........................................................AATCCATAGCGAAAGACGC.................. 19 1 1.00 0.28

................................TTTGTCC-GA--CA-ATTAGGCA...................................... 19 1 1.00 0.24

..................TTTTGCTTTGGGATTTTGTCC-..................................................... 21 1 1.00 0.04

.....TGAATTGCGCAGCTTTTGCTTTGG................................................................ 24 1 1.00 0.51

..........................................................TCCATAGCGAAAGACGCAGCAAG............ 23 1 1.00 0.05

..............................................................TAGCGAAAGACGCAGCAAGTAGCATCG.... 27 1 1.00 0.08

................................................TTAGGCAGAATCCATAGCGAAAGACGC.................. 27 1 1.00 0.04
Total 106.00 0.14

droSim2 GTACTTGAATTGCGCAGCTTTTGCTTTGGGATTTTGTCC-GA--CA-ATTAGGCAGAATCCATCGCGAAAGACGCAGC-AGTAGCAACGTTTA 
..(((((.(((((((..(((((((....((((((((.((-..--..-....))))))))))...)))))))..)).))-)))..))).))... Size Hits Total Norm Total Norm RPM

....................................TCC-GA--CA-ATTAGGCAGAA................................... 18 1 1.00 0.07

........................................................AATCCATCGCGAAAGACGCAGA-.............. 22 1 1.00 0.03

........................................................AATCCATCGCGAAAGACGCAG................ 21 1 1.00 0.05

................................TTTGTCC-GA--CA-ATTAGGCA...................................... 19 1 1.00 0.05

........................................................AATCCATCGCGAAAGACGC.................. 19 1 1.00 0.05

........................................................AATCCATCGCGAAAGACGCAGC-.............. 22 1 1.00 0.05
Total 6.00 0.06

droSec2 GTACTTGAATTGCGCAGCTTTTGCTTTGGGATTTTGTCC-GA--CA-ATTAGGCAGAATCCATCGCGAAAGACGCAGC-AGTAGCAACGTTTA 
..(((((.(((((((..(((((((....((((((((.((-..--..-....))))))))))...)))))))..)).))-)))..))).))... Size Hits Total Norm Total Norm RPM

........................................................AATCCATCGCGAAAGACGCAGC-.............. 22 2 1.00 0.07

............CGCAGCTTTTGCTTTGGGAT............................................................. 20 2 0.50 0.03
Total 1.50 0.05

droYak3 CCACTTGAATTGCGCAGCTTTTGCTTTGGGATTCTGTCC-AA--CAGATTAGGCAGAATCCATCGCGAAAGACGCAGCAAGTAGCAACGTTTG
..(((((..(((((...(((((((....((((((((((.-..--.......))))))))))...))))))).))))))))))........... Size Hits Total Norm Total Norm RPM

......................................C-AA--CAGATTAGGCAGAATCCATCGC........................... 25 1 1.00 0.04

...........GCGCAGCTTTTGCTTTGGGA.............................................................. 20 1 1.00 0.37

...............AGCTTTTGCTTTGGGATTCTGTC....................................................... 23 1 1.00 0.05
Total 3.00 0.06

droEre2 GTACTTGAATTGCGCTGCTTTTGCTTTGGGATTCTGTCC-AA--CAGATTAGGCAGAATCCATCGCGAAAGACGCAGCAAGTAGCAACGTCTA 
.((((((..(((((...(((((((....((((((((((.-..--.......))))))))))...))))))).))))))))))).......... Size Hits Total Norm Total Norm RPM

........................................................AATCCATCGCGAAAGACGCAGC............... 22 1 2.00 0.65

..............CTGCTTTTGCTTTGGGATT............................................................ 19 1 1.00 0.05

..................................................AGGCAGAATCCATCGCGAA........................ 19 1 1.00 0.05
Total 4.00 0.17

droAna3 --ACTTGGAGCG-GCCACTTTTGCTTTGGCGTTTTGTGCTGATGCA-CTGCGACAAAATCCATCGCTAAAGAGTAAGCCGGAAGCAACA--AA
--..(((...((-((.((((((((..(((.(((((((((.......-..)).))))))))))..))..))))))..))))....)))..--.. Size Hits Total Norm Total Norm RPM

..............CCACTTTTGCTTTGGCGTTTTGT........................................................ 23 1 1.00 0.06
Total 1.00 0.06
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GCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCTAGCGGGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATACAGCAGGATTCGGTGCAGGAA

***********************************((.((.((((((.((((.(((((((((..((((.(((.(((...........))).))).))))))).)))))).)))).)))))).)).))...***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR065806
Piwi-
IP_squ_mut_ovaries

V137
Male
aged
head

SRR001348
ago2_oxidized

SRR031698
2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

V140
Dessication_female_body

SRR010957
Aub IP in
Ago3 trans-
heterozygotes

V132
ML-
DmD32

V141
Heat_female_body

SRR029608
total small
RNAs from
hen1
heterozygous
flies

GSM609224
female,
one day

V142
Oxidation_female_body

SRR065805
Piwi-
IP_zuc_het(H-
Y)_ovaries

V134
ML-
DmD8

SRR010959
Ago3 IP in
heterozygotes
AGO3

GSM360256
1st
instar #1

SRR065807
Piwi-
IP_squ_het_ovaries

SRR298536
strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

V128
S3

V136
Male
aged
body

GSM609223
male,
one day

SRR001347
ago2_untreated

SRX247213

FLAG-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO2

V085
CME
W2
wing
disc

V126
CME
L1

GSM360257
1st
instar #2

SRR010958
Piwi IP in
Ago3 trans-
heterozygotes

SRR065803
Piwi-
IP_zuc_het(mut)_ovaries

SRR317114
genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

SRR317115
genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V131
ML-
DmD16-
c3

GSM628271
r2d2[1]
ovary
total
RNA ¬†

V086
female
body,
aged

GSM609222
ML-
DmBG1-C1

SRR029633
total
small
RNAs from
hen1
homozygous
flies

GSE24545
CS
ovary
total
RNA

V127
G2

GSM609229
embryo 2-
6hr

SRR031702
2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM240749
female
head

GSM399110
KC-48 #2

GSM286604
0-1h #3
(7)

SRR014273
Ovary_rep1_Har_P

SRR014281
Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR298537
strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR298712
strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

SRR317110
genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

SRR317117
genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V0632
wt
ovary
AGO1-
IP,
reseq
AGO1

GSE24544
dcr-
2[L811fsX]
ovary
total RNA

GSM322543
male
head #1

V145
S2-
DRSC

SRR031697
Total small
RNAs from
dcr-2
heterozygous
flies

SRR010953
Aub
heterozygotes,
oxidized

GSM467731
Dmel_loq_sRNAseq

GSM322533
female
head #1

GSM286602
male
body

GSM609241
s2+48 #1

GSM609244
KC+48 #2

GSM364902
12-24hr
embryo

SRR010955
Aub IP in
Ago3
heterozygotes

SRR014268
Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR060646
yw67c23(2)_ovaries_total

SRR060649
A2_ovaries_FLAG-
Piwi

SRR065152
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
piwi
ovaries

SRR065800
zuc_H-
Y_ovaries

SRR065804
Piwi-
IP_zuc_H-
Y_ovaries

GSM609240
IR+ 2-
18hr

GSM609235
CMEL1

V030
ML-
DmD8
cell

V037
Felix
sample
+mirtrons

V078
Desiccation,
female head

V080
Starvation,
female
head

GSM609237

ago2[414]
ovary
total
RNA

GSM628272
ago2[414]
ovary
total
RNA

V093
loqs-KO,
40A;
loqs-PB
rescue/TM3
male

total RNA

V125
ML-
DmD9

V133
Sg4

V138
Male
cold
body

V144
OSC

V146
S1
cell

SRR031701
Total small
RNAs from
r2d2
heterozygous
flies

GSM379061
Squ
Heterozygote

SRR031704
2'-O-
methylated
small
RNAs from
r2d2
homozygous
flies

V092
dcr-
2[G31R]
male
total
RNA 

SRR341115
transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR031692
Total
small
RNAs
from
Oregon R

V031
GM2
cell

V074
S3

V077
cold,
female
head

GSM379050
Armi
Heterozygote

GSM609234
CS male
total
RNA 

GSM609238
embryo
14-24hr

GSM379057
Krimp
Mutant

SRR032096
AGO2 IP
dcr2
knockdown
AGO2

GSM609232
r2d2[1]
ovary
total
RNA ¬†

GSM1528798
follicle
cells

GSM180328
adult
heads
(female
heads,
male
heads)

GSM180333
late
embryo
(12-24)

GSM379051
Armi
Mutant

GSM379065
Zuc
Heterozygote

GSM379066
Zuc
Mutant

GSM379067
SpnE
Mutant

GSM385744
OSS_s2

GSM385748
OSS_s6

GSM286601
male
head

GSM286611
6-10h #2
(11)

GSM322208
3rd
instar #2

GSM322338
2-4day
pupae#2

GSM399105
disk #2

GSM399106
female
body #2

GSM399107
male
body #2

GSM360262
0-2d
pupae

GSM609242
s2+48 #2

SRR001664
homozygous_dcr-
2_untreated

SRR014269
Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014270
Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014278
Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR031703
Total
small
RNAs from
r2d2
homozygous
flies

SRR032093
ago1
knockdown

SRR032152
Ago1-
associated
small
RNAs from
Oregon R
AGO1

SRR060643
A2_testes_total

SRR060651
A2_ovaries_Ago3
AGO3

SRR065801
zuc_het(H-
Y)_ovaries

SRR065802
Piwi-
IP_zuc_mut_ovaries

SRR097865
Drosophila
S2-NP
cells

SRR298711
strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR317111
genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old
flies

SRR317112
genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317113
genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM609218
Sg4

GSM609219
GM2 cell

GSM609220
ML-DmD21
cell

V022
ML-
DmD32
cell

V023
Dcr2
female
head

GSM399101
kc167
cell

GSM609249
ML-DmD21
cell

V032
S1
cell

GSM609227
CMEW1
Cl.8+
cell

GSM609250
ML-DmD32
cell

V036
ML-
DmD20c5
cell

V038
Felix
sample
S2
only

GSM609230
CS,ovary,AGO1IP
AGO1

GSM609231
ago2[414],
ovary,
AGO1IP
AGO1

V0662
r2d2
ovary,
AGO1-
IP,
reseq
AGO1

V135
CME
W2
(wing
disc
line)

SRR031693
2'-O-
methylated
small
RNAs from
Oregon R

SRR097866
Drosophila
S2-NP
cells

SRR010954
Aub trans-
heterozygotes,
oxidized

SRR031694
2'-O-
methylated
small
RNAs from
Oregon R

V012
Dcr2 male
(Katsutomo,
whole fly?
)

GSM609233

r2d2[1],
ovary,
AGO1IP
AGO1

V073
mbn2

SRR341118
transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V008
S2-
DRSC

SRR029033
lacZ
knockdown

GSM609221
1182-4H
cell

SRR031700
2'-O-
methylated
small
RNAs from
dcr-2
homozygous
flies

GSM609247
heat
female
head

GSM379054
Flam
Heterozygote

SRR014277
Ovary_rep1_NA_P

GSM609225
ML-
DmBG3-C2

V096
loqsKO/f00791
ovary

SRR001339
WT_females_non-
beta-
eliminated

SRR032095
AGO1 IP
dcr2
knockdown
AGO1

GSM609239
IR- 2-
18hr

..................................................GATTGGCAAGCGACTGGTGGCG............................................................................................. 22 0 1 56.00 56 0 4 0 0 1 0 4 2 0 0 3 0 4 0 0 0 0 5 1 0 0 0 1 2 0 0 0 0 0 2 0 0 0 1 1 3 3 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 1 1 1 0 1 0 0 0 1 1 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CGGCCGCGCATTGCCATTCTCA.................................................. 22 0 1 23.00 23 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................AGATTGGCAAGCGACTGGTGGCG............................................................................................. 23 0 1 13.00 13 0 3 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CGGCCGCGCATTGCCATTCTC................................................... 21 0 1 7.00 7 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GATTGGCAAGCGACTGGTGG............................................................................................... 20 0 1 6.00 6 0 2 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................AAGCGACTGGTGGCGATGGAGA...................................................................................... 22 0 1 6.00 6 1 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................ATTCTCACGCAGGGCTGCGA..................................... 20 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GATTGGCAAGCGACTGGTGGC.............................................................................................. 21 0 1 5.00 5 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................TGGCCTAGCGGGGACCTGCGCGA................................................................................................................... 23 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................AGATTGGCAAGCGACTGGTGG............................................................................................... 21 0 1 4.00 4 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................CGACTGGTGGCGATGGAGAAGA................................................................................... 22 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CATTCTCACGCAGGGCTGCGATC................................... 23 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................ACTGGTGGCGATGGAGAAG.................................................................................... 19 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GATTGGCAAGCGACTGGTGGCGT............................................................................................ 23 1 1 3.00 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AAAAACCCGACGCGGCCGCGC............................................................... 21 0 1 3.00 3 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................CGGCCGCGCATTGCCATTCTCT.................................................. 22 1 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................AGCGACTGGTGGCGATGGAGAAGA................................................................................... 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................ACGCAGGGCTGCGATCCTGTACTGCTTA....................... 28 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TTGGCAAGCGACTGGTGG............................................................................................... 18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................GACTGGTGGCGATGGAGAAGAAAAA............................................................................... 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................ATGGAGAAGAAAAACCCGACG........................................................................ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TTGCCATTCTCACGCAGGGCTGCGAT.................................... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................AAGCGACTGGTGGCGATGGAG....................................................................................... 21 0 1 2.00 2 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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.........................................................AAGCGACTGGTGGCGATGGAGAA..................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................AAGCGACTGGTGGCGATGGAGAAGA................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................GGCCGCGCATTGCCATTCT.................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................................CTCACGCAGGGCTGCGATCCT................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................ACCTGCGCGAGATTGGCA........................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................AACCCGACGCGGCCGCGCA.............................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................CCTGCGCGAGATTGGCAAGC........................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................CGCAGGGCTGCGATCCTGTACT............................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................GACTGGTGGCGATGGAGAAGA................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................ACTGGTGGCGATGGAGAAGA................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................GGTGGCGATGGAGAAGAAAAA............................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................TAGCGGGGACCTGCGCGAGATTGG............................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................GATGGAGAAGAAAAACCCGA.......................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................TGGCAAGCGACTGGTGGCG............................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................CGCAGGGCTGCGATCCT................................. 17 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................AGATTGGCAAGCGACTGGTGGCGT............................................................................................ 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................CACGCAGGGCTGCGATCCT................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................................................................TACAGCAGGATTCGGTGCAGG.. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................AAGCGACTGGTGGCGATGGAGAAGAA.................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................AGCGGGGACCTGCGCGAGATTGGC............................................................................................................ 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................ATTGCCATTCTCACGCAGGGT.......................................... 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................GACCTGCGCGAGATTGGCAAGCG....................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................TATACAGCAGGATTCGGTGCA.... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................CTGCGATCCTGTACTGCTTATA..................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GATTGGCAAGCGACTGGTGT............................................................................................... 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................................................................................CAGGGCTGCGATCCTGTACTGCT......................... 23 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................CGATGGAGAAGAAAAACCCGAC......................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................GGGACCTGCGCGAGATTGGC............................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................GATGGAGAAGAAAAACCCGACGCGGC.................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................ACCTGCGCGAGATTGGCAAGCGAC..................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................GACTGGTGGCGATGGAGA...................................................................................... 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................TTGCCATTCTCACGCAGGGCTG........................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.........................................................................TGGAGAAGAAAAACCCGACG........................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................GGCTGCGATCCTGTACTG........................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................CAGCAGTGGCCTAGCGGGGACCTGC....................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................CGGCCGCGCATTGCCATTCT.................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGAGTCCGCAAGCGGCTCCGGGTCGTCACCGGATCGCCCCTGGACGCGCTCTAACCGTTCGCTGACCACCGCTACCTCTTCTTTTTGGGCTGCGCCGGCGCGTAACGGTAAGAGTGCGTCCCGACGCTAGGACATGACGAATATGTCGTCCTAAGCCACGTCCTT

***********************************((.((.((((((.((((.(((((((((..((((.(((.(((...........))).))).))))))).)))))).)))).)))))).)).))...***********************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

GSM609217
MLDmD20c5

GSM609222
ML-
DmBG1-C1

SRR010953
Aub
heterozygotes,
oxidized

V085
CME
W2
wing
disc

SRR001339
WT_females_non-
beta-
eliminated

SRR029633
total
small
RNAs from
hen1
homozygous
flies

GSM628271
r2d2[1]
ovary
total
RNA ¬†

V036
ML-
DmD20c5
cell

V034
ML-
DmD16c3
cell

GSM1528798
follicle
cells

V0662
r2d2
ovary,
AGO1-
IP,
reseq
AGO1

SRX247213

FLAG-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO2

GSM628272
ago2[414]
ovary
total
RNA

GSM343832
S2R+
cell

GSM609237

ago2[414]
ovary
total
RNA

GSM467729
Dmel_wt_sRNAseq

SRR001349
heterozygous_dcr-
2_untreated

SRR032096
AGO2 IP
dcr2
knockdown
AGO2

SRR298537
strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

SRR317111
genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old
flies

V077
cold,
female
head

V131
ML-
DmD16-
c3

V137
Male
aged
head

V139
Cold_female_body

V140
Dessication_female_body

V145
S2-
DRSC

V148
mbn2

V073
mbn2

GSM609227
CMEW1
Cl.8+
cell

V091
fGS/OSS
total

SRR351332
age: 2-
3dgender:
male:female
=
1:1tissue:
whole
flygenotype:
control
wild type
(w, 5905)

GSM399101
kc167
cell

V092
dcr-
2[G31R]
male
total
RNA 

GSM609226
CMEW1
Cl.8+
cell

SRR031702
2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609224
female,
one day

SRR031704
2'-O-
methylated
small
RNAs from
r2d2
homozygous
flies

GSM609219
GM2 cell

GSM343287
Drosophila
Toll 10b
mutant
embryos

SRR001337
WT_females_beta-
eliminated

V093
loqs-KO,
40A;
loqs-PB
rescue/TM3
male

total RNA

V125
ML-
DmD9

V126
CME
L1

GSM609232
r2d2[1]
ovary
total
RNA ¬†

GSM609223
male,
one day

SRR317112
genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR351333
age: 2-
3dgender:
male:female
=
1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609235
CMEL1

SRR031701
Total small
RNAs from
r2d2
heterozygous
flies

SRR001347
ago2_untreated
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..............................................................................................CCGGCGCGTAACGGTAAGAGT.................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................CGCGTAACGGTAAGAGTGCGT.............................................. 21 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................TGCGTCCCGACGCTAGGACAT.............................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................GGGCTGCGCCGGCGCGTAACG.......................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................TGTCGTCCTAAGCCACGTCCT. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................CCTGGACGCGCTCTAACCG............................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................CCCGACGCTAGGACATGACGA......................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................GCGTAACGGTAAGAGTGCGTCCC........................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AGGACATGACGAATATGT................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................CGTTCGCTGACCACCGCTAC.......................................................................................... 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...GTCCGCAAGCGGCTCCGGGTC............................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................CCCTGGACGCGCTCTAACCGT........................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Species Coordinate ID Type Alignment

dm3 chr3L:13013587-13013752 - dme_245 confident GCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCTAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATACAGCAGGA---TTCGGTGCAGGAAT
droSim2 3l:12704036-12704201 - dsi_32458 candidate GCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGT
droSec2 scaffold_0:5185172-5185337 - dse_1846 candidate GCTCAGTCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGT
droYak3 3L:13092490-13092655 - dya_1798 candidate GCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCTGTGCTGCTTATTCAGCAGGA---TTCGGTGCAGGAGT
droEre2 scaffold_4784:13021120-

13021285 -
der_1523 candidate-

rescued
GCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGACCGCGCATTGCCATCCTCACGCAGGGTTGCGATCCTGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGT

droEug1 scf7180000409711:6101276-
6101441 -

GCACAAGCCTTCGCCGAGGCCCAGAATTGGCCAAGTG---GGGATCTTCGTGAGATTGGCAAGCGTCTGGTGGCGATGGGCAAATTAAATACGACGCGGCCGCGCATTGCTATCCTCACGCAGGGCTGTGATCCTGTCCTGCTTATCCAACAGGA---CTCGGTACAGGAGT

droBia1 scf7180000302193:2253867-
2254032 -

GCACAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGACCCCGTGCTGCTCTTCCAGCAGGA---TTCGGTGCAGGAGT

droTak1 scf7180000415706:66158-66323
-

GCTCAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGCCTGGTGGCGCTGGACAAGCTGAATCCGGCGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---CTCGGTGCAGGAGT

droEle1 scf7180000491255:1412100-
1412265 -

GCACAGGCCTTCGCCGAGGCCCAGAACTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGATGGACAAGCTGAATCCGACGCGACCCCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGT

droRho1 scf7180000769477:979-1144 + GCACAGGCCTTCGCCGAGGCCCAGAACTGGCCAAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGCTGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGT
droFic1 scf7180000454048:724246-

724411 +
GCCCAGGCCTTCGCCGAGAAACAGAATTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGT

droKik1 scf7180000302272:666728-
666893 -

GCGCAGGCCTTTGCCGAGGCCCAAAAATGGCCGAGCG---AGGATCTGCGTGAGATTGGCAAACGTCTGGTGGCAATGGACAAACTAAATCCGTCGCGGCCACGCATTGCCATCCTCACGCAGGGTTGTGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAAT

droAna3 scaffold_13337:4137407-
4137572 +

dan_4038 candidate GCGCAGGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAGCTGAACTCGTCGAGGCCGCGCATTGCCATTCTCACGCAGGGCTGTGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGT

droBip1 scf7180000395450:265912-
266077 +

GCGCAAGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGATAAGCTGAATACCTCAAAGCCTCGAATTGCCATTCTCACGCAGGGTTGCGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGT

dp5 XR_group6:4377277-4377442 - dps_3829 candidate-
rescued

GCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGT

droPer2 scaffold_9:2666458-2666623 - dpe_2483 candidate GCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGT
droWil2 scf2_1100000004511:5276762-

5276927 +
dwi_5417 candidate GCTCATGCCTTTGCCACTGGCCAGGGCTGGCCAACGG---ATGATCTGCGCGAGATTGGCAAACGTATAGTCGGTCTGGAGAAACTAAATCCAAGTCGGCCACGCATTGCCATACTAACGCAGGGCTGTGATCCGGTGTTGCTCATTCAAAAAGA---TTCGGTTGAAGAGT

droVir3 scaffold_13049:22492164-
22492332 +

dvi_158 candidate-
rescued

GCGCACGCCTTTGCCACTGCGCAAGGTTGGCCCGCCGACAATGATCTGCGTGAGATTGGCAAGCGCCTGGTCGCGCTGAATAAACTCAATACGGGGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTTATACAGCACGA---TTCGGTCCAGGAGT

droMoj3 scaffold_6680:17099724-
17099892 +

dmo_114 confident GCCCATGCCTTTGCCACGGCGCAAGGCTGGCCCGCCGATGCGGATCTGCGTGAGATTGGCAAACGTTTGGTGGCACTGCCCAAAATCAATTCAGAGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTCATCCAGCACGA---CAAGGTCCAGGAGT

droGri2 scaffold_15121:203625-203796
+

dgr_465 candidate-
rescued

GCGAAGGCTTTTGCCACGGCACAAGGCTGGGCCGCCGATGAGGATCTGCGTGAGATTGGCAGGCGTCTGGTTGCACTGGACAAATTGAATTCAGCGCGACCACGCATTGCGATACTCACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCACGACGCTCCGGTCCAGGAGT
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dme_245
Species Read alignment
dm3 CG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATC 

((---.((.((((((.((((.(((((((((..((((.(((.(((...........))).))).))))))).)))))).)))).)))))).)).))... Size Hits Total Norm Total Norm RPM

..................GATTGGCAAGCGACTGGTGGCG.......................................................... 22 1 56.00 0.14

.............................................................CGGCCGCGCATTGCCATTCTCA............... 22 1 23.00 0.20

.................AGATTGGCAAGCGACTGGTGGCG.......................................................... 23 1 13.00 0.08

.............................................................CGGCCGCGCATTGCCATTCTC................ 21 1 7.00 0.11

..................GATTGGCAAGCGACTGGTGG............................................................ 20 1 6.00 0.09

.........................AAGCGACTGGTGGCGATGGAGA................................................... 22 1 6.00 0.18

............................................................................ATTCTCACGCAGGGCTGCGA.. 20 1 5.00 1.02

..................GATTGGCAAGCGACTGGTGGC........................................................... 21 1 5.00 0.16

.................AGATTGGCAAGCGACTGGTGG............................................................ 21 1 4.00 0.07

..................GATTGGCAAGCGACTGGTGGCGT......................................................... 23 1 4.00 0.08

............................CGACTGGTGGCGATGGAGAAGA................................................ 22 1 4.00 0.68

...........................................................................CATTCTCACGCAGGGCTGCGATC 23 1 3.00 0.61

..............................ACTGGTGGCGATGGAGAAG................................................. 19 1 3.00 0.12

.................................................AAAAACCCGACGCGGCCGCGC............................ 21 1 3.00 0.15

.............................................................CGGCCGCGCATTGCCATTCTCT............... 22 1 3.00 0.10

..........................AGCGACTGGTGGCGATGGAGAAGA................................................ 24 1 2.00 1.20

....................TTGGCAAGCGACTGGTGG............................................................ 18 1 2.00 0.17

.............................GACTGGTGGCGATGGAGAAGAAAAA............................................ 25 1 2.00 0.23

........................................ATGGAGAAGAAAAACCCGACG..................................... 21 1 2.00 0.05

.......................................................................TTGCCATTCTCACGCAGGGCTGCGAT. 26 1 2.00 0.61

.........................AAGCGACTGGTGGCGATGGAG.................................................... 21 1 2.00 0.05

......................................................................ATTGCCATTCTCACGCAGGGCT...... 22 1 2.00 0.04

....................TTGGCAAGCGACTGGTGGCG.......................................................... 20 1 2.00 0.31

........ACCTGCGCGAGATTGGCAAGCG.................................................................... 22 1 2.00 0.04

.....................TGGCAAGCGACTGGTGGCGA......................................................... 20 1 2.00 0.63
CG---GGGACCTGCGCGAGATTGGCA........................................................................ 23 1 2.00 0.46
..........................AGCGACTGGTGGCGATGGAGAAG................................................. 23 1 2.00 0.09
.......................................GATGGAGAAGAAAAACCCGAC...................................... 21 1 2.00 0.21
.................AGATTGGCAAGCGACTGGTGGC........................................................... 22 1 2.00 0.14
................................TGGTGGCGATGGAGAAGAA............................................... 19 1 2.00 0.08
............................CGACTGGTGGCGATGGAGAAGAA............................................... 23 1 2.00 0.10
.......................................................................TTGCCATTCTCACGCAGGGCTGCGA.. 25 1 2.00 0.44
.......................................................................TTGCCATTCTCACGCAGGGCT...... 21 1 2.00 0.08
.......................................GATGGAGAAGAAAAACCC......................................... 18 1 2.00 0.38
.....................TGGCAAGCGACTGGTGGCGATGGA..................................................... 24 1 1.00 0.05
......................................CGATGGAGAAGAAAAACC.......................................... 18 1 1.00 0.38
..........................AGCGACTGGTGGCGATGGAGA................................................... 21 1 1.00 0.44
.................................................................CGCGCATTGCCATTCTCACGC............ 21 1 1.00 0.04
.........................................TGGAGAAGAAAAACCCGACGCGGCCGC.............................. 27 1 1.00 0.46
........................CAAGCGACTGGTGGCGATGG...................................................... 20 1 1.00 0.50
..............GCGAGATTGGCAAGCGACTGGTGGCGA......................................................... 27 1 1.00 0.50
............................CGACTGGTGGCGATGGAGAAG................................................. 21 1 1.00 0.20
.......GACCTGCGCGAGATTGGCAAGCGA................................................................... 24 1 1.00 0.05
...................ATTGGCAAGCGACTGGTGGCGA......................................................... 22 1 1.00 0.05
........................CAAGCGACTGGTGGCGATGGAGAAGAAA.............................................. 28 1 1.00 0.27
........................................................................TGCCATTCTCACGCAGGGCTGCG... 23 1 1.00 0.04
............................................................GCGGCCGCGCATTGCCATTCTCACGCAG.......... 28 1 1.00 0.30
...........TGCGCGAGATTGGCAAGCGACTGGT.............................................................. 25 1 1.00 0.09
......................................CGATGGAGAAGAAAAACCCGA....................................... 21 1 1.00 0.05
.......................................................................TTGCCATTCTCACGCAGGGCTGC.... 23 1 1.00 0.04
.......................................................................TTGCCATTCTCACGCAGGGCTGCG... 24 1 1.00 0.31
...............................................AGAAAAACCCGACGCGGCCGCG............................. 22 1 1.00 0.07
......................................................................ATTGCCATTCTCACGCAGGGC....... 21 1 1.00 0.08
...............................CTGGTGGCGATGGAGAAGAAA.............................................. 21 1 1.00 0.11
...........TGCGCGAGATTGGCAAGCGACTGGTG............................................................. 26 1 1.00 0.25
............................................AGAAGAAAAACCCGACGCGGC................................. 21 1 1.00 0.05
..............GCGAGATTGGCAAGCGACTGGTGGCG.......................................................... 26 1 1.00 0.19
.............................GACTGGTGGCGATGGAGAAGAG............................................... 22 1 1.00 0.05
....................TTGGCAAGCGACTGGTGGCGATGGAG.................................................... 26 1 1.00 0.52
..................GATTGGCAAGCGACTGGTG............................................................. 19 1 1.00 0.20
.............................................................CGGCCGCGCATTGCCATTCTT................ 21 1 1.00 1.00
.............................GACTGGTGGCGATGGAGAAGAAA.............................................. 23 1 1.00 0.52
.......................GCAAGCGACTGGTGGCGATGG...................................................... 21 1 1.00 0.07
.........CCTGCGCGAGATTGGCAAGCGACTGG............................................................... 26 1 1.00 0.44
.............................GACTGGTGGCGATGGAGAAG................................................. 20 1 1.00 0.09
.................................GGTGGCGATGGAGAAGAAAAACCC......................................... 24 1 1.00 0.07
..........................AGCGACTGGTGGCGATGGAG.................................................... 20 1 1.00 0.16
.......................................................................TTGCCATTCTCACGCAGGGCTGCGC.. 25 1 1.00 0.22
...............CGAGATTGGCAAGCGACTGGTG............................................................. 22 1 1.00 0.07
.............CGCGAGATTGGCAAGCGAC.................................................................. 19 1 1.00 0.29
........................CAAGCGACTGGTGGCGATGGAG.................................................... 22 1 1.00 0.44
.......................................................................TTGCCATTCTCACGCAGG......... 18 1 1.00 0.12
.........................................................................GCCATTCTCACGCAGGGCTGC.... 21 1 1.00 0.44
....................................GGCGATGGAGAAGAAAAACCCGACGCGGC................................. 29 1 1.00 0.25
.........................................TGGAGAAGAAAAACCCGACGCGGCC................................ 25 1 1.00 0.07
..............................................................GGCCGCGCATTGCCATTCTCT............... 21 1 1.00 0.39
..........................AGCGACTGGTGGCGATGGAGAAGAAA.............................................. 26 1 1.00 0.30
............................................................GCGGCCGCGCATTGCCATTCTCACG............. 25 1 1.00 0.29
.........................AAGCGACTGGTGGCGATGGAGAA.................................................. 23 1 1.00 0.05
.........................AAGCGACTGGTGGCGATGGAGAAGA................................................ 25 1 1.00 0.04
..............................................................GGCCGCGCATTGCCATTCT................. 19 1 1.00 0.29
........ACCTGCGCGAGATTGGCA........................................................................ 18 1 1.00 0.05
....................................................AACCCGACGCGGCCGCGCA........................... 19 1 1.00 0.63
.........CCTGCGCGAGATTGGCAAGC..................................................................... 20 1 1.00 0.50
.............................GACTGGTGGCGATGGAGAAGA................................................ 21 1 1.00 0.19
..............................ACTGGTGGCGATGGAGAAGA................................................ 20 1 1.00 0.09
.................................GGTGGCGATGGAGAAGAAAAA............................................ 21 1 1.00 0.46
.......................................GATGGAGAAGAAAAACCCGA....................................... 20 1 1.00 0.12
.....................TGGCAAGCGACTGGTGGCG.......................................................... 19 1 1.00 0.05
.................AGATTGGCAAGCGACTGGTGGCGT......................................................... 24 1 1.00 0.07
.........................AAGCGACTGGTGGCGATGGAGAAGAA............................................... 26 1 1.00 0.52
......................................................................ATTGCCATTCTCACGCAGGGT....... 21 1 1.00 0.04
.......GACCTGCGCGAGATTGGCAAGCG.................................................................... 23 1 1.00 0.09
..................GATTGGCAAGCGACTGGTGT............................................................ 20 1 1.00 0.11
......................................CGATGGAGAAGAAAAACCCGAC...................................... 22 1 1.00 0.38
.....GGGACCTGCGCGAGATTGGC......................................................................... 20 1 1.00 0.46
.......................................GATGGAGAAGAAAAACCCGACGCGGC................................. 26 1 1.00 0.04
........ACCTGCGCGAGATTGGCAAGCGAC.................................................................. 24 1 1.00 0.04
.............................GACTGGTGGCGATGGAGA................................................... 18 1 1.00 0.05
.......................................................................TTGCCATTCTCACGCAGGGCTG..... 22 1 1.00 0.04
.........................................TGGAGAAGAAAAACCCGACG..................................... 20 1 1.00 0.11
.............................................................CGGCCGCGCATTGCCATTCT................. 20 1 1.00 0.47
Total 251.00 0.25

droSim2 CG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATC 
((---.((.((((((.((((.(((((((((..((((.(((.(((...........))).))).))))))).)))))).)))).)))))).)).))... Size Hits Total Norm Total Norm RPM

..................GATTGGCAAGCGATTGGTGGCG.......................................................... 22 1 2.00 0.06

..............................ATTGGTGGCGATGGAGAAGAA............................................... 21 1 1.00 0.08

.............................GATTGGTGGCGATGGAGA................................................... 18 1 1.00 0.05

............GCGCGAGATTGGCAAGC..................................................................... 17 1 1.00 0.05

........ACCTGCGCGAGATTGGCA........................................................................ 18 1 1.00 0.03

..............GCGAGATTGGCAAGCGATTGGTGGC........................................................... 25 1 1.00 0.08
Total 7.00 0.05

droSec2 CG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATC 
((---.((.((((((.((((.(((((((((..((((.(((.(((...........))).))).))))))).)))))).)))).)))))).)).))... Size Hits Total Norm Total Norm RPM

.......................................GATGGAGAAGAAAAACCCGGC...................................... 21 1 2.00 0.13

.............................................................CGGCCGCGCATTGCCATTCTCA............... 22 1 1.00 0.05

........................................................................TGCCATTCTCACGCAGGGCTGC.... 22 1 1.00 0.07

.........................AAGCGATTGGTGGCGATGGA..................................................... 20 1 1.00 0.07

..................GATTGGCAAGCGATTGGTGGCG.......................................................... 22 1 1.00 0.05

.............................GATTGGTGGCGATGGAGA................................................... 18 1 1.00 0.05

................GAGATTGGCAAGCGATTGGTGGCGAT........................................................ 26 1 1.00 0.05

..............GCGAGATTGGCAAGCGATTGGTGGCGAT........................................................ 28 1 1.00 0.05
Total 9.00 0.17

droYak3 CG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATC 
((---.((.((((((.(((..(((((((((..((((.(((.(((...........))).))).))))))).))))))..))).)))))).)).))... Size Hits Total Norm Total Norm RPM

..............GCGAGATTGGCAAGCGACTGGTGGC........................................................... 25 1 2.00 0.09

..........................................................................CCATCCTCACGCAGGGCTGCG... 21 1 1.00 0.04

.................AGATTGGCAAGCGACTGGTGGCG.......................................................... 23 1 1.00 0.04

.............................GACTGGTGGCGATGGAGAAGAAAAACC.......................................... 27 1 1.00 0.05

...............................CTGGTGGCGATGGAGAAGA................................................ 19 1 1.00 0.04

.....GGGACCTGCGCGAGATTGGCAA....................................................................... 22 1 1.00 0.05

................GAGATTGGCAAGCGACTGGTGGC........................................................... 23 1 1.00 0.04

..................GATTGGCAAGCGACTGGTGGCG.......................................................... 22 1 1.00 0.05

.......................................GATGGAGAAGAAAAACCCGACGCGGC................................. 26 1 1.00 0.05

....................TTGGCAAGCGACTGGTGGC........................................................... 19 1 1.00 0.04

...........................................................................CATCCTCACGCAGGGCTGC.... 19 1 1.00 0.04

.............................................GAAGAAAAACCCGACGCGGCCGCGC............................ 25 1 1.00 0.04

...................ATTGGCAAGCGACTGGTGGC........................................................... 20 1 1.00 0.04

..............GCGAGATTGGCAAGCGACTGGT.............................................................. 22 1 1.00 0.04

......................GGCAAGCGACTGGTGGCGATGGA..................................................... 23 1 1.00 0.04

.......................................GATGGAGAAGAAAAACCCGACGCGGCCG............................... 28 1 1.00 0.17
Total 17.00 0.21

droEre2 CG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGACCGCGCATTGCCATCCTCACGCAGGGTTGCGATC 
((---.((.((((((.(((..(((((((((..((((.(((.(((...........))).))).))))))).))))))..))).)))))).)).))... Size Hits Total Norm Total Norm RPM

...................ATTGGCAAGCGACTGGTGGC........................................................... 20 1 4.00 0.11

..................GATTGGCAAGCGACTGGTGGC........................................................... 21 1 2.00 0.03

..............................................................GACCGCGCATTGCCATCCTCA............... 21 1 2.00 0.05

..................GATTGGCAAGCGACTGGTGGCGA......................................................... 23 1 1.00 0.03

....................................GGCGATGGAGAAGAAAAACCC......................................... 21 1 1.00 0.05

........................................................................TGCCATCCTCACGCAGGGTT...... 20 1 1.00 0.03

............................................................................ATCCTCACGCAGGGTTGCGAT. 21 1 1.00 0.05

..............................ACTGGTGGCGATGGAGAAG................................................. 19 1 1.00 0.05

................................................................CCGCGCATTGCCATCCTCACG............. 21 1 1.00 0.03

........................................................CGACGCGACCGCGCATTGCCA..................... 21 1 1.00 0.03

........ACCTGCGCGAGATTGGCAAGCGACTGGT.............................................................. 28 1 1.00 0.03

.......................GCAAGCGACTGGTGGCGATGGAGA................................................... 24 1 1.00 0.05

.............................GACTGGTGGCGATGGAGAA.................................................. 19 1 1.00 0.05

.............................GACTGGTGGCGATGGAGAAGAAAAACC.......................................... 27 1 1.00 0.05

...........................GCGACTGGTGGCGATGGAGAAGA................................................ 23 1 1.00 0.03

......................GGCAAGCGACTGGTGGCGATGG...................................................... 22 1 1.00 0.03

......................................CGATGGAGAAGAAAAACCCGA....................................... 21 1 1.00 0.05

.....................TGGCAAGCGACTGGTGGCGATGGAGA................................................... 26 1 1.00 0.03

...........................................................................CATCCTCACGCAGGGTTGCG... 20 1 1.00 0.05

.................................................................CGCGCATTGCCATCCTCACGCAGG......... 24 1 1.00 0.33

............GCGCGAGATTGGCAAGCGACTGGT.............................................................. 24 1 1.00 0.05

..........................AGCGACTGGTGGCGATGGAGA................................................... 21 1 1.00 0.05

.........................AAGCGACTGGTGGCGATGGAGAAG................................................. 24 1 1.00 0.03

.............................GACTGGTGGCGATGGAGA................................................... 18 1 1.00 0.03

...................ATTGGCAAGCGACTGGTGG............................................................ 19 2 0.50 0.02

................GAGATTGGCAAGCGACTGGTTTT........................................................... 23 2 0.50 0.01
Total 30.00 0.31

droAna3 TG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAGCTGAACTCGTCGAGGCCGCGCATTGCCATTCTCACGCAGGGCTGTGATC 
((---.((..(((((.((((.((((((((.....(((((.((((((.((.....)).))))))))))))).)))))).)))).)))))..)).))... Size Hits Total Norm Total Norm RPM

.......GATCTGCGAGAGATTGGCAAGC..................................................................... 22 1 2.00 0.05

......................GGCAAGCGGCTGGTGGCGTTCGACAA.................................................. 26 1 1.00 0.03

..........................................CGACAAGCTGAACTCGTCGAGGC................................. 23 1 1.00 0.03

...................................................GAACTCGTCGAGGCCGCGCATT......................... 22 1 1.00 0.03

...............................CTGGTGGCGTTCGACAAGCTG.............................................. 21 1 1.00 0.03

......................GGCAAGCGGCTGGTGGCGTT........................................................ 20 1 1.00 0.06

......................GGCAAGCGGCTGGTGGCGTTCG...................................................... 22 1 1.00 0.03

......................................................................ATTGCCATTCTCACGCAGGGCTGTG... 25 1 1.00 0.03

.......GATCTGCGAGAGATTGGCAAG...................................................................... 21 1 1.00 0.04

.............................................CAAGCTGAACTCGTCGAGGC................................. 20 1 1.00 0.04

...........................................GACAAGCTGAACTCGTCGAGGC................................. 22 1 1.00 0.03

...............AGAGATTGGCAAGCGGCTGG............................................................... 20 1 1.00 0.03

...............................CTGGTGGCGTTCGACAAGCT............................................... 20 1 1.00 0.04

.............................................CAAGCTGAACTCGTCGAGGCCGCGCATT......................... 28 1 1.00 0.03

...................................................GAACTCGTCGAGGCCGCGCATTGCC...................... 25 1 1.00 0.04

.........................................TCGACAAGCTGAACTCGTC...................................... 19 1 1.00 0.04

..........................................CGACAAGCTGAACTCGTCGAGGCC................................ 24 1 1.00 0.04

..................GATTGGCAAGCGGCTGGTGGC........................................................... 21 1 1.00 0.03

.......................GCAAGCGGCTGGTGGCGTT........................................................ 19 1 1.00 0.03

.......................................................TCGTCGAGGCCGCGCATTGCC...................... 21 1 1.00 0.03

......GGATCTGCGAGAGATTGGCAAGC..................................................................... 23 1 1.00 0.40

...................ATTGGCAAGCGGCTGGTGGCGTT........................................................ 23 1 1.00 0.03

...................ATTGGCAAGCGGCTGGTGGCGTTC....................................................... 24 1 1.00 0.04
Total 24.00 0.26

dp5 CG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATC 
((---.((..(((((..((..(((((((((...(((.((((((((.........)))))))).))).))).))))))..))..)))))..)).))... Size Hits Total Norm Total Norm RPM

.........................................TGGACAAACTGAATCCGGC...................................... 19 1 3.00 0.04

.........................................TGGACAAACTGAATCCGGCGC.................................... 21 1 2.00 0.03

.......................................GCTGGACAAACTGAATCCGGC...................................... 21 1 2.00 0.03

........................................CTGGACAAACTGAATCCGGCGC.................................... 22 1 2.00 0.16

...........................................GACAAACTGAATCCGGCGCGA.................................. 21 1 2.00 0.03

........................................CTGGACAAACTGAATCCGGCG..................................... 21 1 1.00 0.02

...........TGCGCGAGATTGGCAAGCGTCTGGT.............................................................. 25 1 1.00 0.11

.....AAGATCTGCGCGAGATTGGC......................................................................... 20 1 1.00 0.02

....................TTGGCAAGCGTCTGGTGGC........................................................... 19 1 1.00 0.02

.........................................TGGACAAACTGAATCCGGCGCGA.................................. 23 1 1.00 0.09

........................................CTGGACAAACTGAATCCGGC...................................... 20 1 1.00 0.08

..........................AGCGTCTGGTGGCGCTGGACAAAC................................................ 24 1 1.00 0.02

..............................................................GACCTCGCATTGCCATACTAACGCAG.......... 26 1 1.00 0.02

.......GATCTGCGCGAGATTGGCAAGCG.................................................................... 23 1 1.00 0.13

...........................................GACAAACTGAATCCGGCGC.................................... 19 1 1.00 0.08

...........TGCGCGAGATTGGCAAGCGTCTGGTGG............................................................ 27 1 1.00 0.02

...................................................................CGCATTGCCATACTAACGCAG.......... 21 1 1.00 0.02

.....AAGATCTGCGCGAGATTGGCA........................................................................ 21 1 1.00 0.02

............................................ACAAACTGAATCCGGCGC.................................... 18 1 1.00 0.02

............................................................................ATACTAACGCAGGGCTGTGA.. 20 1 1.00 0.13

............................................................GCGACCTCGCATTGCCATACT................. 21 1 1.00 0.02

...............................................AACTGAATCCGGCGCGACCTCGCA........................... 24 1 1.00 0.02

...........TGCGCGAGATTGGCAAGCGTCTGG............................................................... 24 1 1.00 0.02
Total 29.00 0.27

droPer2 CG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATC 
((---.((..(((((..((..(((((((((...(((.((((((((.........)))))))).))).))).))))))..))..)))))..)).))... Size Hits Total Norm Total Norm RPM

.......................................GCTGGACAAACTGAATCC......................................... 18 1 8.00 0.64

...........................................GACAAACTGAATCCGGCGC.................................... 19 1 2.00 0.16

...................ATTGGCAAGCGTCTGGTGGC........................................................... 20 1 2.00 0.16

...............CGAGATTGGCAAGCGTCTGGTGGC........................................................... 24 1 1.00 0.37

.......................................GCTGGACAAACTGAATCCGGC...................................... 21 1 1.00 0.05

.............................................CAAACTGAATCCGGCGCGACCTCG............................. 24 1 1.00 0.08

......................GGCAAGCGTCTGGTGGCGCTGGACA................................................... 25 1 1.00 0.04

.................................................CTGAATCCGGCGCGACCTCT............................. 20 1 1.00 0.05
Total 17.00 0.30

droWil2 GG---ATGATCTGCGCGAGATTGGCAAACGTATAGTCGGTCTGGAGAAACTAAATCCAAGTCGGCCACGCATTGCCATACTAACGCAGGGCTGTGATC 
..---....((((((..((..((((((.(((...(((((..((((.........))))..))))).)))..))))))..))..))))))......... Size Hits Total Norm Total Norm RPM

............................................................................ATACTAACGCAGGGCTGT.... 18 1 2.00 0.07

...............................ATAGTCGGTCTGGAGAAACTAAATCCAA....................................... 28 1 1.00 0.04

.............................GTATAGTCGGTCTGGAGAAAC................................................ 21 1 1.00 0.06

...........................................................................CATACTAACGCAGGGCTGTG... 20 1 1.00 0.04

..........................AACGTATAGTCGGTCTGGAGA................................................... 21 1 1.00 0.04

....................................................AATCCAAGTCGGCCACGCAT.......................... 20 1 1.00 0.04

...................ATTGGCAAACGTATAGTCGGTCTG....................................................... 24 1 1.00 0.06

.......................................................CCAAGTCGGCCACGCATTGCCA..................... 22 1 1.00 0.04
GG---ATGATCTGCGCGAGATTGGC......................................................................... 22 1 1.00 0.04
........ATCTGCGCGAGATTGGCA........................................................................ 18 1 1.00 0.04
Total 11.00 0.12

droVir3 CGACAATGATCTGCGTGAGATTGGCAAGCGCCTGGTCGCGCTGAATAAACTCAATACGGGGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACC
...((....((((((((((..(((((((((..(((((((.(((.((.......)).))).)))))))))).))))))..))))))))))....))... Size Hits Total Norm Total Norm RPM

...................ATTGGCAAGCGCCTGGTCGCG.......................................................... 21 1 108.00 0.43

...................ATTGGCAAGCGCCTGGTCGCGC......................................................... 22 1 42.00 0.19

...................ATTGGCAAGCGCCTGGTCGC........................................................... 20 1 17.00 0.15

...................ATTGGCAAGCGCCTGGTCGCGCT........................................................ 23 1 14.00 0.19

...................ATTGGCAAGCGCCTGGTCG............................................................ 19 1 6.00 0.10

....................TTGGCAAGCGCCTGGTCGCGCTG....................................................... 23 1 3.00 0.24

...................ATTGGCAAGCGCCTGGTCGCC.......................................................... 21 1 2.00 0.36

...................ATTGGCAAGCGCCTGGTCGT........................................................... 20 1 2.00 0.13

.GACAATGATCTGCGTGAGATT............................................................................ 21 1 2.00 0.10

...................ATTGGCAAGCGCCTGGTCGCGCTC....................................................... 24 1 2.00 0.06

...................ATTGGCAAGCGCCTGGTCGCGT......................................................... 22 1 2.00 0.21

...................ATTGGCAAGCGCCTGGTCGCGA......................................................... 22 1 2.00 0.13

...................ATTGGCAAGCGCCTGGTCGCGAAA....................................................... 24 1 1.00 0.06
CGACAATGATCTGCGTGAGATT............................................................................ 22 1 1.00 0.12
..............................................................GACCACGCATTGCCATACTCACGCAG.......... 26 1 1.00 0.03
.....................................................................CATTGCCATACTCACGCAGGGCTGT.... 25 1 1.00 0.23
....................TTGGCAAGCGCCTGGTCGCG.......................................................... 20 1 1.00 0.03
...................ATTGGCAAGCGCCTGGTCGCGCTG....................................................... 24 1 1.00 0.09
.....ATGATCTGCGTGAGATTGGC......................................................................... 20 1 1.00 0.15
...................ATTGGCAAGCGCCTGGTCGG........................................................... 20 1 1.00 0.28
.......GATCTGCGTGAGATTGGC......................................................................... 18 1 1.00 0.03
................GAGATTGGCAAGCGCCTGGT.............................................................. 20 1 1.00 0.03
....................TTGGCAAGCGCCTGGTCG............................................................ 18 1 1.00 0.03
.GACAATGATCTGCGTGAGATTT........................................................................... 22 1 1.00 0.15
....................TTGGCAAGCGCCTGGTCGCGCTA....................................................... 23 1 1.00 0.21
...................ATTGGCAAGCGCCTGGTCGCAA......................................................... 22 1 1.00 0.14
....................TTGGCAAGCGCCTGGTCGCGCT........................................................ 22 1 1.00 0.03
...................ATTGGCAAGCGCCTGGTCGCGCTGA...................................................... 25 1 1.00 0.03
..........CTGCGTGAGATTGGCAAGCGCCT................................................................. 23 1 1.00 0.85
Total 219.00 0.55

droMoj3 CGATGCGGATCTGCGTGAGATTGGCAAACGTTTGGTGGCACTGCCCAAAATCAATTCAGAGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACC
...(((((..(((((((((..((((((..((.((((.((.(((.............))).)).)))).)).))))))..)))))))))..)))))... Size Hits Total Norm Total Norm RPM

...........................................................AGCGACCACGCATTGCCATACT................. 22 1 45.00 0.57

...................ATTGGCAAACGTTTGGTGGCACTG....................................................... 24 1 22.00 0.22

...................ATTGGCAAACGTTTGGTGGCACT........................................................ 23 1 21.00 0.21

...................ATTGGCAAACGTTTGGTGGCAC......................................................... 22 1 15.00 0.16

...................ATTGGCAAACGTTTGGTGGCA.......................................................... 21 1 7.00 0.10

...........................................................AGCGACCACGCATTGCCATACC................. 22 1 5.00 0.20

...................ATTGGCAAACGTTTGGTGGCACC........................................................ 23 1 4.00 0.14

...................ATTGGCAAACGTTTGGTGGCACTGCCCA................................................... 28 1 3.00 0.04

...................ATTGGCAAACGTTTGGTGGC........................................................... 20 1 3.00 0.06

.................AGATTGGCAAACGTTTGGTGG............................................................ 21 1 3.00 0.04

..........................................................GAGCGACCACGCATTGCCATACC................. 23 1 3.00 0.12

............................................................GCGACCACGCATTGCCATACT................. 21 1 2.00 0.04

...................ATTGGCAAACGTTTGGTGGCACTGC...................................................... 25 1 2.00 0.07

...........................................................AGCGACCACGCATTGCCATAC.................. 21 1 2.00 0.04

...................ATTGGCAAACGTTTGGTGGCACTGT...................................................... 25 1 2.00 0.47

...................ATTGGCAAACGTTTGGTGGCACTGCCC.................................................... 27 1 2.00 0.08

..........................................................GAGCGACCACGCATTGCCATACT................. 23 1 2.00 0.03

...................ATTGGCAAACGTTTGGTGGCACTT....................................................... 24 1 1.00 0.02

...................ATTGGCAAACGTTTGGTGG............................................................ 19 1 1.00 0.05

.................AGATTGGCAAACGTTTGGTGGC........................................................... 22 1 1.00 0.02

...................ATTGGCAAACGTTTGGTGGCAA......................................................... 22 1 1.00 0.23

..................GATTGGCAAACGTTTGGTGG............................................................ 20 1 1.00 0.02

..........................................................GAGCGACCACGCATTGCCATACTTC............... 25 1 1.00 0.02

....................TTGGCAAACGTTTGGTGGCACTG....................................................... 23 1 1.00 0.02

...........................................................AGCGACCACGCATTGCCATACTCC............... 24 1 1.00 0.02

...........................................................AGCGACCACGCATTGCCATACTC................ 23 1 1.00 0.02

............GCGTGAGATTGGCAAACG.................................................................... 18 1 1.00 0.37

...................ATTGGCAAACGTTTGGTGGCT.......................................................... 21 1 1.00 0.02

...........................................................AGCGACCACGCATTGCCATACTT................ 23 1 1.00 0.02
CGATGCGGATCTGCGTGAGATTGGC......................................................................... 25 1 1.00 0.02
..................GATTGGCAAACGTTTGGTGGCAC......................................................... 23 1 1.00 0.04
....................TTGGCAAACGTTTGGTGGCACT........................................................ 22 1 1.00 0.04
Total 158.00 1.54

droGri2 CGATGAGGATCTGCGTGAGATTGGCAGGCGTCTGGTTGCACTGGACAAATTGAATTCAGCGCGACCACGCATTGCGATACTCACGCAGGGCTGTGATC 
.(((..((..(((((((((....((((((((..((((((.(((((.........))))).)))))))))).))))....)))))))))..))...))) Size Hits Total Norm Total Norm RPM

..........................GGCGTCTGGTTGCACTGGACA................................................... 21 1 2.00 0.06

.......................GCAGGCGTCTGGTTGCACTGGA..................................................... 22 1 2.00 0.09

............GCGTGAGATTGGCAGGCGTCTGGTTGC........................................................... 27 1 1.00 0.03

............GCGTGAGATTGGCAGGCGTC.................................................................. 20 1 1.00 0.03

....................TTGGCAGGCGTCTGGTTGCACT........................................................ 22 1 1.00 0.03

.......................GCAGGCGTCTGGTTGCACTGGAC.................................................... 23 1 1.00 0.03

..................................GTTGCACTGGACAAATTGAATTC......................................... 23 1 1.00 0.03

.............................................................................TACTCACGCAGGGCTGTG... 18 1 1.00 0.03

.......................GCAGGCGTCTGGTTGCACTG....................................................... 20 1 1.00 0.04

.......................GCAGGCGTCTGGTTGCACTGG...................................................... 21 1 1.00 0.03

..................GATTGGCAGGCGTCTGGT.............................................................. 18 1 1.00 0.04

......................GGCAGGCGTCTGGTTGCACTGGACA................................................... 25 1 1.00 0.03

...............................................................ACCACGCATTGCGATACTCACGCA........... 24 1 1.00 0.03

............................................................................ATACTCACGCAGGGCTGTG... 19 1 1.00 0.04

.........................AGGCGTCTGGTTGCACTGGACA................................................... 22 1 1.00 0.04

.GATGAGGATCTGCGTGAGATTG........................................................................... 22 1 1.00 0.04

............................................................GCGACCACGCATTGCGATACTCACGCA........... 27 1 1.00 0.03

.....AGGATCTGCGTGAGATTG........................................................................... 18 1 1.00 0.03

...............................................AATTGAATTCAGCGCGACCAC.............................. 21 1 1.00 0.04

....................................................................GCATTGCGATACTCACGCA........... 19 1 1.00 0.03

........ATCTGCGTGAGATTGGCTC....................................................................... 19 3 0.33 0.01
Total 22.33 0.38
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..................................AGAAGAAGCAAAGCCAAAAACGCAGC.............................................................................................................................. 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................ACGTCGACGCAGTGTTAGCTG................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................ATTGCCGTTGGCCAGCTTCAGTG............................. 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TTGACGTCGACGCAGTGTTAGCTGT................................................................................................ 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................CATTTCCCCATCGAGTCGG........ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATTGTCAAAAGGAAAATGTTGTTGCTTCTTATGGTCTTCTTCGTTTCGGTTTTTGCGTCGACGTCAACTGCAGCTGCGTCACAATCGACGACGGTAGCGACGACGTCAGCGGCTGCAGGCAAAGACAAACCGGGTAACGGCAACCGGTCGAAGTCACAAGTAAAGGGGTAGCTCAGCCGTTGTTGC

**************************************************.......(((((((..(((((((((((((((...((....))...))))))....)))...)))))).....))))..)))....***************************************************
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.....................................................TGCGTCGACGTCAACTGCAGC................................................................................................................ 21 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................GGGTAGCTCAGCCGTTGTTGC 21 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................AGGGGTAGCTCAGCCGTTGTT.. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................GTAAAGGGGTAGCTCAGCCGT...... 21 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................AGTCACAAGTAAAGGGGTAGCT............. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................TAAAGGGGTAGCTCAGCCGTT..... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................CAACCGGTCGAAGTCACAAG.......................... 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................GCAGGCAAAGACAAACCGGGTAACGGC............................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................CAATCGACGACGGTAGCG....................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................CTGCAGGCAAAGACAAACCGG..................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................CGTCGACGTCAACTGCAGCTG.............................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................AAAGGGGTAGCTCAGCCG....... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................ATGGTCTTCTTCGTTTCGGTT....................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GTCGACGTCAACTGCAGCTGC............................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TTGCGTCGACGTCAACTGCA.................................................................................................................. 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................AGGGTAGCTCAGCCGTTGTTGC 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................TCACAAGTAAAGGGGTAGCTC............ 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................GCTGCGTCACAATCGACGACG............................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................GACGTCAGCGGCTGCAGGCAA................................................................ 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................CGGCTGCAGGCAAAGACAAAC........................................................ 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................ACGGCAACCGGTCGAAGTCAC............................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................TGTTGTTGCTTCTTATGGTCT..................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTTGCGTCGACGTCAACTG.................................................................................................................... 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Type Alignment

dm3 chr3R:5919778-5919963 + dme_374 confident TAACAGTTTTCC-TTTTACAAC----AAC-GAAGAATA----------------------------------------CC---AGAA--GAAGCAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTTGACGTCGACGC------------------AGTGTTAGCT----GCT----------------GCCATCG---CT-------------------------GCTGCAGTCGCCGACGTCCGTTTCTG--T-TTGGCCCATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACG------
droSim2 3r:15128597-15128782 - dsi_31064 confident TAACAGTTTTCC-TTTTACAAC----AAC-GAAGAATA----------------------------------------CC---AGAA--GAAGCAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGACGC------------------AGTGTTCGCT----GCT----------------GCCACCG---CT-------------------------GCTGCACTCGCCGACGTCCGTTTCTG--T-TTGGCCCATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACG------
droSec2 scaffold_0:15993576-15993761

-
dse_332 confident TAACAGTTTTCC-TTTTACAAC----AAC-GAAGAATA----------------------------------------CC---AGAA--GAAGCAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGACGC------------------AGTGTTCGCT----GCT----------------GCCACCG---CT-------------------------GCTGCACTCGCCGACGTCAGTTTCTG--T-TTGGCCCATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACG------

droYak3 3R:9967317-9967517 + dya_1810 TAACAGTTTTCC-TTTTACAAC----AAC-GAAGAATA----------------------------------------CC---AGAA--GAAGCAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGACGCTACTGCTGCTGCTGCTGCCG---TTGCT----GCT----------------GCCACCG---CT-------------------------GCTGCATTCGCCGACGTCCGTTTCTG--T-TTGGCCCATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACG------
droEre2 scaffold_4770:15680294-

15680483 -
TAACAGTTTTCC-TTTTACAAC----AAC-GAAGAATA----------------------------------------CC---AGAA--GTAGCAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGACGC------------------AGGTTTCGCTGCTGGCT----------------GCCACCG---CT-------------------------GCTGCATTCGCCGACGTCCGTTTCTG--T-TTGGCCCATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACG------

droEug1 scf7180000409470:253042-
253222 +

TAACAGTTTTCCTTTTTACAAC----AAC-GAA------------------------------------CATAACGAACA---AGAA--GAAGTAA-AGCC-AAAAG------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGC-------------------------------------T----------------GCCA--------------------------GCTGCTCGCTGCAATCGCCGACATTCGTTTCTG--T-TTGGCCAATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAAACGGCAACA---ACG------

droBia1 scf7180000302402:3416363-
3416537 +

TAACAGTTTTCC-TTT-GCAAC----AACTG-----------------------------------------------------------AAGAAA-GGCCGAA---------------------A------AACGC---------------------------------AGCTG------------------------------------CGGCTGGCGTCGCCGC------------------CGCCGTCGCT----G-------------CCGCTGCCGCCG---CC-------------------------ACTGCACTCGCCGACGTCCGTTTCTG----TTGGCCAATT-GCCG-----------------------T--GG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCCACA---ACG------

droTak1 scf7180000415245:186283-
186455 -

TAACAGTTTTCC-TTTTACAAC----AAC-GGCGAAAG----------------------------------------GC---AGAA-CGAAGAAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGCCGTCGACGT------------------C-----------------------------------GCCG---TC-------------------------GCTGCACTTGGCGACGTCCGTTTTTC--AGTTGGCCAATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACG------

droEle1 scf7180000490967:810844-
811005 -

TAACAGTTTTTC-TTT-ACAAACGGCAAC-GGCGAA------------------------------------------------GGC--AAAGAAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGC-------------------------------------T----------------------G---CC-------------------------GCTGCAGTCGCCGACGTCCGTTTCTG----TTGGCCAATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTTCCCATCGAGTCGGCAACA---ACG------

droRho1 scf7180000779228:18999-19167
+

TAACAGTTTTCT---TTACAAC-GGCAAC-GGC------------------------------------AACAAAGGCAA---AGGC--AAAGAAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGC-------------------------------------T----------------------G---CC-------------------------GCTGCAGTCGCCGACGTCCGTTTCTG----TTGGCCAATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTTCCCATCGAGTCGGCAACA---ACG------

droFic1 scf7180000454104:908480-
908629 -

TAACAGTTTTCC-TTT-ACGAC--------GAA---------------------------------------------------------AAGAAA-AGCC-AA---------------------A------AACGC---------------------------------AGCTG------------------------------------CAGTCGACGTCGC-------------------------------------T----------------------G---CC-------------------------GCTGCAATCGCCGACGCTCGTTTCTG--TGTTGGCCAATT-GCCG-----------------------T--TG------GCCAGCT------TCAGTGTTCATTTCCCCATCGAGTCGGCAACA---ACG------

droKik1 scf7180000302706:2172492-
2172702 +

TAACAGTTTTCT-TTA-ACGAA----AA----AGAACGCCAAACGC-----------------------CACAAAAGAC-----GAAAGAAAGAAA-AAAA-AA---------AAACGGAAACGC--AAAGCAACGC---------------------------------AACTGCAGTC-----------------------CGGCGCTGCAGTCGACGTCGC-------------------------------------T----------------GCCCTCG---CC-------------------------TCTGC---CGCCGAC------TGATG----TTGGCCGAAT-GCCT-----------------------TTTTA------GCCAGCTTCATCGTCAGTGTTCATTTCCCCATCGAATCGGCAACA---ACG------

droAna3 scaffold_13340:6482790-
6483030 +

dan_4066 TAACAGTTTTCT-TTT-ACAAT----AACCGAAG---C----------------------------------------CA---AGAA--GAA--AA-CGCC-AA---------------------A------AACAAACTGCAGTCTGCTGC-------------GTCGCTACTGCAGTCGTCGACGACGTCGATGTGGCTGCCGCTGCCAC---------------------------------C-------------GCTGCTGTTGCCA-CTGCTGCTG---CTGCTGCTGCTGCTGCAGAGCCTTCTGCT--------------GCTTTGGTTGCTG----TTGGCCAATT-GCCG-----------------------T--TG------GCCAGCG------TCAGTGTTCATTTTCCCATCGAGTCAACAGCACACACG------

droBip1 scf7180000396708:2366147-
2366371 -

TAACAGTTTTCT-TTT-ACAAAAAAC--C-AAAGC----------------------------------CATAACG---AAGAAGAA--GAA--AA-CGCC-AA---------------------A------AACAAACTGCAGTCGGCTGC----------------GTCGCTG------------------------------------CAGTCGACGACGCCGA-----CGTC----------------------------------TG-CTGCTACGG---GTACTGCTGCCGCTGCAGCGCCTTCTGCT--------------GCTTTGGTTGCTG----TTGGCCAATT-GCCG-----------------------T--TG------GCCAGCG------TCAGTGTTCATTTTCCCATCGAGTCAACAGCACACACGGTCAGG

dp5 2:5026828-5027031 - dps_117 candidate-
rescued

TAACAGTTTTCC-TTT-GCAAC----------------------------------------------------------------------GAAA-CGCC-AA---------------------A------AACACGCTGCA----------------------GTCGCTGCTG------------------------------------CAGTCGACGCTGGCGT------------------C---GTCGCC----GTCGCCTTCTCTG-CCGCTGACG---CTGCCGCTGACGATGTGAGGCCAGCCGCTGG-------------CTGCGGCCGCTG----TCGGCTGCTT-GCCTGCAC-------------------C--CG------GTCAGCG------TCAGTGTTCATTTCCCCATCGAGTCGGCCACA--CACG------

droPer2 scaffold_19:732290-732493 - dpe_2527 TAACAGTTTTCC-TTT-GCAAC----------------------------------------------------------------------GAAA-CGCC-AA---------------------A------AACACGCTGCA----------------------GTCGCTGCTG------------------------------------CAGTCGACGCTGGCGT------------------C---GTCGCC----GTCGCCTTCTCTG-CCGCTGCCG---CTGACGCTGACGATGTGAGGCCAGCCGCTGG-------------CTGCGGCCGCTG----TCGGCTGCTT-GCCTGCAC-------------------C--CG------GTCAGCG------TCAGTGTTCATTTCCCCATCGAGTCGGCCACA--CACG------
droWil2 scf2_1100000004902:11175867-

11176123 -
dwi_5427 TAACAGTTTTTCCTTTTACAAC----AAC-AAAGAGAAATAAAAACTATAACAACAACATAACAAAAG-------------------------GAA-AATA-AAAAGAAATGAAAAGAAAAACTT-AAAAACTGCAC-----AGTTG-----CAGTCATGCTGCTGCCTCTGCTG------------------------------------CAGTTGACGTCGACTT-----CGGT---------TGCT---GCTGCT-G-------------GTGCTGGTGCTG---CT-------------------------GCTGCAGTTGCTGTTGGC-GTTTTGGCAT-TTGGTT---TGGT-------------------------C--TG------GCCACAG------TCAGTGTTAATTTCCTCATCGAGTTGGCAACA------------

droVir3 scaffold_12855:2693628-
2693901 -

dvi_106 confident TAACAGTTTTCT-TTT-ATTAC----AAC-A-GGAACAACACAAACAAGGACA--AACATAACAGCAGCAACAACAAC-----AACA--ACAACGAGAACA-AC--------G-----------AGAACAACA-------GCA----------------------ATTACCATTGCATTCGCAGTCGCTGTCGCTGTCGCAGTCGCAGCTGCAGTTGACGTCGACAG------------------CGCTTGCGGC----GCT----------------GC-----------------------------CCGTTGG-------------CTGC--CAGCTG----CCGTCTGCTT---------TCAGCTGCAACGGCCAACGT--CGTCAGTCGCCAGTC-----GTCAGTTTTAATTTCCACATCGAGTTAACAACA---TCA------

droMoj3 scaffold_6540:11894789-
11895005 -

dmo_261 confident TAACAGTTT-CT-TTT-GCGAC-AACAGC-AA---C---------------------------------AACAAGAGC-A---CGAC--GCAGAAG-AACA-AC--------A------------A------AACGG---------------------------------CATTGCAGTCA----CGCTGTCGCTGTCGCTACCGCAGCTGCAGTCAGCGCTGGCAG------------------CGCTGCCTGT--------------------------------------------------------GCTGG-------------CTGC--CAGTTG----CCGTATGCTT---------TCAGCTGCAACGGCCAACGT--CG------GCAGTCG------TCAGTTTTAATTTCCACATCGAGTTAACAACAT-CACG-----A

droGri2 scaffold_14624:2256826-
2257073 +

dgr_472 TAACAGTTTTCT-TTTAACAAC-AACAAC---AGC-------------------------------AGCAACAACAGC-----AGCA--GCAGCAGTAGCA-AC--------A-----------AG------AACTACAAGCA----------------------GTCGCAGCTG------------------------------------CAGTTGACGTCGGCAG------------------CGCTGTTTCT----GTTGCGTTGGCTGACAGCTGCTG---CTGCTGCTA--------------GCTGCTTG-------------CTGC----TTGCCGC-T-AGCTGCTTGGGCTGCATTCAGCTGCAACAGCCAACG----GGCAA-CGTCAGTC-----GTCAGTTTTAATTTCCACATCGAGTTAACAACA--CACG------
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This is a novel miRNA in the mir-317/34/277 cluster
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dme_374
Species Read alignment
dm3 AAA-------------------------C-----------------------------------------------------------------GCAGCTGCAGTTGACGTCGACGC------------------AGTGTTAGCTG----------------------------CTGCCATCGCT---------GCTG------CAGTCGCCGACGTCCGTTTCTG--TTTG---GC----------------CCAT 

...-------------------------.-----------------------------------------------------------------...(((((((..(((((((((((------------------((((...((..----------------------------..))...))))---------))..------..)))...)))))).....)))--)..)---))----------------.... Size Hits Total Norm Total Norm RPM

........................................................................................................................................................................................T---------GCTG------CAGTCGCCGACGTCCGT.................................... 22 1 29.00 0.13

........................................................................................................................................................................................T---------GCTG------CAGTCGCCGACGTCCG..................................... 21 1 22.00 0.10

........................................................................................................TTGACGTCGACGC------------------AGTGTTAGC................................................................................................................. 22 1 20.00 0.15

.........................................................................................................TGACGTCGACGC------------------AGTGTTAGCT................................................................................................................ 22 1 19.00 0.08

.........................................................................................................TGACGTCGACGC------------------AGTGTTAGC................................................................................................................. 21 1 17.00 0.14

........................................................................................................TTGACGTCGACGC------------------AGTGTTAG.................................................................................................................. 21 1 16.00 0.08

........................................................................................................TTGACGTCGACGC------------------AGTGTTAGCTG----------------------------................................................................................... 24 1 15.00 0.07

........................................................................................................TTGACGTCGACGC------------------AGTGTTAGCT................................................................................................................ 23 1 14.00 0.11

........................................................................................................................................................................................T---------GCTG------CAGTCGCCGACGTCC...................................... 20 1 14.00 0.10

.........................................................................................................TGACGTCGACGC------------------AGTGTTAGCTG----------------------------C.................................................................................. 24 1 9.00 0.09

.........................................................................................................TGACGTCGACGC------------------AGTGTTAGCTG----------------------------................................................................................... 23 1 6.00 0.08

.........................................................................................................TGACGTCGACGC------------------AGTGTTAG.................................................................................................................. 20 1 5.00 0.10

................................................................................................................................................................................................................CGCCGACGTCCGTTTCTG--TTTG---GC----------------.... 24 1 4.00 1.27

........................................................................................................................................................................................T---------GCTG------CAGTCGCCGACGTCCGTT................................... 23 1 4.00 0.11

........................................................................................................................................................................................T---------GCTG------CAGTCGCCGACGTCCGC.................................... 22 1 2.00 0.06

........................................................................................................................................GTGTTAGCTG----------------------------CTGCCATCGCT---------............................................................... 21 1 2.00 2.37

........................................................................................................TTGACGTCGACGC------------------AGTGTTAGCTG----------------------------C.................................................................................. 25 1 2.00 0.05

........................................................................................................TTGACGTCGACGC------------------AGTGTTA................................................................................................................... 20 1 2.00 0.06

............................C-----------------------------------------------------------------GCAGCTGCAGTTGACGTCGACG............................................................................................................................................. 23 1 2.00 0.04

.AA-------------------------C-----------------------------------------------------------------GCAGCTGCAGTTGACG................................................................................................................................................... 19 1 2.00 0.12

........................................................................................................TTGACGTCGACGC------------------AGTGTTAGCTG----------------------------CT................................................................................. 26 1 2.00 0.10

............................C-----------------------------------------------------------------GCAGCTGCAGTTGACGTCGA............................................................................................................................................... 21 1 2.00 0.10

........................................................................................................................................................................................T---------GCTG------CAGTCGCCGACGTC....................................... 19 1 2.00 0.07

........................................................................................................................................................................................T---------GCTG------CAGTCGCCGACGTCCGTTA.................................. 24 1 2.00 0.10

.................................................................................................................................................................................CCATCGCT---------GCTG------CAGTCGCCG............................................ 21 1 1.00 0.13

...................................................................................................................................................................................ATCGCT---------GCTG------CAGTCGCC............................................. 18 1 1.00 0.53

................................................................................................................................................TG----------------------------CTGCCATCGCT---------GCTG------CAG.................................................. 20 1 1.00 0.41

........................................................................................................TTGACGTCGACGC------------------AGTGTTAGA................................................................................................................. 22 1 1.00 0.13

........................................................................................................................................................................................T---------GCTG------CAGTCGCCGACGTCCC..................................... 21 1 1.00 0.05

....................................................................................................................................................................................TCGCT---------GCTG------CAGTCGCCG............................................ 18 1 1.00 0.33

.....................................................................................................................................................................................CGCT---------GCTG------CAGTCGCCGACGT........................................ 21 1 1.00 0.18

.................................................................................................GCTGCAGTTGACGTCGACG............................................................................................................................................. 19 1 1.00 0.08

................................................................................................AGCTGCAGTTGACGTCGA............................................................................................................................................... 18 1 1.00 0.09

..............................................................................................................TCGACGC------------------AGTGTTAGCTG----------------------------CTGCCATCGC......................................................................... 28 1 1.00 0.59

..............................................................................................GCAGCTGCAGTTGACGTCGACGC------------------.......................................................................................................................... 23 1 1.00 0.05

.......................................................................................................................................................................................CT---------GCTG------CAGTCGCCGACGTCC...................................... 21 1 1.00 0.05

.........................................................................................................TGACGTCGACGC------------------AGTGTTAGCTG----------------------------CT................................................................................. 25 1 1.00 0.08

.................................................................................................GCTGCAGTTGACGTCGA............................................................................................................................................... 17 1 1.00 0.09

..................................................................................................CTGCAGTTGACGTCGACGC------------------A......................................................................................................................... 20 1 1.00 0.08

.......................................................................................................GTTGACGTCGACGC------------------AGTGTTAA.................................................................................................................. 22 1 1.00 0.08

..............................................................................................GCAGCTGCAGTTGACGTCGAC.............................................................................................................................................. 21 1 1.00 0.08

...............................................................................................CAGCTGCAGTTGACGTCGACGA------------------.......................................................................................................................... 22 1 1.00 0.27

...........................................................................................................ACGTCGACGC------------------AGTGTTAGCTG----------------------------C.................................................................................. 22 1 1.00 0.46

......................................................................................................AGTTGACGTCGACGC------------------AGTGTTAGC................................................................................................................. 24 1 1.00 0.05

..............................................................................................................................................................................CTGCCATCGCT---------GCTG------CAGTCG............................................... 21 1 1.00 0.13

........................................................................................................................................................................................T---------GCTG------CAGTCGCCGACGTCCGTTT.................................. 24 1 1.00 0.05

.................................................................................................................................................................................CCATCGCT---------GCTG------CAGTCGCCGT........................................... 22 1 1.00 0.18

.......................................................................................................GTTGACGTCGACGC------------------AGTGTTAG.................................................................................................................. 22 1 1.00 0.12

............................C-----------------------------------------------------------------GCAGCTGCAGTTGACGTC................................................................................................................................................. 19 1 1.00 0.35

.......................................................................................................GTTGACGTCGACGC------------------AGTGT..................................................................................................................... 19 1 1.00 0.41

...................................................................................................................................................................................................................CGACGTCCGTTTCTG--TTTG---GC----------------.... 21 1 1.00 0.08

...................................................................................................................................................................................ATCGCT---------GCTG------CAGTCGCCGAC.......................................... 21 1 1.00 0.08

..................................................................................................................................................................................................................CCGACGTCCGTTTCTG--TTTG---G..................... 21 1 1.00 0.67

.......................................................................................................................................................................................CT---------GCTG------CAGTCGCCGACGT........................................ 19 1 1.00 0.18

...................................................................................................................................................................................................................CGACGTCCGTTTCTG--TTTG---...................... 19 1 1.00 0.04

..................................................................................................................................................................................CATCGCT---------GCTG------CAGTCGCCGAC.......................................... 22 1 1.00 0.19

...........................................................................................................ACGTCGACGC------------------AGTGTTAGCTG----------------------------................................................................................... 21 1 1.00 0.08

.......................................................................................................................................................................................CT---------GCTG------CAGTCGCCGACGTCCG..................................... 22 1 1.00 0.05

..................................................................................................................................................................................................GCTG------CAGTCGCCGACGTCCGT.................................... 21 1 1.00 0.04

........................................................................................................TTGACGTCGACGC------------------AGTGTTAGCTG----------------------------T.................................................................................. 25 1 1.00 0.08
Total 250.00 0.31

droSim2 AAA-------------------------C-----------------------------------------------------------------GCAGCTGCAGTCGACGTCGACGC------------------AGTGTTCGCTG----------------------------CTGCCACCGCT---------GCTG------CACTCGCCGACGTCCGTTTCTG--TTTG---GC----------------CCAT 
...-------------------------.-----------------------------------------------------------------...(((((((..(((((((.((.------------------(((((..((.(----------------------------(.......)).---------)).)------)))))).))))))).....)))--)..)---))----------------.... Size Hits Total Norm Total Norm RPM

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGC................................................................................................................. 22 1 139.00 1.71

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCTG----------------------------................................................................................... 24 1 105.00 0.89

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCT................................................................................................................ 23 1 49.00 0.46

........................................................................................................................................................................................T---------GCTG------CACTCGCCGACGTCCG..................................... 21 1 20.00 0.26

........................................................................................................TCGACGTCGACGC------------------AGTGTTCG.................................................................................................................. 21 1 12.00 0.12

.........................................................................................................CGACGTCGACGC------------------AGTGTTCGC................................................................................................................. 21 1 10.00 0.30

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCC................................................................................................................ 23 1 8.00 0.18

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCTG----------------------------A.................................................................................. 25 1 8.00 0.11

........................................................................................................................................................................................T---------GCTG------CACTCGCCGACGTCCGT.................................... 22 1 7.00 0.13

........................................................................................................TCGACGTCGACGC------------------AGTGTTC................................................................................................................... 20 1 7.00 0.08

.........................................................................................................CGACGTCGACGC------------------AGTGTTCGCT................................................................................................................ 22 1 5.00 0.07

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCTG----------------------------G.................................................................................. 25 1 5.00 0.15

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCTG----------------------------T.................................................................................. 25 1 4.00 0.12

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCG................................................................................................................ 23 1 4.00 0.12

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGT................................................................................................................. 22 1 3.00 0.23

.........................................................................................................CGACGTCGACGC------------------AGTGTTCG.................................................................................................................. 20 1 3.00 0.23

........................................................................................................................................................................................T---------GCTG------CACTCGCCGACGTCC...................................... 20 1 2.00 0.07

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGG................................................................................................................. 22 1 1.00 0.08

...................................................................................................................................................................................................................CGACGTCCGTTTCTG--TTTG---GC----------------C... 22 1 1.00 0.05

.........................................................................................................CGACGTCGACGC------------------AGTGTTCGCTG----------------------------T.................................................................................. 24 1 1.00 0.05

........................................................................................................TCGACGTCGACGC------------------AGTGT..................................................................................................................... 18 1 1.00 0.08

.........................................................................................................CGACGTCGACGC------------------AGTGTTCGCC................................................................................................................ 22 1 1.00 0.08

...............................................................................................CAGCTGCAGTCGACGTCGACG............................................................................................................................................. 21 2 1.00 0.05

....................................................................................................................................................................................................TG------CACTCGCCGACGTCCG..................................... 18 1 1.00 0.07

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCTG----------------------------C.................................................................................. 25 1 1.00 0.05

................................................................................................................................................TG----------------------------CTGCCACCGCT---------GA............................................................. 15 20 0.70 0.04

..............................................................................................................................................GCTG----------------------------CTGCCACCGCT---------GA............................................................. 17 13 0.46 0.02

........................................................................................................TCGACGTCGACGC------------------AGTGG..................................................................................................................... 18 3 0.33 0.03

...............................................................................................................................................CTG----------------------------CTGCCACCGCT---------GA............................................................. 16 20 0.15 0.01
Total 400.64 2.00

droSec2 AAA-------------------------C-----------------------------------------------------------------GCAGCTGCAGTCGACGTCGACGC------------------AGTGTTCGCTG----------------------------CTGCCACCGCT---------GCTG------CACTCGCCGACGTCAGTTTCTG--TTTG---GC----------------CCAT 
...-------------------------.-----------------------------------------------------------------...(((((((..(((((((.((.------------------(((((..((.(----------------------------(.......)).---------)).)------)))))).))))))).....)))--)..)---))----------------.... Size Hits Total Norm Total Norm RPM

........................................................................................................................................................................................T---------GCTG------CACTCGCCGACGTCAG..................................... 21 1 149.00 2.14

........................................................................................................TCGACGTCGACGC------------------AGTGTTCG.................................................................................................................. 21 1 63.00 0.91

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGA................................................................................................................. 22 1 47.00 2.46

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGC................................................................................................................. 22 1 46.00 0.66

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCT................................................................................................................ 23 1 36.00 0.66

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCTG----------------------------................................................................................... 24 1 29.00 0.42

........................................................................................................................................................................................T---------GCTG------CACTCGCCGACGTCAGT.................................... 22 1 27.00 0.39

........................................................................................................................................................................................T---------GCTG------CACTCGCCGACGTCA...................................... 20 2 17.00 0.31

.........................................................................................................CGACGTCGACGC------------------AGTGTTCGCTG----------------------------C.................................................................................. 24 1 13.00 0.19

.........................................................................................................CGACGTCGACGC------------------AGTGTTCG.................................................................................................................. 20 1 12.00 0.22

........................................................................................................................................................................................T---------GCTG------CACTCGCCGACGTCAGA.................................... 22 2 8.50 0.16

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCTG----------------------------A.................................................................................. 25 1 8.00 0.15

........................................................................................................TCGACGTCGACGC------------------AGTGTTC................................................................................................................... 20 1 8.00 0.42

.........................................................................................................CGACGTCGACGC------------------AGTGTTCGCT................................................................................................................ 22 1 6.00 0.12

.........................................................................................................CGACGTCGACGC------------------AGTGTTCGA................................................................................................................. 21 1 6.00 0.16

.........................................................................................................CGACGTCGACGC------------------AGTGTTCGC................................................................................................................. 21 1 5.00 0.09

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGT................................................................................................................. 22 1 3.00 0.16

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCTG----------------------------T.................................................................................. 25 1 3.00 0.09

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCTG----------------------------AAA................................................................................ 27 1 2.00 0.10

.......................................................................................................................................................................................CT---------GCTG------CACTCGCCGACGTCA...................................... 21 1 2.00 0.06

.........................................................................................................CGACGTCGACGC------------------AGTGTTC................................................................................................................... 19 1 2.00 0.10

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCTA----------------------------T.................................................................................. 25 1 1.00 0.05

..........................................................................................................GACGTCGACGC------------------AGTGTTCGCTG----------------------------A.................................................................................. 23 1 1.00 0.05

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCTG----------------------------AAT................................................................................ 27 1 1.00 0.05

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCTG----------------------------CT................................................................................. 26 1 1.00 0.06

.........................................................................................................CGACGTCGACGC------------------AGTGTTCGCTG----------------------------A.................................................................................. 24 1 1.00 0.05

.........................................................................................................CGACGTCGACGC------------------AGTGTTCGCTG----------------------------................................................................................... 23 1 1.00 0.06

...........................................................................................................ACGTCGACGC------------------AGTGTTCG.................................................................................................................. 18 1 1.00 0.05

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCTG----------------------------AA................................................................................. 26 1 1.00 0.05

..........................................................................................................GACGTCGACGC------------------AGTGTTCGC................................................................................................................. 20 1 1.00 0.05

........................................................................................................TCGACGTCGACGC------------------AGTGTT.................................................................................................................... 19 1 1.00 0.05

........................................................................................................TCGACGTCGACGC------------------AGTGTTCAA................................................................................................................. 22 1 1.00 0.05

.........................................................................................................CGACGTCGACGC------------------AGTGTTCGCTG----------------------------T.................................................................................. 24 1 1.00 0.05

..................................................................................................................................................................................................GCTG------CACTCGCCGACGTCA...................................... 19 2 1.00 0.05

........................................................................................................................................................................................T---------GCTG------CACTCGCCGACGTCAGTT................................... 23 1 1.00 0.06

...........................................................................................................ACGTCGACGC------------------AGTGTTCGCTG----------------------------................................................................................... 21 1 1.00 0.05

..................................................................................................................................................................................................GCTG------CACTCGCCGACGTCAG..................................... 20 1 1.00 0.06

.........................................................................................................CGACGTCGACGC------------------AGTGTTCA.................................................................................................................. 20 1 1.00 0.06

........................................................................................................TCGACGTCGACGC------------------AGTGTTCGCTG----------------------------CTGA............................................................................... 28 1 1.00 0.05

...........................................................................................................ACGTCGACGC------------------AGTGTTCGCTG----------------------------C.................................................................................. 22 1 1.00 0.05

..................................................................................................................................................................................................GCTG------CACTCGCCGACGTCAGTTT.................................. 23 1 1.00 0.05

..................................................................................................................................................................................................GCTG------CACTCGCCGACGTCAC..................................... 20 2 0.50 0.03

........................................................................................................................................................................................T---------GCTG------CACTCGCCGACGTCAT..................................... 21 2 0.50 0.03

........................................................................................................................................................................................T---------GCTG------CACTCGCCGACGTC....................................... 19 2 0.50 0.03

.........................................................................................................CGACGTCGACGC------------------AGTGTTCGCTG----------------------------CAAT............................................................................... 27 2 0.50 0.03

........................................................................................................................................................................................T---------GCTG------CACTCGCCGACGTT....................................... 19 2 0.50 0.03
Total 515.00 7.41

droYak3 AAA-------------------------C-----------------------------------------------------------------GCAGCTGCAGTCGACGTCGACGCTACTGCTGCTGCTGCTGCCG---TTGCTG----------------------------CTGCCACCGCT---------GCTG------CATTCGCCGACGTCCGTTTCTG--TTTG---GC----------------CCAT 
...-------------------------.-----------------------------------------------------------------((((..((.((((....))))))..))))...(((.((.((.(---(.((..----------------------------..)).)).)).---------)).)------))...(((((((........))--.)))---))----------------.... Size Hits Total Norm Total Norm RPM

.......................................................................................................................................................................................CT---------GCTG------CATTCGCCGACGTCC...................................... 21 1 1.00 0.04

................................................................................................................................................................................GCCACCGCT---------GCTG------CATTCGCCGAC.......................................... 24 1 1.00 0.17

..................................................................................................................................................................................................GCTG------CATTCGCCGACGTCCGT.................................... 21 1 1.00 0.04

........................................................................................................................................................................................T---------GCTG------CATTCGCCGACGTCCG..................................... 21 1 1.00 0.04

........................................................................................................................................................................................T---------GCTG------CATTCGCCGACGTCCGT.................................... 22 1 1.00 0.04

.......................................................................................................................................................................................CT---------GCTG------CATTCGCCGACGTCCG..................................... 22 1 1.00 0.04

....................................................................................................................................................................................................................GACGTCCGTTTCTG--TTTG---GC----------------CC.. 22 1 1.00 0.04

.........................................................................................................CGACGTCGACGCTACTGCTGCTGC................................................................................................................................ 24 1 1.00 0.05

............................C-----------------------------------------------------------------GCAGCTGCAGTCGACGTC................................................................................................................................................. 19 1 1.00 0.04

.................................................................................................GCTGCAGTCGACGTCGAC.............................................................................................................................................. 18 4 0.25 0.04
Total 9.25 0.11

droEre2 AAA-------------------------C-----------------------------------------------------------------GCAGCTGCAGTCGACGTCGACGC------------------AGGTTTCGCTGCTG----------------------G--CTGCCACCGCT---------GCTG------CATTCGCCGACGTCCGTTTCTG--TTTG---GC----------------CCAT 
...-------------------------.-----------------------------------------------------------------...(((((((..((((..((((.------------------.(((.....(((.(----------------------(--(.((....)).---------))))------))...)))..)))))))).)))--)..)---))----------------.... Size Hits Total Norm Total Norm RPM

..A-------------------------C-----------------------------------------------------------------GCAGCTGCAGTCGACGTCGA............................................................................................................................................... 22 1 1.00 0.05
Total 1.00 0.05

droAna3 AAACAAACTGC--------------------------------AGTC-TGCTGC-GTCGCTACTGCAGTCGTCGACGACGTCGATGTGGCTGCCGCTGCCA---------------------------------------------CCGCTGCTGTTGCCA-CTGCTGCT------------GCTGCTGCTGCTGCTGCAGAGCCTT------------------C----TGCT-GCTTTGGTTGCTGTTGGCCAAT 
......(((((--------------------------------(((.-.((...-...)).))))))))(((((((...)))))))(((((((.((.((((---------------------------------------------..((.((....((..-((((.((.------------((.......)).)).)))).))...------------------.----.)).-))..)))).)).)).))))).. Size Hits Total Norm Total Norm RPM

.........................................................................GACGACGTCGATGTGGCTGC.................................................................................................................................................................... 20 1 1.00 0.06

..........................................................................................................................................................................................................GCCTT------------------C----TGCT-GCTTTGGTTGCTGTTG...... 26 1 1.00 0.40

........................................................................CGACGACGTCGATGTGGCTGC.................................................................................................................................................................... 21 1 1.00 0.06

..........................................................................ACGACGTCGATGTGGCTGCCGCTGCCA---------------------------------------------............................................................................................................... 27 1 1.00 0.03

..........................................................................................................................................................GTTGCCA-CTGCTGCT------------GCTGC...................................................................... 20 4 0.25 0.01
Total 4.25 0.06

dp5 AAACACGCTGC-------------------------------------------AGTC------------------------------------GCTGCTGCAGTCGACGCTGGCGT------------------CGT---CG---CCGTCGCCTTCTCTG-CCGCTGAC------------GCTGCCGCTGACGATGTGAGGCCAG------------------C----CGCTGGCTGCGGCCGCTGTCGGCTGCT
...((.(((((-------------------------------------------((.(------------------------------------(..((((((((((.(((((((.(------------------((.---((---.((((((.......(-(.((....------------)).)).)).)))).))))).)))))------------------.----)).))))))))))))))).)))))).. Size Hits Total Norm Total Norm RPM

................................................................................................................................................................................................ACGATGTGAGGCCAG------------------C----CGCTG...................... 21 1 8.00 0.09

................................................................................................................................................................................................ACGATGTGAGGCCAG------------------C----CGCT....................... 20 1 3.00 0.04

................................................................................................................................................................................................ACGATGTGAGGCCAG------------------C----CGC........................ 19 1 3.00 0.04

................................................................................................................................................................................................ACGATGTGAGGCCAG------------------C----CG......................... 18 1 2.00 0.03

................................................................................................................................................................................................ACGATGTGAGGCCAG------------------C----CGCTGGC.................... 23 1 2.00 0.03

................................................................................................................................................................................................ACGATGTGAGGCCAG------------------C----CGCTT...................... 21 1 2.00 0.56

..................................................................................................................................................................................................GATGTGAGGCCAG------------------C----CGCTGGC.................... 21 1 1.00 0.02

................................................................................................................................................................................................ACGATGTGAGGCCAG------------------C----CGCTGT..................... 22 1 1.00 0.13
AAACACGCTGC-------------------------------------------AGTC------------------------------------GCTGCTGCAGTC....................................................................................................................................................... 27 1 1.00 0.02
......................................................AGTC------------------------------------GCTGCTGCAGTCGACGCTGGC.............................................................................................................................................. 25 1 1.00 0.02
................................................................................................................................................................................................ACGATGTGAGGCCAG------------------C----CGCTGG..................... 22 1 1.00 0.02
................................................................................................................................................................................................ACGATGTGAGGCCAG------------------C----CGCTGGCTG.................. 25 1 1.00 0.02
.................................................................................................................................................................................................CGATGTGAGGCCAG------------------C----CGTAT...................... 20 5 0.20 0.00
Total 26.20 0.27

droPer2 AAACACGCTGC-------------------------------------------AGTC------------------------------------GCTGCTGCAGTCGACGCTGGCGT------------------CGT---CG---CCGTCGCCTTCTCTG-CCGCTGCC------------GCTGACGCTGACGATGTGAGGCCAG------------------C----CGCTGGCTGCGGCCGCTGTCGGCTGCT
...((.(((((-------------------------------------------((.(------------------------------------(..((((((((((.(((((((((------------------(((---((---.((((((........-........------------)).)))).))))))).....)))))------------------.----)).))))))))))))))).)))))).. Size Hits Total Norm Total Norm RPM

........................................................................................................................................GT---CG---CCGTCGCCTTCTCTG-CC............................................................................................. 21 1 2.00 0.16

.............................................................................................................................................CG---CCGTCGCCTTCTCTG-CCGCTGCC------------........................................................................... 25 1 2.00 0.16

................................................................................................TGCTGCAGTCGACGCTGGC.............................................................................................................................................. 19 1 1.00 0.05

................................................................................................................................................................................................ACGATGTGAGGCCAG------------------C----CGCTGG..................... 22 1 1.00 0.05

................................................................................................................................................................................................ACGATGTGAGGCCAG------------------C----CGC........................ 19 1 1.00 0.04

................................................................................................................................................................................................ACGATGTGAGGCCAG------------------C----CG......................... 18 1 1.00 0.21

................................................................................................................................................................................................ACGATGTGAGGCCAG------------------C----CGT........................ 19 1 1.00 0.21

..................................................................................................................................................................................................GATGTGAGGCCAG------------------C----CGCTGT..................... 20 1 1.00 0.04

................................................................................................................................................................................................ACGATGTGAGGCCAG------------------C----CGCTG...................... 21 1 1.00 0.39
Total 11.00 0.18

droWil2 -----------GAAAAGAAAAACTT-AAAAACTGCACAGTTGCAGTCATGCTGCTGCC------------------------------------TCTGCTGCAGTTGACGTCGACTT-----CGGTTGC------------TGCTG------CTG----------------GTGCTGGTGCTGCT---------GCTG------CAGTTGCTGTTGGC-GTTTTGGCATTTG---GT----------------T--T
-----------..............-...((((((((((..(((((......))))).------------------------------------.))).)))))))(((((((((..-----.(((.((------------(((.(------(.(----------------((((....)).)))---------)).)------)))).)))))))))-)))..........---..----------------.--. Size Hits Total Norm Total Norm RPM

......................................................................................................AGTTGACGTCGACTT-----CGGT................................................................................................................................... 19 1 1.00 0.04

.........................................................C------------------------------------TCTGCTGCAGTTGACGTC................................................................................................................................................. 19 1 1.00 0.06

...............................................................................................................CGACTT-----CGGTTGC------------TGCTG------CT....................................................................................................... 20 1 1.00 0.04

.........................................................................................................TGACGTCGACTT-----CGGTTGC------------TGCT................................................................................................................ 23 1 1.00 0.04
Total 4.00 0.06

droVir3 -----------AACGAGAACAACGAGAACAACAGC-------------------AATTACCATTGCATTCGCAGTCGCTGTCGCTGTCGCAGTCGCAGCTGCAGTTGACGTCGACAG------------------CGCTTGCGGCG----------------------------CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGCCGTCTGCT
-----------...................(((((-------------------.((....(((((....)))))....)).))))).((((.(((((((((((((((((....(((------------------((((...))))----------------------------))).-----------------------------------------------.----))))))))).--)))))).)).)))). Size Hits Total Norm Total Norm RPM

................................................................................................AGCTGCAGTTGACGTCGACAG------------------C......................................................................................................................... 22 1 51.00 0.53

..............................................................................................................................................................................CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGC........ 22 1 34.00 0.28

................................................................................................AGCTGCAGTTGACGTCGACAG------------------CGC....................................................................................................................... 24 1 29.00 0.25

................................................................................................AGCTGCAGTTGACGTCGACAG------------------CG........................................................................................................................ 23 1 21.00 0.31

..............................................................................................................................................................................CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCT.......... 20 1 18.00 0.24

..............................................................................................................................................................................CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTG......... 21 1 11.00 0.14

..............................................................................................................................................................................CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGA........ 22 1 8.00 0.18

................................................................................................AGCTGCAGTTGACGTCGACAG------------------.......................................................................................................................... 21 1 8.00 0.14

.................................................................................................................................................G----------------------------CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGC........ 23 1 7.00 0.14

..............................................................................................................................................................................CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGT........ 22 1 7.00 0.18

.................................................................................................................................................G----------------------------CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGT........ 23 1 6.00 0.39

................................................................................................AGCTGCAGTTGACGTCGACA............................................................................................................................................. 20 1 6.00 0.12

..............................................................................................................................................................................CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGCT....... 23 1 4.00 0.17

.................................................................................................................................................................................C-----------------------------------------------C----CGTTGGCTGC--CAGCTGCCG...... 21 1 4.00 0.26

.................................................................................................................................................................................C-----------------------------------------------C----CGTTGGCTGC--CAGCTG......... 18 1 4.00 0.22

.................................................................................................GCTGCAGTTGACGTCGACAG------------------CGC....................................................................................................................... 23 1 3.00 0.07

..................................................................................................CTGCAGTTGACGTCGACAG------------------CGC....................................................................................................................... 22 1 2.00 0.16

................................................................................................AGCTGCAGTTGACGTCGAC.............................................................................................................................................. 19 1 2.00 0.06

.................................................................................................GCTGCAGTTGACGTCGACAG------------------C......................................................................................................................... 21 1 2.00 0.36

...............................................................................................................................................GCG----------------------------CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGCC....... 26 1 2.00 0.09

.................................................................................................................................................................................C-----------------------------------------------C----CGTTGGCTGC--CAGCTGCCGT..... 22 1 2.00 0.15

................................................................................................AGCTGCAGTTGACGTCGACAG------------------A......................................................................................................................... 22 1 2.00 0.05

..............................................................................................................................................................................CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGTT....... 23 1 2.00 0.17

...............................................................................................................................................GCG----------------------------CTGC-----------------------------------------------C----CGTTGGCTGC--............... 18 2 1.50 0.18

.......................................................................................CGCAGTCGCAGCTGCAGTTGACGTCGAC.............................................................................................................................................. 28 1 1.00 0.18

......................................................................................................AGTTGACGTCGACAG------------------CGCT...................................................................................................................... 19 1 1.00 0.09

.............................................................................................CGCAGCTGCAGTTGACGTCGACAG------------------CGC....................................................................................................................... 27 1 1.00 0.09

.................................................................................................GCTGCAGTTGACGTCGACAG------------------CGCT...................................................................................................................... 24 1 1.00 0.58

.................................................................................................................................................G----------------------------CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGG........ 23 1 1.00 0.14

..............................................................................................................................................................................CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGCC....... 23 1 1.00 0.28

................................................................................................AGCTGCAGTTGACGTCGACAG------------------CGCT...................................................................................................................... 25 1 1.00 0.10

...............................................................................................................................................................................TGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGCCGTCT... 26 1 1.00 0.25

..............................................................................................................................................................................CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGAA....... 23 1 1.00 0.19

...........................................................................................GTCGCAGCTGCAGTTGACGTCGACA............................................................................................................................................. 25 1 1.00 0.09

..............................................................................................................................................................................CTGC-----------------------------------------------C----CGTTGGCTGC--CAGC........... 19 1 1.00 0.28

.......................................................................................CGCAGTCGCAGCTGCAGTTGACGT.................................................................................................................................................. 24 1 1.00 0.03

.................................................................................................................................................G----------------------------CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGCT....... 24 1 1.00 0.26

..............................................................................................................................................................................CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGCTT...... 24 1 1.00 0.58

...............................................................................................................................................................................TGC-----------------------------------------------C----CGTTGGCTGC--CAGCT.......... 19 1 1.00 0.18

.................................................................................................................................................................................................................................C----CGTTGGCTGC--CAGCTGCCGT..... 21 1 1.00 0.03

.................................................................................................GCTGCAGTTGACGTCGACAG------------------CG........................................................................................................................ 22 1 1.00 0.03

............................................................................................TCGCAGCTGCAGTTGACGTCGAC.............................................................................................................................................. 23 1 1.00 0.26

...........................................................................................................................................TGCGGCG----------------------------CTGC-----------------------------------------------C----CGTTGGCTGC--............... 22 1 1.00 0.12

...............................................................................................................................................................................TGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGT........ 21 1 1.00 0.11

................................................................................................AGCTGCAGTTGACGTCGACAG------------------CC........................................................................................................................ 23 1 1.00 0.12

..............................................................................................................................................................................CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGCA....... 23 1 1.00 0.36

............................................................................................TCGCAGCTGCAGTTGACGTC................................................................................................................................................. 20 1 1.00 0.03

.............................................................................................CGCAGCTGCAGTTGACGTCGACAG------------------.......................................................................................................................... 24 1 1.00 0.17

..............................................................................................................................................................................CTGC-----------------------------------------------C----CGTTGGCTGC--CAGCTT......... 21 1 1.00 0.08

................................................................................................................................................................................GC-----------------------------------------------C----CGTTGGCTGC--CAGCTGCCG...... 22 1 1.00 0.09

...............................................................................................................................................................................TGC-----------------------------------------------C----CGTTGGCTGC--CAGCTGC........ 21 1 1.00 0.29

...............................................................................................................................................................................TGC-----------------------------------------------C----CGTTGGCTGC--CAGCG.......... 19 2 0.50 0.09

.....................................................................................GTCGCAGTCGCAGCTGCA.......................................................................................................................................................... 18 2 0.50 0.06

...........AACGAGAACAACGAGAACAACA................................................................................................................................................................................................................................ 22 4 0.25 0.09

..............................................................................................................................................................................CTGC-----------------------------------------------C----CGTTGGCTGC--CAAA........... 19 10 0.10 0.00

....................................................................TCGCAGTCGCTGTCGCTGTC......................................................................................................................................................................... 20 13 0.08 0.01

............................................................................GCTGTCGCTGTCGCAGTC................................................................................................................................................................... 18 20 0.05 0.01

....................................................................TCGCAGTCGCTGTCGCTG........................................................................................................................................................................... 18 20 0.05 0.00

...........................................................................CGCTGTCGCTGTCGCAGT.................................................................................................................................................................... 18 20 0.05 0.02
Total 265.08 1.34

droMoj3 GAGCACGACGCAGAAG-AACAACAA-AACG---G--------------------------CATTGCAGTCA----CGCTGTCGCTGTCGCTACCGCAGCTGCAGTCAGCGCTGGCAG---------------------------CG-------------------CTGCCTGT----------------------------------------------------------GCTGGCTGC--CAGTTGCCGTATGCT
..((.....)).....-........-.(((---(--------------------------(...(((((..----.))))).))))).(((((.(((((((((((((((((.((((.---------------------------..-------------------.)))).))----------------------------------------------------------)))))))).--))))))).))).)). Size Hits Total Norm Total Norm RPM

.......................................................................................CGCTACCGCAGCTGCAGTCAG..................................................................................................................................................... 21 1 17.00 0.35

.......................................................................................CGCTACCGCAGCTGCAGTCA...................................................................................................................................................... 20 1 16.00 0.22

.......................................................................................CGCTACCGCAGCTGCAGTCAGC.................................................................................................................................................... 22 1 14.00 0.29

.........................................................................................................................................................................................................................................TGGCTGC--CAGTTGCCGTATGCT 22 1 10.00 0.21

.........................................................................................................................................................................................................................................TGGCTGC--CAGTTGCCGTATG.. 20 1 9.00 0.13

.........................................................................................................................................................................................................................................TGGCTGC--CAGTTGCCGTATGC. 21 1 6.00 0.12

.......................................................................................CGCTACCGCAGCTGCAGTC....................................................................................................................................................... 19 1 5.00 0.10

.......................................................................................CGCTACCGCAGCTGCAGTCAGCG................................................................................................................................................... 23 1 3.00 0.06

.......................................................................................CGCTACCGCAGCTGCAGTCAGCGCT................................................................................................................................................. 25 1 2.00 0.04

........................................................................................................................................................................................................................................CTGGCTGC--CAGTTGCCGTATGC. 22 1 2.00 0.04

........................................................................................GCTACCGCAGCTGCAGTCAGC.................................................................................................................................................... 21 1 1.00 0.02

.........................................................................................................................................................................................................................................TGGCTGC--CAGTTGCCGTAT... 19 1 1.00 0.02

...............G-AACAACAA-AACG---G--------------------------CATTGCA.............................................................................................................................................................................................. 21 1 1.00 0.02

.......................................................................................CGCTACCGCAGCTGCAGTCAGCGCTGG............................................................................................................................................... 27 1 1.00 0.02

..........................................................................................................................................................................TGT----------------------------------------------------------GCTGGCTGC--CAGTTGCCG...... 21 1 1.00 0.23

.......................................................................................CGCTACCGCAGCTGCAGTCAGCGCTGGC.............................................................................................................................................. 28 1 1.00 0.02

.......................................................................................CGCTACCGCAGCTGCAGTCAGT.................................................................................................................................................... 22 1 1.00 0.02

......................................................................................TCGCTACCGCAGCTGCAGTC....................................................................................................................................................... 20 1 1.00 0.23

........................................................................................................................................................................................................................................CTGGCTGC--CAGTTGCCGTATG.. 21 1 1.00 0.23

..........................................................................................................................................................................TGT----------------------------------------------------------GCTGGCTGC--CAGTTGC........ 19 1 1.00 0.02

..........................................................................................TACCGCAGCTGCAGTCAGCGCT................................................................................................................................................. 22 1 1.00 0.02

.......................................................................................CGCTACCGCAGCTGCAGTCT...................................................................................................................................................... 20 2 0.50 0.01
Total 95.50 1.29

droGri2 -----------AGCAGTAGCAACAAGAACTACAA------------------GCAGTC------------------------------------GCAGCTGCAGTTGACGTCGGCAG-----CGC----------TGT---TT---CTGTTGCGTTGGCTGACAGCTGCT------------GCTGCTGCTA--------------G---CTGCTTGC-TGCTTGCCGCTAGCT-GCTTGGGC----------TGCA
-----------.((((((((((..((..(((..(------------------(((((.------------------------------------((((((((((((((((.((((((-----...----------...---..---))))))))))))))).))))))).------------))))))..))--------------)---))..))))-))).))).((.((((-.....)))----------))). Size Hits Total Norm Total Norm RPM

.....................................................................................................................................................TTGCGTTGGCTGACAGCTGCT------------........................................................................... 21 1 2.00 0.03

.....................................................................................................................................................TTGCGTTGGCTGACAGCTGCT------------G.......................................................................... 22 1 1.00 0.03

.....................................................................................................................................................TTGCGTTGGCTGACAGCTGCT------------GC......................................................................... 23 1 1.00 0.03

.........................................................................................................................................................................................................................C-TGCTTGCCGCTAGCT-GCTTGG................ 22 1 1.00 0.03
Total 5.00 0.09

.CC-BY 4.0 International licensea
certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made available under 

The copyright holder for this preprint (which was notthis version posted April 11, 2017. ; https://doi.org/10.1101/125997doi: bioRxiv preprint 

https://doi.org/10.1101/125997
http://creativecommons.org/licenses/by/4.0/


ID:

dme_419

Coordinate:

chr2R:17211938-17212039 +
Confidence:

candidate-rescued

Class:

Canonical miRNA

Genomic Locale:

CDS [View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Sense Strand Reads

hide 3p reads show mid mismatch reads

CATATAGCGACCCAAGTGAAGGGAATCGCCAGCAGCAGCAGCAAACAACAGAAGCAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACAACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCAGCACCCGCCCACTCCAACGTATCCGTTTCCTCCAGCACAATAGAAGCCTCTGTTTTGCCGC
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Read
size

#
Mismatch

Hit
Count

Total
Norm Total

SRR065807
Piwi-
IP_squ_het_ovaries

SRX247213

FLAG-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO2

SRR060649
A2_ovaries_FLAG-
Piwi

SRR317117
genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V146
S1
cell

SRR317112
genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

SRR317115
genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

SRR097866
Drosophila
S2-NP
cells

V0652
dcr2
ovary,
AGO1-
IP,
reseq
AGO1

SRR317111
genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old
flies

V0632
wt
ovary
AGO1-
IP,
reseq
AGO1

GSM609225
ML-
DmBG3-C2

SRR060647
A2_ovaries_FLAG-
Ago2
AGO2

SRR317116
genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

V0662
r2d2
ovary,
AGO1-
IP,
reseq
AGO1

SRR029028
untreated
(mock)

GSM371638
S2-NP

SRR032092
mock
oxidized

GSM286607
6-10h #1
(10)

SRR014271
Embryo_0-
2hrs_rep1_w1118_0_2hr_Emb

V0642
ago2
ovary,
AGO1-
IP,
reseq
AGO1

GSM628271
r2d2[1]
ovary
total
RNA Â¬â
€

V096
loqsKO/f00791
ovary

V140
Dessication_female_body

SRR298711
strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

GSM385744
OSS_s2

GSM399110
KC-48 #2

SRR010958
Piwi IP in
Ago3 trans-
heterozygotes

SRR065800
zuc_H-
Y_ovaries

SRR298536
strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR317113
genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

SRR317114
genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

GSM609229
embryo 2-
6hr

GSE24544
dcr-
2[L811fsX]
ovary
total RNA

V134
ML-
DmD8

GSM286611
6-10h #2
(11)

SRR014273
Ovary_rep1_Har_P

SRR032094
ago2
knockdown

SRR065805
Piwi-
IP_zuc_het(H-
Y)_ovaries

SRR317110
genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM628272
ago2[414]
ovary
total
RNA

SRR032093
ago1
knockdown

SRX247212

AGO1-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO1

GSM360256
1st
instar #1

SRR010957
Aub IP in
Ago3 trans-
heterozygotes

SRR010959
Ago3 IP in
heterozygotes
AGO3

SRR014276
Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR060648
A2_ovaries_FLAG-
Aub

SRR065803
Piwi-
IP_zuc_het(mut)_ovaries

GSM609240
IR+ 2-
18hr

GSM609249
ML-DmD21
cell

V125
ML-
DmD9

V132
ML-
DmD32

V137
Male
aged
head

GSM361908
s2-48
Biological
Replicate
#2

GSM467729
Dmel_wt_sRNAseq

GSM609243
KC+48 #1

SRR014268
Embryo_0-
2hrs_rep1_HAR_0_2hr_Emb

SRR060646
yw67c23(2)_ovaries_total

SRR065806
Piwi-
IP_squ_mut_ovaries

SRR298537
strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

V092
dcr-
2[G31R]
male
total
RNA Â

GSE24545
CS
ovary
total
RNA

V126
CME
L1

V131
ML-
DmD16-
c3

V136
Male
aged
body

V141
Heat_female_body

V142
Oxidation_female_body

V147
1182-
4H
cell

GSM272652
S2 -48
Biological
Replicate
#1

SRR029033
lacZ
knockdown

GSM1528798
follicle
cells

GSM379050
Armi
Heterozygote

GSM399105
disk #2

GSM399106
female
body #2

GSM360257
1st
instar #2

SRR014272
Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR014277
Ovary_rep1_NA_P

SRR014282
Ovary_rep1_wK_P

SRR032095
AGO1 IP
dcr2
knockdown
AGO1

SRR060644
A2_ovaries_total

SRR060651
A2_ovaries_Ago3
AGO3

SRR060652
hs-
Penelope_testes_total

V036
ML-
DmD20c5
cell

V073
mbn2

GSM609237

ago2[414]
ovary
total
RNA

V093
loqs-KO,
40A;
loqs-PB
rescue/TM3
Â male
total RNA

V128
S3

V130
ML-
DmBG3-
c2

V145
S2-
DRSC

V148
mbn2

V031
GM2
cell

GSM272651
S2-
48,+48,
KC-48,
+48 mix

GSM609222
ML-
DmBG1-C1

GSM609242
s2+48 #2

GSM180331
early
embryo
(2-6)

GSM280084
loqs-/-
ovaries
(18-
29nt)

GSM379053
Aub
Mutant

GSM379054
Flam
Heterozygote

GSM379057
Krimp
Mutant

GSM379059
Piwi
Mutant

GSM379062
Squ
Mutant

GSM385748
OSS_s6

GSM286605
2-6h #1
(8)

GSM272653
KC -48
#1

GSM322338
2-4day
pupae#2

GSM399107
male
body #2

GSM360262
0-2d
pupae

GSM609244
KC+48 #2

GSM364902
12-24hr
embryo

SRR010955
Aub IP in
Ago3
heterozygotes

SRR010956
Piwi IP in
Ago3
heterozygotes

SRR014269
Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014270
Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014275
Ovary_rep1_LK_P

SRR014278
Ovary_rep1_w1118(fem)_x_Har(male)_F1

SRR029032
r2d2
knockdown

SRR031697
Total small
RNAs from
dcr-2
heterozygous
flies

SRR031700
2'-O-
methylated
small
RNAs from
dcr-2
homozygous
flies

SRR031704
2'-O-
methylated
small
RNAs from
r2d2
homozygous
flies

SRR032096
AGO2 IP
dcr2
knockdown
AGO2

SRR065155
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR097865
Drosophila
S2-NP
cells

SRR298712
strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM609239
IR- 2-
18hr

GSM343832
S2R+
cell

V022
ML-
DmD32
cell

V032
S1
cell

V038
Felix
sample
S2
only

GSM609236
dcr-
2[L811fsX],
ovary,
AGO1IP
AGO1

GSM609233

r2d2[1],
ovary,
AGO1IP
AGO1

V079
Oxidation,
female
head

V091
fGS/OSS
total
Â

V127
G2

V133
Sg4

V139
Cold_female_body

V144
OSC

SRR029031
loqs-ORF
knockdown

GSM180337
tissue
culture
cells
(S2
only)

GSM180335
imaginal
discs

GSM280082
WT
ovaries
(18-
29nt)

GSM280087
S2cell
(AGO2IP)
AGO2

GSM280088
S2cell
(AGO1IP)
AGO1

GSM312995
WT,
oxidized

GSM313160
dcr-2
homozygous,
oxidized

GSM379060
SpnE
Heterozygote

GSM379064
Vasa
Mutant

GSM467730
Dmel_r2d2_sRNAseq

GSM467731
Dmel_loq_sRNAseq

GSM286606
2-6h #2
(9)

GSM286613
0-1hr #1
(A)

GSM322219
2-4day
pupae #1

GSM322533
female
head #1

GSM275691
imaginal
disc

S6
0-
1,2-
6,6-
10h
embryo

GSM286604
0-1h #3
(7)

SRR001347
ago2_untreated

SRR010960
wt,
oxidized

SRR029608
total small
RNAs from
hen1
heterozygous
flies

SRR029633
total
small
RNAs from
hen1
homozygous
flies

SRR031692
Total
small
RNAs
from
Oregon R

SRR031694
2'-O-
methylated
small
RNAs from
Oregon R

SRR031699
Total
small
RNAs from
dcr-2
homozygous
flies

SRR031701
Total small
RNAs from
r2d2
heterozygous
flies

SRR031702
2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR060643
A2_testes_total

SRR060645
yw67c23(2)_testes_total

SRR065802
Piwi-
IP_zuc_mut_ovaries

SRR065804
Piwi-
IP_zuc_H-
Y_ovaries

SRR341115
transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR341118
transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V008
S2-
DRSC

GSM609235
CMEL1

GSM609218
Sg4

GSM609251
aged
female
head

GSM609219
GM2 cell

V023
Dcr2
female
head

GSM609248
ML-DmD9
cell

GSM609250
ML-DmD32
cell

V037
Felix
sample
+mirtrons

GSM609231
ago2[414],
ovary,
AGO1IP
AGO1

V074
S3

V077
cold,
female
head

GSM609238
embryo
14-24hr

GSM609224
female,
one day

GSM609232
r2d2[1]
ovary
total
RNA Â¬â
€

GSM609234
CS
Â male
total
RNA Â

V129
ML-
DmBG1-
c1

V138
Male
cold
body

SRR001338
IR_non-
beta-
eliminated

GSM609241
s2+48 #1

................................................................................................................AAACGGCAGAGGCAACGGCAG..................................................................... 21 0 1 50.00 50 0 0 0 0 0 0 0 0 7 0 6 0 0 1 3 0 2 0 0 1 4 0 0 0 0 0 0 0 1 0 0 0 0 5 1 0 0 0 0 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

.............................................................................TGTGCCGCTGTCGCCCTTGCCG....................................................................................................... 22 0 1 49.00 49 0 7 0 4 0 5 4 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 2 0 0 1 1 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 1 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................AAACGGCAGAGGCAACGGCAGC.................................................................... 22 0 1 36.00 36 0 0 0 0 0 0 0 4 1 0 1 0 0 0 0 0 0 0 1 0 2 1 0 1 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 3 0 1 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 1 0 0 0

.............................................................................TGTGCCGCTGTCGCCCTTGCC........................................................................................................ 21 0 1 36.00 36 0 0 0 4 3 2 2 0 0 1 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 1 5 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................GCAGAGGCAACGGCAGCAGCAG............................................................... 22 0 1 29.00 29 0 0 0 0 4 0 0 5 1 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 1 3 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TGTGCCGCTGTCGCCCTTGC......................................................................................................... 20 0 1 27.00 27 0 2 0 2 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................GCAAACGGCAGAGGCAACGGC....................................................................... 21 0 1 13.00 13 10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...ATAGCGACCCAAGTGAAGGGAATCGCCAGC......................................................................................................................................................................... 30 0 1 12.00 12 0 0 12 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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......................................................................AGCTGCCTGTGCCGCTGTCGC............................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................CTGCCTGTGCCGCTGTCGCC.............................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................AAACGGCAGAGGCAACGGCAGTGT.................................................................. 24 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................AACAACAACAGCAAACGGCA.................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................CAACAACAACAGCAAACG..................................................................................... 18 0 2 1.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

Anti-sense strand reads

GTATATCGCTGGGTTCACTTCCCTTAGCGGTCGTCGTCGTCGTTTGTTGTCTTCGTTGACCGGTCACGCGTCGACGGACACGGCGACAGCGGGAACGGCGTTGTTGTTGTCGTTTGCCGTCTCCGTTGCCGTCGTCGTCGTCGTGGGCGGGTGAGGTTGCATAGGCAAAGGAGGTCGTGTTATCTTCGGAGACAAAACGGCG

******************************************************..((((...(((((...(((.(((((.(((.((((((................)))))).))).))))).)))))))).))))...**************************************************************
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...................................................................................CGACAGCGGGAACGGCGTTGT.................................................................................................. 21 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................AGGTTGCATAGGCAAAGGAGGT........................... 22 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................TCGTCGTCGTTTGTTGTCT...................................................................................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................AGGCAAAGGAGGTCGTGTTAT................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................TGTCGTTTGTTGTCTTCGTTG................................................................................................................................................ 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................TGTTATCTTCGGAGACAAAAC.... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................CGTGGGCGGGTGAGGTTGCATAGG..................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................GAGGTCGTGTTATCTTCGGAG........... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................GGCGGGTGAGGTTGCATAGGC.................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................CGGACACGGCGACAGCGGGAA........................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................GGGAACGGCGTTGTTGTTGT............................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TGTCGTTTGCCGTCTCCGTTG.......................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................GGCGTTGTTGTTGTCGTTTGC..................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................TCTTAGCGGTCGTCGTCGTC................................................................................................................................................................. 20 1 3 0.67 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................TCGTCGTCGTCGTTTGTTG......................................................................................................................................................... 19 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................TAGCGGTCGTCGTCGTCG................................................................................................................................................................ 18 0 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................TAAAAGGAGGTCGTGTTA.................... 18 2 18 0.11 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Type Alignment

dm3 chr2R:17211888-17212089 + dme_419 candidate-
rescued

CATA---TAGCGACCCAAGTGAAGGGAATCGCCAGCAGCAGC------------AGCA--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCGTTT------CCT-------------------------------CCAGCACAATAGAAGCCTCTGTTT------------TGCCGC

droSim2 2r:17766310-17766517 + dsi_32456 candidate-
rescued

CATA---TAGCGACCCAAGTGAAGGGAATCGCCAGCAGC------------AGTAGCA--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCACCTCCGTTTCCT-------------------------------CCAGCACAATAGAAGCCTCTGTTT------------TGCCGC

droSec2 scaffold_9:543248-543455 + dse_1843 candidate CATA---TAGCGACCCAAGTGAAGGGAATCGCCAGCAGC------------AGTAGCA--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCACCTCCGTTTCCT-------------------------------CCAGCACAATAGAAACCTCTGTTT------------TGCCGC
droYak3 2R:11976229-11976433 - dya_1795 candidate CATA---TAGCGACCCAAGTCAAAGGAATCGCCAGCAGCAAC---------------A--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCAACCTCCGTTTCCT-------------------------------CCAGCACAATAGAAGCCTCTGTTT------------CGCCGC
droEre2 scaffold_4845:11355676-

11355880 +
der_1520 candidate-

rescued
CATA---TAGCGACCCAAGTCAAGGGAATCGCCAGCAGTAGC---------------A--------------------------AG---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCACCTCC-------------------------------GGTTCCCTTAGCACAATAGAAGGCTCTGCTT------------CGCCGC

droEug1 scf7180000409474:730362-
730572 -

CACC---TTGCGACCCAAGCTAAGGGAATCGCCAGCAGCAGC---------AGTAGCA--------------------------------AA-CAGAAG---CAACTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AAC---AAG---CGCCCAC-------------T------GTAATCCATCCACCG------GACCT----------------------AGTACGACCAGCACCATAGAAGCCTCCGTTT------------CGCCGC

droBia1 scf7180000302143:1194589-
1194823 -

CATA---TTGCGACCCAAGCGAAGGGAATCGCCACCAGCAGC------AGCAGTAGCA--------------------------------AG-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AGTAGCACTAGCAGTAGC---ACC---CGCCCAC-------------T------CCAACCCATCCGCCTCCGCCGCGTCT----------------------AGCACCATCAGCACCATAGAAGCCTCCGTTT------------TACCGC

droTak1 scf7180000415722:103138-
103312 +

CATA---TTGCGACCCAAGCCAAGGGAATCGCCAGCAGTAGC---------------A------------------------------------AGAAA---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AG---------CAGTAGC---ACC---CGC--------------------------------------------------------------------------------CAGCACCATAGAATCCTCCGTTT------------CACCGC

droEle1 scf7180000491232:161869-
162076 -

CATCACCTTGCGACCCAAGCAAAAGGAATCGCAAGCAGCAGC---------------A--------------------------------AA-CAGAAG---CATCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AGC---ATC---CGCCCAC-------------A------CCAACCCATCCGCCT------CCTCC----------------------AGCACCACGAGCACCATAGAAGCCTCTGTTT------------CGCCGC

droRho1 scf7180000780265:156473-
156683 -

CATC---TAGCGAACCAAGCAAAAGGAATCGCTAGCAGTAGC---------------A--------------------------------AA-CAGAAG---CAGCTACCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AG---------CAGCAGC---AAC---CGCCCAC-------------A------CCAACCCATCCGCCT------CCACC----------------------AGCACCACGAGCACCATAGAATCCTCCGTTT------------CGCCCC

droFic1 scf7180000453811:56703-56922
-

CATCACCTTGCCAGCCAAGCAAAAGGAATCGCCAGCAGTAGC---------------A--------------------------------AA-CAGAAA---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACAACAACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC----------TCAGCTTACTCCAATCCATCCGCCT------CATCT----------------------AATACCACCGCCACGATAGAAGCCTCTGTTT------------CGCCGC

droKik1 scf7180000302411:441422-
441668 +

CACC---ATCCGCCCCAAGGAAAGGGAGTCGCCAGCAGTAGC---------------A--------AGCATCAG---CACCAGCACCAGCAG-CAGAAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------CAGCAGCACTGCC---CGCCCAC-------------T------TCCACT---CCACTT----------CTACAAGTTTAAATTCTGCCTCCACCACCACCAACATCATAGAATCCTCCGTAT------------CGCCGC

droAna3 scaffold_13266:5014085-
5014313 +

dan_91 confident CACC---AGCCGACGCAGGGAAAAGGAATCGCCGGCA-----------------------------AACAGCA---GGCCAACCAACAGCAG-CAGAAGCCCCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCGCAAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------CGGCAGAGACACC---CGCCCAAGC-----------A------TCAACT--TCCACCT------CCACC----------------------AGTAGCACCAGCATCATAGAATCCTCAGTTT------------CGCCGC

droBip1 scf7180000395751:823775-
824000 +

CACC---ATCCGACGCAGGGAAAAGGAATCGCCAGCA-----------------------------AACAACAGCAGGCCAACCAA---CAG-CAGAAGCCCCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCGCTAC------ATCAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------CGGCAGAGACTCC---CGCCCAA-------------A------CACCCA---CCACCT------CCTCC----------------------AGTAGCACGAGCACCATAGAATCCTCCGTTT------------CGCCGC

dp5 3:9802137-9802349 - dps_3826 candidate-
rescued

CA----------ACACAACCGAAAGGAGTCCGCAGTATC------------AGTAGAC-----------AA------------CAC---CAA-CAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------TAGCAGC---ACCACCTACAACCACAAC-------------------CACACTCGTCT------CATCC----------------------GCCACCACGAGCATCATAGAAGCCTCCGCCT------------CGCCGC

droPer2 scaffold_4:5118111-5118332 - dpe_2480 candidate-
rescued

CAGC----------ACAACCGAAAGGAGTCCGTAGTATC------------AGTAGAC-----------AA------------CAC---CAA-CAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------TAGCAGC---ACCACCTACAACCACAAACACACTCGT----------CTCATCCGCCC------ACTCC----------------------GCCACCACGAGCATCATAGAAGCCTCCGCCT------------CGCCGC

droWil2 scf2_1100000004510:1465966-
1466124 +

dwi_5424 AG-------------------GAGGGAAGTGGTAGTGGTAGC---------GGTAGCA------------------GTT---------------------------CGTCCAATAACA------------AGCTGTTGCCCCTGCCACAACAAAAACAACAGCAACACACAGAGGCAACAACTTCTGGAAC---------------------TGC---CGT---CACCGCA----------TCATC-----CCAA-------------------TC----------------------------------CACTAAAGAAGCTTAT---T------CCACTTCACCAC

droVir3 scaffold_12875:18068715-
18068893 -

dvi_24649 CAGA---AAC----C-----------------CAGC---------------------A--------AACAACAA---------CCA---CAACCAGCAG---CAGCTGCTCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCAGCA---ACGCCAG---------CAGCAGC---TTC---CACATAC-------------T------CCAATACAGCAACAGCAGAAACCT-------------------------------CC------------GCCTCCGTCTCAGATTCCACAGCGCCAC

droMoj3 scaffold_6496:11689326-
11689523 -

dmo_3164 CATC---A--------------------------ACAGTAGCAACAAC-GCAGCAGAAACCCAGCAAACAACAA---------CAA---CAA-CAGCAG---CAGCTGCTCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCCGCA---ACGCCAG---------CAGCAGC---TTC---CACATAC-------------T------C------------CTCCAA----TTC-------------------------AGCAAAAG-----CAGATACCTCCGTTTCAGAGTCAATAGCGCCGC

droGri2 scaffold_15245:4197227-
4197430 -

dgr_473 CAAC---AACA-------------------GCCAACA--CGCAACAGCAGCAGCAGAAAACCAACAA---A------------CAC---CAA-CAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCGGCAGCAACGCCAG---------CAGCTGC---TTC---CACCACA----------TCAT----------C--ATCATCATCCAA----TCC----------------------ATCAATAAAAG-----CAGAAG---CTGGGT------CCACGAGGCCGC
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CDS miRNA that resides within the first exon of domino.
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dme_419
Species Read alignment
dm3 CAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCA------------GCAG---CACCCG 

..((((...(((((...(((.(((((.(((.((((((.....---...........)))))).))).))))).))))))------------)).)---)))... Size Hits Total Norm Total Norm RPM

.....................................................AAACGGCAGAGGCAACGGCAG.............................. 21 1 50.00 0.16

...............TGTGCCGCTGTCGCCCTTGCCG................................................................... 22 1 49.00 0.18

.....................................................AAACGGCAGAGGCAACGGCAGC............................. 22 1 36.00 0.11

...............TGTGCCGCTGTCGCCCTTGCC.................................................................... 21 1 36.00 0.12

..........................................................GCAGAGGCAACGGCAGCAGCA------------G............ 22 1 29.00 0.12

...............TGTGCCGCTGTCGCCCTTGC..................................................................... 20 1 27.00 0.14

...................................................GCAAACGGCAGAGGCAACGGC................................ 21 1 13.00 0.60

...............TGTGCCGCTGTCGCCCTTGCCGT.................................................................. 23 1 11.00 0.12

...........................................................CAGAGGCAACGGCAGCAGCA------------GC........... 22 1 11.00 0.08

...................................................GCAAACGGCAGAGGCAACGG................................. 20 1 11.00 0.86

.....................................................AAACGGCAGAGGCAACGGCA............................... 20 1 9.00 0.09

.............................................................GAGGCAACGGCAGCAGCA------------GCAG---CACCC. 27 1 7.00 1.19

...........................................................CAGAGGCAACGGCAGCAGCA------------G............ 21 1 7.00 0.06

...................................CGCAACA---ACAACAGCAAACGGCAGAGGC...................................... 28 1 6.00 1.02

.................TGCCGCTGTCGCCCTTGCCGC.................................................................. 21 1 6.00 0.07

.....................................................AAACGGCAGAGGCAACGGCAGT............................. 22 1 5.00 0.12

.....................................................AAACGGCAGAGGCAACGGCAGCAGC.......................... 25 1 3.00 0.11

.....................................................AAACGGCAGAGGCAACGGCAGA............................. 22 1 3.00 0.07

.............................................ACAACAGCAAACGGCAGAGGCA..................................... 22 1 3.00 0.74

............GCCTGTGCCGCTGTCGCCCTTGC..................................................................... 23 1 3.00 0.12

..........................................................GCAGAGGCAACGGCAGCAGCA------------............. 21 1 3.00 0.08

.........................................A---ACAACAGCAAACGGCAGAGG....................................... 21 1 3.00 0.06

...............TGTGCCGCTGTCGCCCTTG...................................................................... 19 1 3.00 0.09

.....................................................AAACGGCAGAGGCAACGGC................................ 19 1 3.00 0.26

.....................................................AAACGGCAGAGGCAACGGCAGG............................. 22 1 2.00 0.16

..................................................AGCAAACGGCAGAGGCAACGGCA............................... 23 1 2.00 0.06

...........TGCCTGTGCCGCTGTCGCCCT........................................................................ 21 1 2.00 0.44

..........................................................GCAGAGGCAACGGCAGCAGCA------------GC........... 23 1 2.00 0.08

.....................................CAACA---ACAACAGCAAACGGCAGA......................................... 23 1 2.00 0.10

................................................ACAGCAAACGGCAGAGGCA..................................... 19 1 2.00 2.37

...............TGTGCCGCTGTCGCCCTT....................................................................... 18 1 2.00 0.31

.............................................................GAGGCAACGGCAGCAGCA------------GC........... 20 1 2.00 0.28

...........TGCCTGTGCCGCTGTCGCCCTTGC..................................................................... 24 1 2.00 0.08

...........................................................CAGAGGCAACGGCAGCAGCA------------GT........... 22 1 2.00 0.07

....................................GCAACA---ACAACAGCAAACGGC............................................ 21 1 2.00 0.16

.................TGCCGCTGTCGCCCTTGC..................................................................... 18 1 2.00 0.52

.................................................CAGCAAACGGCAGAGGCAACGGC................................ 23 1 2.00 0.14

........AGCTGCCTGTGCCGCTGTCGCC.......................................................................... 22 1 2.00 0.04

......................................................AACGGCAGAGGCAACGGCAG.............................. 20 1 2.00 0.04

..............................................CAACAGCAAACGGCAGAGGCAACGG................................. 25 1 2.00 0.10

...........................................................CAGAGGCAACGGCAGCAGCA------------GCAG---...... 24 1 2.00 0.19

...............................................AACAGCAAACGGCAGAGGC...................................... 19 1 1.00 0.41

......................................................AACGGCAGAGGCAACGGCAGCAG........................... 23 1 1.00 0.05

............GCCTGTGCCGCTGTCGCCCTTGCCG................................................................... 25 1 1.00 2.52

............................................................AGAGGCAACGGCAGCAGCA------------G............ 20 1 1.00 0.10

.....................................................AAACGGCAGAGGCAACGGCAGCAG........................... 24 1 1.00 0.06

........AGCTGCCTGTGCCGCTGTCGCCC......................................................................... 23 1 1.00 0.04

.................................................CAGCAAACGGCAGAGGCAACGGCA............................... 24 1 1.00 0.05

....................................................CAAACGGCAGAGGCAACGG................................. 19 1 1.00 0.16

..........................CGCCCTTGCCGCAACA---ACA........................................................ 19 1 1.00 0.34

..............CTGTGCCGCTGTCGCCCTTGCC.................................................................... 22 1 1.00 0.46

..................................................AGCAAACGGCAGAGGCAACG.................................. 20 1 1.00 0.16

...................CCGCTGTCGCCCTTGCCG................................................................... 18 1 1.00 0.27

.........GCTGCCTGTGCCGCTGTCGCCC......................................................................... 22 1 1.00 0.06

....................................................CAAACGGCAGAGGCAACGGCA............................... 21 1 1.00 0.16

.........GCTGCCTGTGCCGCTGTCGCC.......................................................................... 21 1 1.00 0.46

.....................GCTGTCGCCCTTGCCGCA................................................................. 18 1 1.00 0.51

..............................................CAACAGCAAACGGCAGAGGCAACGGC................................ 26 1 1.00 0.51

...........TGCCTGTGCCGCTGTCGCCC......................................................................... 20 1 1.00 0.04

...........TGCCTGTGCCGCTGTCGCC.......................................................................... 19 1 1.00 0.06

....................................GCAACA---ACAACAGCAAACGG............................................. 20 1 1.00 0.08

.............................................ACAACAGCAAACGGCAGAGG....................................... 20 1 1.00 0.19

.................TGCCGCTGTCGCCCTTGCC.................................................................... 19 1 1.00 0.04

...........TGCCTGTGCCGCTGTCGCCCTT....................................................................... 22 1 1.00 0.06

...............TGTGCCGCTGTCGCCCTTGCCGCAACA---A.......................................................... 28 1 1.00 0.04

...........................GCCCTTGCCGCAACA---ACAACA..................................................... 21 1 1.00 0.87

................................................ACAGCAAACGGCAGAGGCAACGGCAGCA............................ 28 1 1.00 0.41

.................TGCCGCTGTCGCCCTTGCCGCAAT............................................................... 24 1 1.00 0.04

.....................................................AAACGGCAGAGGCAACGGCAGCA............................ 23 1 1.00 0.06

...............................................AACAGCAAACGGCAGAGGCAACG.................................. 23 1 1.00 0.08

.................TGCCGCTGTCGCCCTTGCCG................................................................... 20 1 1.00 0.05

.................................................CAGCAAACGGCAGAGGCAACG.................................. 21 1 1.00 0.04

......................................................AACGGCAGAGGCAACGGCAGCA............................ 22 1 1.00 0.04

...................................CGCAACA---ACAACAGCAAACGGCAGA......................................... 25 1 1.00 0.29

...................................................GCAAACGGCAGAGGCAACGGCAGC............................. 24 1 1.00 0.97

................................TGCCGCAACA---ACAACAGCAAACGG............................................. 24 1 1.00 0.57

........................................................CGGCAGAGGCAACGGCAG.............................. 18 1 1.00 1.00

.....................................CAACA---ACAACAGCAAACGGCAGAGGC...................................... 26 1 1.00 0.43

.............................................................GAGGCAACGGCAGCAGCA------------GCA.......... 21 1 1.00 0.24

............GCCTGTGCCGCTGTCGCCCTTGCCGC.................................................................. 26 1 1.00 0.54

.........................................A---ACAACAGCAAACGGCAGAG........................................ 20 1 1.00 0.13

..................................................AGCAAACGGCAGAGGCAACGG................................. 21 1 1.00 0.25

....................CGCTGTCGCCCTTGCCGCAACA---ACAA....................................................... 26 1 1.00 0.04

........AGCTGCCTGTGCCGCTGTCGC........................................................................... 21 1 1.00 0.04

..........CTGCCTGTGCCGCTGTCGCC.......................................................................... 20 1 1.00 0.04

.....................................................AAACGGCAGAGGCAACGGCAGTGT........................... 24 1 1.00 0.04

..............................................CAACAGCAAACGGCAGAGGCAACGGCA............................... 27 1 1.00 0.05

......................................AACA---ACAACAGCAAACGGCA........................................... 20 1 1.00 0.07

..................................................AGCAAACGGCAGAGGCAACGGC................................ 22 1 1.00 0.13

.....................................................AAACGGCAGAGGCAACGGT................................ 19 1 1.00 0.17

...............................................AACAGCAAACGGCAGAGGCAACGGC................................ 25 1 1.00 0.06

...................................................GCAAACGGCAGAGGCAAC................................... 18 1 1.00 0.28

...............................................AACAGCAAACGGCAGAGGCAAC................................... 22 1 1.00 0.19

...........................................................CAGAGGCAACGGCAGCAGCA------------GA........... 22 1 1.00 0.04

........AGCTGCCTGTGCCGCTGTCGCCCTTG...................................................................... 26 1 1.00 0.04

.................................................CAGCAAACGGCAGAGGCAAC................................... 20 1 1.00 0.16

............GCCTGTGCCGCTGTCGCCCTT....................................................................... 21 1 1.00 0.04

...............................................AACAGCAAACGGCAGAGG....................................... 18 1 1.00 0.16

...................................CGCAACA---ACAACAGCAAAC............................................... 19 1 1.00 0.35

.........................................................GGCAGAGGCAACGGCAGCAGCA------------G............ 23 1 1.00 0.27

...........................................................CAGAGGCAACGGCAGCAGCA------------............. 20 1 1.00 0.28

......................................AACA---ACAACAGCAAACGGCAGAG........................................ 23 1 1.00 0.07

................GTGCCGCTGTCGCCCTTGCC.................................................................... 20 1 1.00 0.08

...................CCGCTGTCGCCCTTGCCGC.................................................................. 19 1 1.00 0.04

.............CCTGTGCCGCTGTCGCCCTTGCCGC.................................................................. 25 1 1.00 0.04

..............................................CAACAGCAAACGGCAGAGG....................................... 19 1 1.00 0.08

..............................................CAACAGCAAACGGCAGAGGCAAC................................... 23 1 1.00 0.19

...............TGTGCCGCTGTCGCCCTTGCT.................................................................... 21 1 1.00 0.04

.....................................CAACA---ACAACAGCAAACG.............................................. 18 2 1.00 0.11

..................................CCGCAACA---ACAACAGCAAACGG............................................. 22 1 1.00 0.10

..................GCCGCTGTCGCCCTTGCT.................................................................... 18 1 1.00 0.06

..........................................................GCAGAGGCAACGGCAGCAGCA------------GT........... 23 1 1.00 0.23

...............TGTGCCGCTGTCGCCCTTGCCGCAA................................................................ 25 1 1.00 0.04

................GTGCCGCTGTCGCCCTTGCCGTT................................................................. 23 1 1.00 0.08

........................................................CGGCAGAGGCAACGGCAGCA............................ 20 1 1.00 0.39

......................................................AACGGCAGAGGCAACGGCAGCAGCA------------............. 25 1 1.00 0.05

...................CCGCTGTCGCCCTTGCCGCA................................................................. 20 1 1.00 0.06

...........TGCCTGTGCCGCTGTCGC........................................................................... 18 1 1.00 0.10

...................................................GCAAACGGCAGAGGCAACGGCA............................... 22 1 1.00 0.25

.....................................................AAACGGCAGAGGCAACGGCAA.............................. 21 2 0.50 0.02

...............................................................GGCAACGGCAGCAGCA------------GC........... 18 4 0.25 0.04
Total 449.75 0.36

droSim2 CAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCA------------GCAG---CACCCG 
..((((...(((((...(((.(((((.(((.((((((.....---...........)))))).))).))))).))))))------------)).)---)))... Size Hits Total Norm Total Norm RPM

...............TGTGCCGCTGTCGCCCTTGCCG................................................................... 22 1 4.00 0.06

.....................................................AAACGGCAGAGGCAACGGCA............................... 20 1 2.00 0.10

...............TGTGCCGCTGTCGCCCTTGCC.................................................................... 21 1 2.00 0.06

.....................................................AAACGGCAGAGGCAACGGCAG.............................. 21 1 2.00 0.04

.....................................................AAACGGCAGAGGCAACGGCAGC............................. 22 1 2.00 0.04

...........TGCCTGTGCCGCTGTCG............................................................................ 17 1 1.00 0.05

.........................................A---ACAACAGCAAACGGCAGAGGC...................................... 22 1 1.00 0.28

...............TGTGCCGCTGTCGCCCTTGCCGC.................................................................. 23 1 1.00 0.03

.................................................CAGCAAACGGCAGAGGCAACGGCAGC............................. 26 1 1.00 0.08

.......................................................ACGGCAGAGGCAACGGCA............................... 18 1 1.00 0.03

.....................................................AAACGGCAGAGGCAACGGCAGG............................. 22 1 1.00 0.08

......................................................AACGGCAGAGGCAACGG................................. 17 1 1.00 0.03

...........TGCCTGTGCCGCTGTCGCCCTT....................................................................... 22 1 1.00 0.03

........................................CA---ACAACAGCAAACGGCAGA......................................... 20 1 1.00 0.05

........AGCTGCCTGTGCCGCTGTCGCCCTTGC..................................................................... 27 1 1.00 0.05

........................................CA---ACAACAGCAAACGGCA........................................... 18 2 0.50 0.01

............................................................AGAGGCAACGGCAGCA............................ 16 2 0.50 0.03

.....................................................AAACGGCAGAGGCAACGGTT............................... 20 2 0.50 0.04

...............................................................GGCAACGGCAGCAGCA------------............. 16 6 0.33 0.02

................................................................GCAACGGCAGCAGCA------------............. 15 20 0.20 0.01

...................................................................ACGGCAGCAGCA------------GCA.......... 15 20 0.05 0.00
Total 24.08 0.11

droSec2 CAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCA------------GCAG---CACCCG 
..((((...(((((...(((.(((((.(((.((((((.....---...........)))))).))).))))).))))))------------)).)---)))... Size Hits Total Norm Total Norm RPM

...............TGTGCCGCTGTCGCCCTTGCCG................................................................... 22 1 3.00 0.16

...............TGTGCCGCTGTCGCCCTTGCC.................................................................... 21 1 2.00 0.06

.....................................................AAACGGCAGAGGCAACGGCAG.............................. 21 1 2.00 0.06

...........................................................CAGAGGCAACGGCAGCAGCA------------GA........... 22 1 1.00 0.06

.....................................CAACA---ACAACAGCAAACGGCAGAGGC...................................... 26 1 1.00 0.05

..........................................................GCAGAGGCAACGGCAGCAGCA------------GC........... 23 1 1.00 0.07

............GCCTGTGCCGCTGTCGCCCTTGC..................................................................... 23 1 1.00 0.07

.....................................................AAACGGCAGAGGCAACGGCAGCAGC.......................... 25 1 1.00 0.07
Total 12.00 0.17

droYak3 CAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCA------------GCAG---CACCCG 
..((((...(((((...(((.(((((.(((.((((((.....---...........)))))).))).))))).))))))------------)).)---)))... Size Hits Total Norm Total Norm RPM

...............TGTGCCGCTGTCGCCCTTGCCG................................................................... 22 1 3.00 0.06

.....................................................AAACGGCAGAGGCAACGGCAGC............................. 22 1 2.00 0.08

......................................AACA---ACAACAGCAAACGGCAGAGGCAAC................................... 28 1 1.00 0.05

........................................................CGGCAGAGGCAACGGCAGCA............................ 20 1 1.00 0.04

..............................................CAACAGCAAACGGCAGAGGCAACGGCA............................... 27 1 1.00 0.04

....................................GCAACA---ACAACAGCAAACGGCAGA......................................... 24 1 1.00 0.04

.............................................ACAACAGCAAACGGCAGAGGCAACGGC................................ 27 1 1.00 0.05

.....................................................AAACGGCAGAGGCAACGGCAG.............................. 21 1 1.00 0.37

.........................................A---ACAACAGCAAACGGCAGAGGCAAC................................... 25 1 1.00 0.04

................................................ACAGCAAACGGCAGAGGC...................................... 18 1 1.00 0.04

.........................................A---ACAACAGCAAACGGCAGAGGCAACGGC................................ 28 1 1.00 0.04

..................................................AGCAAACGGCAGAGGCAACGGC................................ 22 1 1.00 0.04

......................................AACA---ACAACAGCAAACGGCAGAGGC...................................... 25 1 1.00 0.04

...................................CGCAACA---ACAACAGCAAACGGC............................................ 22 1 1.00 0.05

.................................................CAGCAAACGGCAGAGGCAACGGCA............................... 24 1 1.00 0.04

...................................................................ACGGCAGCAGCA------------GCAG---CACCC. 21 1 1.00 0.05

...................................................GCAAACGGCAGAGGCAACGCA................................ 21 1 1.00 0.04

...................................CGCAACA---ACAACAGCAAAC............................................... 19 2 0.50 0.02

..................................................................AACGGCAGCAGCA------------GCAG---C..... 18 19 0.05 0.00
Total 20.55 0.26

droEre2 CAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCA------------GCAG---CACCCG 
..((((...(((((...(((.(((((.(((.((((((.....---...........)))))).))).))))).))))))------------)).)---)))... Size Hits Total Norm Total Norm RPM

.................................................CAGCAAACGGCAGAGGCAACGGCAGC............................. 26 1 7.00 1.30

...............TGTGCCGCTGTCGCCCTTGCCG................................................................... 22 1 3.00 0.08

...............TGTGCCGCTGTCGCCCTTGC..................................................................... 20 1 2.00 0.03

...............TGTGCCGCTGTCGCCCTTG...................................................................... 19 1 2.00 0.03

................................TGCCGCAACA---ACAACAGCAAACGGC............................................ 25 1 1.00 0.03

..................................CCGCAACA---ACAACAGCAAACGGCAGA......................................... 26 1 1.00 0.05

...........TGCCTGTGCCGCTGTCGCCCTTGCCGC.................................................................. 27 1 1.00 0.03

...............TGTGCCGCTGTCGCCCTTT...................................................................... 19 1 1.00 0.05

...............................................AACAGCAAACGGCAGAGGCAACGGC................................ 25 1 1.00 0.05

...............TGTGCCGCTGTCGCCCTTGCC.................................................................... 21 1 1.00 0.03

.................TGCCGCTGTCGCCCTTGCCGCA................................................................. 22 1 1.00 0.03

..................................................AGCAAACGGCAGAGGCAACGGC................................ 22 1 1.00 0.05

...........................................................CAGAGGCAACGGCAGCAGCA------------G............ 21 1 1.00 0.05

...........................................................CAGAGGCAACGGCAGCAGCA------------GA........... 22 1 1.00 0.05

.................................................................CAACGGCAGCAGCA------------GCAG---CACCC. 23 1 1.00 0.03

................................................ACAGCAAACGGCAGAGGCAAC................................... 21 1 1.00 0.08

..................................................................AACGGCAGCAGCA------------GCAG---C..... 18 20 0.05 0.00
Total 26.05 0.26

droAna3 CAGTGCGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCGCAAC------AACAGCAAACGACAGAGGCAACGGCAGCC------ACGCCAGCGGCAGAGACACCCG 
....(((..((((((..((((.((((((..(((((......------....))))))))))).))))..)))))).------.))).................. Size Hits Total Norm Total Norm RPM

.....................................................AAACGACAGAGGCAACGGCAGC............................. 22 1 52.00 0.64

.....................................................AAACGACAGAGGCAACGGCAG.............................. 21 1 37.00 0.41

.....................................................AAACGACAGAGGCAACGGCA............................... 20 1 4.00 0.06

......................................................AACGACAGAGGCAACGGCAG.............................. 20 1 3.00 0.10

...........TGCCTGTGCCGCTGTCGCCTTTGC..................................................................... 24 1 3.00 0.06

........AGCTGCCTGTGCCGCTGTCGC........................................................................... 21 1 2.00 0.06

...........TGCCTGTGCCGCTGTCGCCTTTG...................................................................... 23 1 2.00 0.06

...........TGCCTGTGCCGCTGTCGCCTTT....................................................................... 22 1 2.00 0.06

......................................................AACGACAGAGGCAACGGCA............................... 19 1 2.00 0.06

.....................................................AAACGACAGAGGCAACGGC................................ 19 1 1.00 0.04

.....................................................AAACGACAGAGGCAACGGCAGCA------...................... 23 1 1.00 0.04

...........TGCCTGTGCCGCTGTCGCCTTTGG..................................................................... 24 1 1.00 0.03

...................................................GCAAACGACAGAGGCAACGGCAGCC------A..................... 26 1 1.00 0.03

......................................................AACGACAGAGGCAACGGCAGC............................. 21 1 1.00 0.04

..................................................AGCAAACGACAGAGGCAACGGCA............................... 23 1 1.00 0.06

...........TGCCTGTGCCGCTGTCGCCTT........................................................................ 21 1 1.00 0.03

.................................................CAGCAAACGACAGAGGCAACGGCA............................... 24 1 1.00 0.06

..................................................AGCAAACGACAGAGGCAACGGC................................ 22 1 1.00 0.04

........................................................CGACAGAGGCAACGGCAGCC------...................... 20 1 1.00 0.03

........AGCTGCCTGTGCCGCTGTCGCCTTTG...................................................................... 26 1 1.00 0.03

...........TGCCTGTGCCGCTGTCGCCTTTGA..................................................................... 24 1 1.00 0.03

......................................................AACGACAGAGGCAACGGCAGCC------...................... 22 1 1.00 0.04

.....................................................AAACGACAGAGGCAACGGCAGTT------...................... 23 1 1.00 0.06

.................................................CAGCAAACGACAGAGGCAACGG................................. 22 1 1.00 0.04

......................................................AACGACAGAGGCAACGGCAGCC------A..................... 23 1 1.00 0.04

...................................................GCAAACGACAGAGGCAACGGC................................ 21 1 1.00 0.04

................................................ACAGCAAACGACAGAGGCAACGGCA............................... 25 1 1.00 0.03

.....................................................AAACGACAGAGGCAACGGCAT.............................. 21 1 1.00 0.06

.................................................CAGCAAACGACAGAGGCAACGGCAGCC------...................... 27 1 1.00 0.06
CAGTGCGCAGCTGCCTGTGC.................................................................................... 20 1 1.00 0.04
..........................CGCCTTTGCCGCAAC------AAC...................................................... 18 1 1.00 0.04
................GTGCCGCTGTCGCCTTTGCCGCAAC------A........................................................ 26 1 1.00 0.03
.......................................AC------AACAGCAAACGACAGAGGCAACGGC................................ 27 1 1.00 0.03
Total 131.00 1.34

dp5 CAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGCC------ACGCCAGTAGCAG---CACCAC
....(((..((((((..((((.((((((...((((......------....)))).)))))).))))..)))))).------.))).........---...... Size Hits Total Norm Total Norm RPM

.....................................................AAACGACAGAGGCAACGGCAGC............................. 22 1 3.00 0.04

..................................................AGCAAACGACAGAGGCAACGGCA............................... 23 1 1.00 0.02

.....................................................AAACGACAGAGGCAACGGC................................ 19 1 1.00 0.02

......................................................AACGACAGAGGCAACGGCAGCC------...................... 22 1 1.00 0.16

.....................................................AAACGACAGAGGCAACGG................................. 18 1 1.00 0.23

....................................................CAAACGACAGAGGCAACGGCAGC............................. 23 1 1.00 0.16

..................................................AGCAAACGACAGAGGCAACGGCAGCC------...................... 26 1 1.00 0.02

.........GCTGCCTGTGCCGCTGTCGCCC......................................................................... 22 1 1.00 0.23

.....................................................AAACGACAGAGGCAACGGCA............................... 20 1 1.00 0.08

............GCCTGTGCCGCTGTCGCCCTTGC..................................................................... 23 1 1.00 0.02

.........................................................GACAGAGGCAACGGCAGCC------ACG................... 22 1 1.00 0.02
Total 13.00 0.14

droPer2 CAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGCC------ACGCCAGTAGCAG---CACCAC
....(((..((((((..((((.((((((...((((......------....)))).)))))).))))..)))))).------.))).........---...... Size Hits Total Norm Total Norm RPM

.....................................................AAACGACAGAGGCAACGGC................................ 19 1 4.00 0.26

..................................................AGCAAACGACAGAGGCAACGGC................................ 22 1 2.00 0.09

.....................................................AAACGACAGAGGCAACGGCAG.............................. 21 1 2.00 0.27

.....................................................AAACGACAGAGGCAACGGCAGC............................. 22 1 1.00 0.37

..................................................AGCAAACGACAGAGGCAACGGCA............................... 23 1 1.00 0.05

................................................ACAGCAAACGACAGAGGC...................................... 18 1 1.00 0.05
Total 11.00 0.26

droWil2 CAATAACA------------AGCTGTTGCCCCTGCCACAACAAAAACAACAGCAACACACAGAGGCAACAACTTCTGGA------------ACTG---CCGTCA
..((...(------------((.(((((((.(((.........................))).))))))).))).....------------....---..)).. Size Hits Total Norm Total Norm RPM

....................AGCTGTTGCCCCTGCCACAAA............................................................... 21 1 1.00 0.04

............................................AACAACAGCAACACACAGAGGCAA.................................... 24 1 1.00 0.04

.....ACA------------AGCTGTTGCCCCTGCCACAACA.............................................................. 25 1 1.00 0.04

...............................................AACAGCAACACACAGAGGCAACA.................................. 23 1 1.00 0.04

..................................................AGCAACACACAGAGGCAAC................................... 19 1 1.00 0.04

................................................................GCAACAACTTCTGGA------------ACTG---CCGTCA 25 1 1.00 0.04

....................................................CAACACACAGAGGCAACA.................................. 18 1 1.00 0.04

..........................................AAAACAACAGCAACACACAGAGGCA..................................... 25 1 1.00 0.04

..............................................CAACAGCAACACACAGAG........................................ 18 1 1.00 0.04

....................................................................CAACTTCTGGA------------ACTG---CCGTC. 20 1 1.00 0.04

......................................AACAAAAACAACAGCAACACA............................................. 21 4 0.25 0.01

....................................ACAACAAAAACAACAGCAACA............................................... 21 12 0.08 0.00
Total 10.33 0.13

droVir3 CAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCAGC---AACGCCAGCAGCAG---CTTCCA
...((.((.((((.((((((.(((((((...(((((---------------------......)))))))))))).))---)....))))))).)---)...)) Size Hits Total Norm Total Norm RPM

...........TGCCTGTGCCGCTGTCGAACTT....................................................................... 22 1 9.00 0.14

...........TGCCTGTGCCGCTGTCGAACT........................................................................ 21 1 8.00 0.16

..........................CGAACTTGTC---------------------GACAGAGGC...................................... 19 1 8.00 0.13

...........................GAACTTGTC---------------------GACAGAGGCAACGGC................................ 24 1 5.00 0.27

...........................GAACTTGTC---------------------GACAGAGGC...................................... 18 1 4.00 0.13

..........................CGAACTTGTC---------------------GACAGAGGCAACGGC................................ 25 1 4.00 0.18

...........................GAACTTGTC---------------------GACAGAGGCAACGGCA............................... 25 1 3.00 0.35

..........................CGAACTTGTC---------------------GACAGAGGCA..................................... 20 1 3.00 0.07

..........CTGCCTGTGCCGCTGTCGAAC......................................................................... 21 1 3.00 0.24

..........................CGAACTTGTC---------------------GACAGAGGCAACG.................................. 23 1 3.00 0.24

................................TGTC---------------------GACAGAGGCAACGGCAGC............................. 22 1 3.00 0.06

........................GTCGAACTTGTC---------------------GACAGAGGCAACGGC................................ 27 1 3.00 0.08

..........................CGAACTTGTC---------------------GACAGAGGCAACGGCAG.............................. 27 1 2.00 0.07

................GTGCCGCTGTCGAACTTGTC---------------------GAC............................................ 23 1 2.00 0.17

...........TGCCTGTGCCGCTGTCGAAC......................................................................... 20 1 2.00 0.25

..........CTGCCTGTGCCGCTGTCGAACT........................................................................ 22 1 2.00 0.16

..........................CGAACTTGTC---------------------GACAGAGGCAACGG................................. 24 1 2.00 0.07

................................TGTC---------------------GACAGAGGCAACGGC................................ 19 1 1.00 0.26

..........................CGAACTTGTC---------------------GACAGAGGCAA.................................... 21 1 1.00 0.58

.............................ACTTGTC---------------------GACAGAGGCAACGGCA............................... 23 1 1.00 0.36

............................AACTTGTC---------------------GACAGAGGCAACGGC................................ 23 1 1.00 0.63

...............TGTGCCGCTGTCGAACTTGT..................................................................... 20 1 1.00 0.09

................................TGTC---------------------GACAGAGGCAACGGCAGCA............................ 23 1 1.00 0.20

...........................GAACTTGTC---------------------GACAGAGGCAACGGCAG.............................. 26 1 1.00 0.03

.................................GTC---------------------GACAGAGGCAACGGC................................ 18 1 1.00 0.03

..................................TC---------------------GACAGAGGCAACGGCAGCAGC---AAC.................... 26 1 1.00 0.03

.................................GTC---------------------GACAGAGGCAACGGCAG.............................. 20 1 1.00 0.25

.........GCTGCCTGTGCCGCTGTCGAAC......................................................................... 22 1 1.00 0.06

........................GTCGAACTTGTC---------------------GACAGAGGCAACG.................................. 25 1 1.00 0.03

..........................CGAACTTGTC---------------------GACAGAGGCAACGGCA............................... 26 1 1.00 0.03
CAGTGCGCAGCTGCCTGTGCCGCTGTCG............................................................................ 28 1 1.00 0.03
.................TGCCGCTGTCGAACTTGTC---------------------A.............................................. 20 1 1.00 0.12
................................TGTC---------------------GACAGAGGCAACGGCAG.............................. 21 1 1.00 0.22
........................................................................AGCAGC---AACGCCAGCAGCA.......... 19 2 1.00 0.10
...TGCGCAGCTGCCTGTGCCGCTAA.............................................................................. 23 1 1.00 0.21
..GTGCGCAGCTGCCTGTGCCGCTGTC............................................................................. 25 1 1.00 0.26
...............................TTGTC---------------------GACAGAGGCAACGGC................................ 20 1 1.00 0.09
...........................GAACTTGTC---------------------GACAGAGGCAACG.................................. 22 1 1.00 0.03
........AGCTGCCTGTGCCGCTGTCGA........................................................................... 21 1 1.00 0.29
................GTGCCGCTGTCGAACTTGTC---------------------G.............................................. 21 1 1.00 0.09
........................GTCGAACTTGTC---------------------GACAGAGGCAACGG................................. 26 1 1.00 0.03
.......................TGTCGAACTTGTC---------------------GACAGAGGCAACG.................................. 26 1 1.00 0.21
...TGCGCAGCTGCCTGTGCCGCTG............................................................................... 22 1 1.00 0.08
...........................GAACTTGTC---------------------GACAGAGGCAACGGCAGC............................. 27 1 1.00 0.17
..................................TC---------------------GACAGAGGCAACGGCAGC............................. 20 1 1.00 0.12
................................TGTC---------------------GACAGAGGCAACGGCA............................... 20 1 1.00 0.03
..............................................................AGGCAACGGCAGCAGC---AA..................... 18 3 0.33 0.07
.......................................................................CAGCAGC---AACGCCAGCAGC........... 19 4 0.25 0.03
..........................................................................CAGC---AACGCCAGCAGCAG---C..... 19 6 0.17 0.04
Total 95.75 0.46

droMoj3 CAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCCGC---AACGCCAGCAGCAG---CTTCCA
...((.((.(((((.(((((.(((((((...(((((---------------------......)))))))))))).))---).))...))))).)---)...)) Size Hits Total Norm Total Norm RPM

.............................................................GAGGCAACGGCAGCCGC---AACGCC................. 23 1 2.00 0.08

..........................CGAACTTGTC---------------------GACAGAGGCAACGGC................................ 25 1 2.00 0.04

............................................................AGAGGCAACGGCAGCCGC---A...................... 19 1 1.00 0.02

........................GTCGAACTTGTC---------------------GACAGAGGC...................................... 21 1 1.00 0.02

.......................................................................CAGCCGC---AACGCCAGCAGCA.......... 20 1 1.00 0.02

......GCAGCTGCCTGTGCCGCTGTCGAAC......................................................................... 25 1 1.00 0.04

........................................................................AGCCGC---AACGCCAGCAGCA.......... 19 1 1.00 0.02

.............................................................GAGGCAACGGCAGCCGC---AACGCCA................ 24 1 1.00 0.04

...TGCGCAGCTGCCTGTGCCGCC................................................................................ 21 1 1.00 0.04

..........................CGAACTTGTC---------------------GACAGAGGCAACGGCA............................... 26 1 1.00 0.05
Total 12.00 0.13

droGri2 CAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCGGCAGCAACGCCAGCAGCTG---CTTCCA
......((((((((.(((((((((((((...(((((---------------------......)))))))))))))))).......)))))))))---)..... Size Hits Total Norm Total Norm RPM

............................................................AGAGGCAACGGCAGCGGCAG........................ 20 1 1.00 0.04

............................................................AGAGGCAACGGCAGCGGCAGC....................... 21 1 1.00 0.03
Total 2.00 0.03
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Read
size

#
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Total
Norm Total

V147
1182-
4H
cell

V132
ML-
DmD32

V127
G2

V125
ML-
DmD9

V134
ML-
DmD8

V0632
wt
ovary
AGO1-
IP,
reseq
AGO1

V128
S3

V133
Sg4

GSM385822
OSS_s8

V137
Male
aged
head

V146
S1
cell

V0652
dcr2
ovary,
AGO1-
IP,
reseq
AGO1

V131
ML-
DmD16-
c3

GSM385748
OSS_s6

GSM609250
ML-DmD32
cell

GSM385744
OSS_s2

GSM385821
OSS_s7

V144
OSC

GSM609225
ML-
DmBG3-C2

V078
Desiccation,
female head

V074
S3

V080
Starvation,
female
head

V140
Dessication_female_body

SRR317115
genotype:
fs(1)yb_72/fs(1)yb_4stage:
from 5-6 days old flies

V077
cold,
female
head

GSM609229
embryo 2-
6hr

V141
Heat_female_body

GSM609238
embryo
14-24hr

V138
Male
cold
body

SRR317110
genotype:
Df(3L)armi-
delta1/TM3SbStage:
from 5-6 days old
flies

GSM399101
kc167
cell

V079
Oxidation,
female
head

V091
fGS/OSS
total

V126
CME
L1

V136
Male
aged
body

V142
Oxidation_female_body

GSE24545
CS
ovary
total
RNA

V130
ML-
DmBG3-
c2

GSE24544
dcr-
2[L811fsX]
ovary
total RNA

SRX247212

AGO1-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO1

SRR317114
genotype:
fs(1)yb_72/Fm6 or
fs(1)yb_4/Fm6stage:
from 5-6 days old
flies

V032
S1
cell

SRR317112
genotype: CG4771-
delta1/TM3Sbstage:
from 5-6 days old
flies

V093
loqs-KO,
40A;
loqs-PB
rescue/TM3
male

total RNA

V085
CME
W2
wing
disc

GSM399100
Kc167
cell

SRR317116
genotype:
zuc_hm27/Cyo or
zuc_cd761/Cyostage:
from 5-6 days old
flies

GSM609234
CS male
total
RNA 

V092
dcr-
2[G31R]
male
total
RNA 

GSM609223
male,
one day

SRR014278
Ovary_rep1_w1118(fem)_x_Har(male)_F1

V022
ML-
DmD32
cell

V145
S2-
DRSC

SRR031703
Total
small
RNAs from
r2d2
homozygous
flies

GSM609230
CS,ovary,AGO1IP
AGO1

V0642
ago2
ovary,
AGO1-
IP,
reseq
AGO1

GSM628272
ago2[414]
ovary
total
RNA

GSM609218
Sg4

V034
ML-
DmD16c3
cell

V0662
r2d2
ovary,
AGO1-
IP,
reseq
AGO1

GSM609221
1182-4H
cell

SRR031704
2'-O-
methylated
small
RNAs from
r2d2
homozygous
flies

GSM609249
ML-DmD21
cell

SRR317117
genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V139
Cold_female_body

SRR029633
total
small
RNAs from
hen1
homozygous
flies

SRR031697
Total small
RNAs from
dcr-2
heterozygous
flies

V030
ML-
DmD8
cell

SRR317113
genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

GSM609248
ML-DmD9
cell

GSM399110
KC-48 #2

SRR031701
Total small
RNAs from
r2d2
heterozygous
flies

V036
ML-
DmD20c5
cell

SRR032152
Ago1-
associated
small
RNAs from
Oregon R
AGO1

SRR298537
strain: vret148-
60/vret148-
60genotype/variation:
Vret Mutant

GSM609236
dcr-
2[L811fsX],
ovary,
AGO1IP
AGO1

GSM628271
r2d2[1]
ovary
total
RNA ¬†

GSM609235
CMEL1

GSM609224
female,
one day

SRR031692
Total
small
RNAs
from
Oregon R

V086
female
body,
aged

SRR317111
genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old
flies

GSM609220
ML-DmD21
cell

SRR031699
Total
small
RNAs from
dcr-2
homozygous
flies

GSM609217
MLDmD20c5

SRR060645
yw67c23(2)_testes_total

GSM609237

ago2[414]
ovary
total
RNA

GSM609244
KC+48 #2

SRR298712
strain:
bam(delta)86/bam(delta)86genotype/variation:
Bam Mutant

GSM609231
ago2[414],
ovary,
AGO1IP
AGO1

V129
ML-
DmBG1-
c1

SRR031700
2'-O-
methylated
small
RNAs from
dcr-2
homozygous
flies

SRR060646
yw67c23(2)_ovaries_total

V031
GM2
cell

GSM609222
ML-
DmBG1-C1

SRR029608
total small
RNAs from
hen1
heterozygous
flies

GSM609239
IR- 2-
18hr

GSM609227
CMEW1
Cl.8+
cell

GSM609232
r2d2[1]
ovary
total
RNA ¬†

GSM272653
KC -48
#1

GSM399105
disk #2

SRR298536
strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR351333
age: 2-
3dgender:
male:female
=
1:1tissue:
whole
flygenotype:
nbr[f02257]

GSM609219
GM2 cell

GSM313160
dcr-2
homozygous,
oxidized

SRR065151
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-aub
ovaries

SRR065801
zuc_het(H-
Y)_ovaries

SRR341115
transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

SRR341118
transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

GSM379063
Vasa
Heterozygote

GSM609242
s2+48 #2

GSM286604
0-1h #3
(7)

SRR014275
Ovary_rep1_LK_P

SRR014282
Ovary_rep1_wK_P

SRR031696
Ago1-
associated
small
RNAs from
Oregon R
AGO1

SRR060652
hs-
Penelope_testes_total

SRR097865
Drosophila
S2-NP
cells

GSM609226
CMEW1
Cl.8+
cell

SRX247213

FLAG-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO2

GSM379065
Zuc
Heterozygote

SRR031702
2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

SRR298711
strain: egg1473/
Df(2R)Dll-
Mpgenotype/variation:
dSETDB1 Mutant

SRR351332
age: 2-
3dgender:
male:female
=
1:1tissue:
whole
flygenotype:
control
wild type
(w, 5905)

GSM609240
IR+ 2-
18hr

GSM609251
aged
female
head

GSM609233

r2d2[1],
ovary,
AGO1IP
AGO1

V135
CME
W2
(wing
disc
line)

GSM1528798
follicle
cells

GSM280088
S2cell
(AGO1IP)
AGO1

GSM322245
3rd
instar #1

GSM322543
male
head #1

GSM361908
s2-48
Biological
Replicate
#2

SRR001338
IR_non-
beta-
eliminated

SRR001664
homozygous_dcr-
2_untreated

SRR014280
Ovary_rep1_w1118_P

SRR032095
AGO1 IP
dcr2
knockdown
AGO1

SRR060644
A2_ovaries_total

SRR060650
A1_testes_total

SRR065155
Piwi
bound
piRNAs
from tj
GAL4 >
RNAi-
fs(1)Yb
ovaries

SRR065806
Piwi-
IP_squ_mut_ovaries

SRR097866
Drosophila
S2-NP
cells

GSM609247
heat
female
head

V096
loqsKO/f00791
ovary

GSM379052
Aub
Heterozygote

GSM379061
Squ
Heterozygote

GSM379064
Vasa
Mutant

GSM286605
2-6h #1
(8)

GSM360260
0-1d
Pupae
(w)

GSM286603
female
body

SRR001349
heterozygous_dcr-
2_untreated

SRR014269
Embryo_0-
2hrs_rep1_LK_0_2hr_Emb

SRR014279
Ovary_rep1_w1118(fem)_x_wK(male)_F1

SRR029033
lacZ
knockdown

SRR031693
2'-O-
methylated
small
RNAs from
Oregon R

SRR031698
2'-O-
methylated
small RNAs
from dcr-2
heterozygous
flies

GSM343832
S2R+
cell

V023
Dcr2
female
head

GSM343833
S2R+
cell

GSM371638
S2-NP

GSM312995
WT,
oxidized

GSM379051
Armi
Mutant

GSM379053
Aub
Mutant

GSM286611
6-10h #2
(11)

GSM322533
female
head #1

GSM399107
male
body #2

GSM360262
0-2d
pupae

GSM609241
s2+48 #1

SRR001339
WT_females_non-
beta-
eliminated

SRR001345
ago2_non-
beta-
eliminated

SRR010954
Aub trans-
heterozygotes,
oxidized

SRR014276
Ovary_rep1_NA(fem)_x_Har(male)_F1

SRR014277
Ovary_rep1_NA_P

SRR031694
2'-O-
methylated
small
RNAs from
Oregon R

V006
r2d2
female:
possibly
heterozygous

V008
S2-
DRSC

GSM379057
Krimp
Mutant

GSM322219
2-4day
pupae #1

S6
0-
1,2-
6,6-
10h
embryo

SRR001343
dcr-
2_non-
beta-
eliminated

SRR010959
Ago3 IP in
heterozygotes
AGO3

SRR014281
Ovary_rep1_wK(fem)_x_w1118(male)_F1

SRR065804
Piwi-
IP_zuc_H-
Y_ovaries

V015
DreRFHV148h

GSM379054
Flam
Heterozygote

GSM379055
Flam
Mutant

GSM379060
SpnE
Heterozygote

GSM379062
Squ
Mutant

GSM272652
S2 -48
Biological
Replicate
#1

GSM240749
female
head

GSM286602
male
body

GSM275691
imaginal
disc

SRR001347
ago2_untreated

SRR001348
ago2_oxidized

SRR010953
Aub
heterozygotes,
oxidized

SRR014270
Embryo_0-
2hrs_rep1_NA_0_2hr_Emb

SRR014272
Embryo_0-
2hrs_rep1_wK_0_2hr_Emb

SRR065805
Piwi-
IP_zuc_het(H-
Y)_ovaries

V012
Dcr2 male
(Katsutomo,
whole fly?
)

V014
DTT
8h

V038
Felix
sample
S2
only

GSM180328
adult
heads
(female
heads,
male
heads)

GSM180329
adult
bodies
(female
bodies,
male
bodies)

GSM180331
early
embryo
(2-6)

GSM280082
WT
ovaries
(18-
29nt)

GSM280083
dcr-2-/-
ovaries
(18-
29nt)

GSM280085
WT testes
(18-
24nt)

GSM313162
dcr-2
homozygous,
untreated

GSM313165
ago2
homozygous,
oxidized
(technical
replicate
#2)

GSM379050
Armi
Heterozygote

GSM379056
Krimp
Heterozygote

GSM379058
Piwi
Heterozygote

GSM379066
Zuc
Mutant

GSM379067
SpnE
Mutant

GSM467729
Dmel_wt_sRNAseq

GSM286601
male
head

GSM286613
0-1hr #1
(A)

GSM360256
1st
instar #1

GSM609243
KC+48 #1

SRR001341
WT_males_non-
beta-
eliminated

SRR010956
Piwi IP in
Ago3
heterozygotes

SRR010958
Piwi IP in
Ago3 trans-
heterozygotes

SRR014273
Ovary_rep1_Har_P

SRR014274
Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR029031
loqs-ORF
knockdown

SRR032096
AGO2 IP
dcr2
knockdown
AGO2

SRR060643
A2_testes_total

SRR060649
A2_ovaries_FLAG-
Piwi

SRR060651
A2_ovaries_Ago3
AGO3

SRR065800
zuc_H-
Y_ovaries

SRR065803
Piwi-
IP_zuc_het(mut)_ovaries

SRR097867
Drosophila
S2-NP
cells

SRR341116
transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V037
Felix
sample
+mirtrons

..........................................................................................................TGAAGGCTTTGTATGATTAACC................................................................................. 22 0 1 1098.00 1098 87 95 53 36 40 41 48 66 1 18 25 28 30 2 25 2 1 6 8 18 15 12 23 2 8 12 19 16 12 2 4 11 2 15 8 12 9 8 5 7 1 3 0 12 5 6 1 9 7 12 1 10 8 6 6 1 7 10 3 4 2 5 4 2 6 3 6 0 2 6 4 1 3 3 2 4 4 5 1 2 4 1 3 0 2 1 2 5 3 1 3 0 0 1 6 1 1 2 2 4 0 1 0 4 0 0 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0 2 0 1 0 2 2 0 0 1 0 0 0 1 0 1 1 0 0 0 0 0 1 2 0 0 0 0 0 1 0 0 0 1 0 1 3 2 0 0 0 1 0 1 0 2 0 0 3 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

..........................................................................................................TGAAGGCTTTGTATGATTAAC.................................................................................. 21 0 1 528.00 528 22 33 26 13 14 25 14 8 2 19 8 18 19 3 7 1 2 1 3 14 10 8 9 2 8 2 10 4 4 4 2 5 9 6 8 4 7 4 5 3 2 2 1 8 2 0 5 9 8 2 3 2 5 5 7 6 0 0 1 8 1 0 1 3 3 1 1 1 3 1 0 0 3 3 1 1 0 0 1 0 3 1 0 2 1 1 0 0 1 2 0 0 3 3 0 3 0 1 4 0 0 2 0 0 0 1 1 3 0 3 0 0 1 0 0 3 0 0 0 0 0 1 0 2 0 0 0 0 0 0 6 0 2 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0
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..............AAAAGAAAGAAAACCCCACAAACCAAACA...................................................................................................................................................................... 29 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................ACAACAACAACAAAACAATAGAAAAAAGAA........................................................................................................................................... 30 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................ACAAAACAATAGAAAAAAGAAATAAAC..................................................................................................................................... 27 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................CAATTGTACATGGCTTTCGTAAAGAAAT.......................................................................................................... 28 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................CAAAACAATAGAAAAAAGAAATAAAC..................................................................................................................................... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AATTTTAAACTCTTTTTTCTTTCTTTTGGGGTGTTTGGTTTGTTGTTGTTGTTTTGTTATCTTTTTTCTTTATTTGTTAACATGTACCGAAAGCATTTCTTTAAATACTTCCGAAACATACTAATTGGTTTTTTTTTAGGTGTTTAAACACAAAAATAAACGCAATAGTGCATGTCAAAAAGCAACCGTGAAAATTAAGGTCTCGATTA

******************************************************************.................(((((((((.((((((((((((....)))))))))))).)))))))))...................***********************************************************
Read
size

#
Mismatch

Hit
Count

Total
Norm Total

V146
S1
cell

V144
OSC

SRX247213

FLAG-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO2

V0642
ago2
ovary,
AGO1-
IP,
reseq
AGO1

V125
ML-
DmD9

GSM609222
ML-
DmBG1-C1

V0662
r2d2
ovary,
AGO1-
IP,
reseq
AGO1

SRR341117
transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

V032
S1
cell

SRR341116
transfected
with dsRNA
targeting
luciferasecell
type:
Schneider 2
(S2)
cellsoxidation

V074
S3

V073
mbn2

V085
CME
W2
wing
disc

GSM628271
r2d2[1]
ovary
total
RNA ¬†

V127
G2

GSE24544
dcr-
2[L811fsX]
ovary
total RNA

SRR317117
genotype:
zuc_hm27/zuc_cd761stage:
from 5-6 days old flies

V134
ML-
DmD8

V133
Sg4

V086
female
body,
aged

SRR001349
heterozygous_dcr-
2_untreated

SRR029608
total small
RNAs from
hen1
heterozygous
flies

SRR029633
total
small
RNAs from
hen1
homozygous
flies

GSM609242
s2+48 #2

SRR298536
strain: vret148-
60/TM6genotype/variation:
Vret Heterozygote

SRR341115
transfected
with dsRNA
targeting
nibblercell
type:
Schneider 2
(S2)
cellsoxidation

GSM399101
kc167
cell

V080
Starvation,
female
head

GSM609233

r2d2[1],
ovary,
AGO1IP
AGO1

GSM343833
S2R+
cell

GSM609232
r2d2[1]
ovary
total
RNA ¬†

SRR031692
Total
small
RNAs
from
Oregon R

GSM371638
S2-NP

SRR031703
Total
small
RNAs from
r2d2
homozygous
flies

SRR010954
Aub trans-
heterozygotes,
oxidized

GSM609218
Sg4

GSM379063
Vasa
Heterozygote

V145
S2-
DRSC

GSM379056
Krimp
Heterozygote

GSM379058
Piwi
Heterozygote

SRR014274
Ovary_rep1_LK(fem)_x_Har(male)_F1

SRR060645
yw67c23(2)_testes_total

SRR317111
genotype:
DF(3L)armi-
delta1/DF(3L)armi-
delta1Stage: from
5-6 days old
flies

SRR317113
genotype:
CG47711-
delta1/CG4771-
delta1stage:
from 5-6 days
old flies

V138
Male
cold
body

V141
Heat_female_body

GSM609231
ago2[414],
ovary,
AGO1IP
AGO1

V008
S2-
DRSC

GSM609217
MLDmD20c5

GSM609225
ML-
DmBG3-C2

GSM609227
CMEW1
Cl.8+
cell

GSM628272
ago2[414]
ovary
total
RNA

GSM609223
male,
one day

V0632
wt
ovary
AGO1-
IP,
reseq
AGO1

SRR031702
2'-O-
methylated
small RNAs
from r2d2
heterozygous
flies

GSM609224
female,
one day

V077
cold,
female
head

SRR031701
Total small
RNAs from
r2d2
heterozygous
flies

SRR001664
homozygous_dcr-
2_untreated

SRR065804
Piwi-
IP_zuc_H-
Y_ovaries

V139
Cold_female_body

SRR032092
mock
oxidized

GSM609248
ML-DmD9
cell

V079
Oxidation,
female
head

V091
fGS/OSS
total GSM385748

OSS_s6

GSM609249
ML-DmD21
cell

GSM609238
embryo
14-24hr

SRR010953
Aub
heterozygotes,
oxidized

GSM399110
KC-48 #2

SRR060644
A2_ovaries_total

GSM609219
GM2 cell

V092
dcr-
2[G31R]
male
total
RNA 

GSM609226
CMEW1
Cl.8+
cell

V093
loqs-KO,
40A;
loqs-PB
rescue/TM3
male

total RNA

GSM609229
embryo 2-
6hr

GSM385744
OSS_s2

SRR014281
Ovary_rep1_wK(fem)_x_w1118(male)_F1

GSM609239
IR- 2-
18hr

V023
Dcr2
female
head

GSM609234
CS male
total
RNA 

GSM609220
ML-DmD21
cell

GSM379059
Piwi
Mutant

GSM322219
2-4day
pupae #1

V012
Dcr2 male
(Katsutomo,
whole fly?
)

SRR001347
ago2_untreated

V006
r2d2
female:
possibly
heterozygous

GSM272652
S2 -48
Biological
Replicate
#1

SRR010960
wt,
oxidized

GSM609221
1182-4H
cell

SRR029028
untreated
(mock)

GSM343287
Drosophila
Toll 10b
mutant
embryos

SRR031697
Total small
RNAs from
dcr-2
heterozygous
flies

V038
Felix
sample
S2
only

GSM385822
OSS_s8

SRR010959
Ago3 IP in
heterozygotes
AGO3

SRR031700
2'-O-
methylated
small
RNAs from
dcr-2
homozygous
flies

V078
Desiccation,
female head

V129
ML-
DmBG1-
c1

GSM280085
WT testes
(18-
24nt)

SRR065801
zuc_het(H-
Y)_ovaries

GSM609236
dcr-
2[L811fsX],
ovary,
AGO1IP
AGO1

GSM609237

ago2[414]
ovary
total
RNA

V148
mbn2

GSM360262
0-2d
pupae

SRR097867
Drosophila
S2-NP
cells

V030
ML-
DmD8
cell

GSM609250
ML-DmD32
cell

SRR001338
IR_non-
beta-
eliminated

GSM280082
WT
ovaries
(18-
29nt)

SRR032152
Ago1-
associated
small
RNAs from
Oregon R
AGO1

GSM609235
CMEL1

SRX247212

AGO1-IP
from S2-
R+,
FLAG-HA-
AGO2
AGO1

....................................GGTTTGTTGTTGTTGTTTTGT........................................................................................................................................................ 21 0 1 7.00 7 1 1 0 0 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................GGGTGTTTGGTTTGTTGTTGT................................................................................................................................................................ 21 0 1 4.00 4 0 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................TCTTTTGGGGTGTTTGGTTTG....................................................................................................................................................................... 21 0 1 3.00 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................GGGTGTTTGGTTTGTTGTT.................................................................................................................................................................. 19 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................GGGGTGTTTGGTTTGTTGTTGTTGTT............................................................................................................................................................ 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................TGTTGTTGTTGTTTTGTTATC.................................................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................TGGTTTGTTGTTGTTGTTTTG......................................................................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................GTTGTTGTTGTTTTGTTATCTT.................................................................................................................................................. 22 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................TGTTGTTGTTTTGTTATCTTT................................................................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................TTTGGTTTGTTGTTGTTGTTT........................................................................................................................................................... 21 0 1 2.00 2 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................TTTGGGGTGTTTGGTTTGTTG.................................................................................................................................................................... 21 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................GTGTTTGGTTTGTTGTTGTTG.............................................................................................................................................................. 21 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................TTCTTTTGGGGTGTTTGGTTT........................................................................................................................................................................ 21 0 1 2.00 2 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................TGGGGTGTTTGGTTTGTTGTTG................................................................................................................................................................. 22 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................GGGGTGTTTGGTTTGTTGTTG................................................................................................................................................................. 21 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................GGTGTTTGGTTTGTTGTTGTT............................................................................................................................................................... 21 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................TTTCTTTTGGGGTGTTTGGTTT........................................................................................................................................................................ 22 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................TTGTTGTTGTTTTGTTATCTT.................................................................................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................GTGCATGTCAAAAAGCAACCG..................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............TTTTTCTTTCTTTTGGGGTGT............................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CTTTTGGGGTGTTTGGTTTGTTG.................................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................TTTAAACACAAAAATAAACGC.............................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................GGGTGTTTGGTTTGTTGT................................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................GGTGTTTGGTTTGTTGTTGTTGTTT........................................................................................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................GTTTGTTGTTGTTGTTTTGTT....................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................GGGGTGTTTGGTTTGTTGTTGTTG.............................................................................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................TGTTTGGTTTGTTGTTGTTGT............................................................................................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................TTCTTTCTTTTGGGGTGTTTG............................................................................................................................................................................ 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................GGTGTTTGGTTTGTTGTTG................................................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................CAATAGTGCATGTCAAAAAGC.......................... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................TTGTTTTGTTATCTTTTTTCT............................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................GTTGTTGTTTTGTTATCTTTT................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................GTCAAAAAGCAACCGTGA.................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................TGTCAAAAAGCAACCGTGAAA................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................TTTGTTGTTGTTGTTTTGTTA...................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CTTTTGGGGTGTTTGGTTTGTT..................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTTTTGTTATCTTTTTTCTTT.......................................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................GCATGTCAAAAAGCAACCGTGAAAAT.............. 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................TCTTTCTTTTGGGGTGTTTGG........................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TTGTTAACATGTACCGAAAGCATT................................................................................................................ 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CTTTTGGGGTGTTTGGTTTGT...................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TTTGTTATCTTTTTTCTTTAT........................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................GTTTTTTTTTAGGTGTTTAA.............................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TTGTTAACATGTACCGAAAGC................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................TTGGTTTGTTGTTGTTGTTTT.......................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................TGTTGTTGTTTTGTTATCTTTTTTCT............................................................................................................................................ 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................GCATGTCAAAAAGCAACCGTGA.................. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................TGTTGTTGTTGTTTTGTTATCTT.................................................................................................................................................. 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................TTGTTGTTGTTGTTTTGTTAT..................................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................TGTACCGAAAGCATTTCTTTA.......................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................CTTTCTTTTGGGGTGTTTGGTT......................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................TCTTTCTTTTGGGGTGTTTGGT.......................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................CTTTCTTTTGGGGTGTTTGGT.......................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................GTTGTTTTGTTATCTTTTTT.............................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................GGTTTGTTGTTGTTGTTTT.......................................................................................................................................................... 19 0 2 1.00 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................CCTTTTTTCTTTATTTGTTA.................................................................................................................................. 20 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TTTTTTCTTTATTTGTTA.................................................................................................................................. 18 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................ATTGTTGTTGTTGTTTTGTT....................................................................................................................................................... 20 1 12 0.08 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Type Alignment

dm3 chr3R:4640210-4640418 - dme_421 confident TTAAAATTTGAGAAAAAA---GAAA--GAA------------------------------AA-CCCC-A------CAAA-CC-----------AAACAA-CAACA-AC------AAAACAATAGAAAA-------------AAGAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATGAAGGCTTTGTATGATTAACCAAAAAAAA--ATCCA-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCACTTTTAATTCCAGAGCTAAT
droSim2 3r:16351710-16351923 + dsi_75 confident TTAAAATTTGAGAAAAAA---GAAA--GAA------------------------------AA-CCCC-A------CAAA-CC-----------AAACAA----CA-ACAACAACAAAACAATAGAAAA----------AAAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAA---TCCT-GAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATTTTAATTCCAGAGCTAAT
droSec2 scaffold_0:17217358-17217567

+
dse_1844 confident TTAAAATTTGAGAAAAAA---GAAA--GAA------------------------------AA-CCCC-A------CAAA-CC-----------AAACAA-CAACA-AC------AAAACAATAGAAAA-----------AAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAA---TTCT-GAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCATTGGCAATTTTAATTCCAGAGCTAAT

droYak3 3R:8702144-8702354 - dya_1796 confident TTAAATTTTGAGAAAAAA---GAAA--GAA------------------------------AAACCCG-T------CAAA-CC---------------AAACAACA-AC------AAAACAATAGAAGAA---------AAAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAAA--ATCCT-CAAA-TTTGTGTTTTCATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATTTTAATTCCAGAGCTAAT
droEre2 scaffold_4770:16945880-

16946085 +
der_1521 confident TTAAAATTTGAGAAAAAA---GAA---GAA----------------------------AAAA-CCCC-A------CAAA-C---------------CAAACAACA-AC------AAAACAATAGAAAA------------AAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAA----TCCT-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATTTCAATTCCAGAGCTAAT

droEug1 scf7180000409490:80925-81144
+

TTAACATTTGAATGAA-----GAAGATGAAAAAA---CGAA-------------------AT-CCCC-A------CAAAACC-----------AACCAACCAACA-AC------AAAACAATAGAAAA----------AAAATCAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAA----ACCT-CAAA-TTTGTGTTTTCATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATTTTATTTTCAGAGCTAAT

droBia1 scf7180000302402:7353473-
7353680 -

TTATAATTTGAAAAAAAATC-GAAA--GAA------------------------------AA-CCCC-A------CAAAACC---------------AACCAACA-AG------AAATCCATAGAAAA-------------AA-CAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAAA--CAACC-AAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACCGT-TTTTCGTTGGCAATTTTATTTTCAGAGCTAAT

droTak1 scf7180000414009:179054-
179264 +

TTAACATTTGAGAAAAAAAACGAAA--GAA------------------------------AA-CCCT-A------TAAAACC-----------AACCAACCAACA-AG------AAAACAATAGAAAA-------------AACAAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAAAAAAAA-----AACCT-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAAT-TTTTCGTTGGCCATTTTATTTTCAGAGCTAAT

droEle1 scf7180000491212:1154149-
1154357 +

TTAACATTTGAGAAAAAATA-GAAA--GAA------------------------------AA-ACCC-A------CAAAAGC--ATC---CAC---CAACCAGC------------AACAATAAAAA-------------AAACAAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAGA---ACCC-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTAAAAT-TTTTCGTTGGCA-TTTTATTTTCAGAGCTAAT

droRho1 scf7180000778307:14034-14245
+

TTAATATTTGAGAAAAAATA-GAAA--GAAA-----------------------------AA-ACCC-A------CAAAACC-----------AACCAACCAACA-TC------AAAACAATAGAAAA------------AAACAAATAAA-CAATTGTACACGGCTTTCGTAAAGCAATTTATTGAAGCTTTGTATAATTAACAAAAAAAA----ACCT-CAAA-TTTGTGTTTTTATTTGCGTCAT---CACGTACAAT-TTTTTGTTGGCA-TTTTATTTTCAGAGCTAAT

droFic1 scf7180000454106:2527549-
2527760 +

TTAACTTTTGAGAAAAAG-C-GAAT--GAA------------------------------AA-CCCC-A------CAAAGCC--AAC---CAC---CAACCAACC-AC------AAAACAATAGAAAA--------------ACAAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAA----ACCT-CCAA-ATTGTGTTTTTATTTGCCTTAT---CACGTACCAT-TTTTCGTTTGTAATTTTATTTTCAGAGCTAAT

droKik1 scf7180000302247:250322-
250539 +

GTAACATTTGAGAAAAACAACTAAA--GA-------------------------------AA-CCCC-A------CAAAACC-----------AACCAACCATCA-AC------AAAACAATAGAAGAA-A------AAAAACAAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAAAAAAAGAAC---AACC-AAAA-TTTGTGTTTTTATTTGCCTTAT---CACGTACACT-TTTTCGTTGGCGATTTTATTTTCAGAGCTAAT

droAna3 scaffold_13340:11049297-
11049459 -

dan_90 confident GTAACATTTGAAAGAA-----GAAA--AAA-AAA---C----------------------AAATATTTG------AAAA-AGAAATCAACCCT---CAACCAACC-AC------AAAGCAATAGAAAA-----------------AATAAA-CAATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAAGAAAAACAA---------CAAA-TTTGTGTTTTTATTT-----------------------------------------------------

droBip1 scf7180000396374:34234-34385
+

GTAACATTTGAAAGAAAA---GAAA--AAA------------------------------AA------A------CAAA-AGAAATC---CCT---CAACCAACC-AC------AAAGCAATAGAAAA-----------------AATAAA-CAATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAACAAAAACAA---------CAAA-TTTGTGTTTTTATTT-----------------------------------------------------

dp5 2:27294824-27295053 - dps_3827 candidate-
rescued

GTAACATTTGAGAAAAAC---AAAA--GAA------------------------------AAACCCTTA------CAAA-CCAAATC---------CATTCAACAGAA------AAAACAATAGAAGAA-CAAAAA-AAAAAGAAAATAAA-AAATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAA--AAAC-CAAA-TTTGTGTTTTTATTTGCATTTTTTACCCGTTTACTTTTTTAGTTGGCGATTTATTTTTCAGAGCTCAT

droPer2 scaffold_6:2585023-2585254 - dpe_2481 candidate GTAACATTTGAGAAAAAC---AAAA--GAA------------------------------AAACCCTTA------CAAA-CCAAATC---------CATTCAACAGAA------AAAACAATAGAAGAA-CAAAAA-AAAAAGAAAATAAA-AAATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAAAAACCC-CAAA-TTTGTGTTTTTATTTGCATTTTGTAACCGTTTACTTTTTTAGTTGGCGATTCATTTTTCAGAGCTCAT
droWil2 scf2_1100000004902:4649885-

4650075 +
dwi_5415 confident GTAACATTTGAGAAAAAATACAAAA--AAA-A--AACCAAAAC---AAAAGAAAAGAA--AA-G-TTTAAAAAATCAAA-AC--AAC---------CAACCAACCAAC------AAAACAATAGAAA------------------AATAAA-CAATTGTACACGGCTTTTATAAAGTAATTTATTAAAGCTTTGTATAATTACCCAAAAAAAAAAACCCA-AAAA-TTTTTGTTTTTATTTG----------------------------------------------------

droVir3 scaffold_13047:1834991-
1835158 +

dvi_24634 confident AAAGAAT--GAAACGAAA---TGA---GCA----------------------------AAAA-G------------------AGAACAAC--C---CAACCAACA---------AAAACAATAGAAAAA-AAAACATAAAAAAAAAATAAATAAATTGTACACGGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAACAAAAAAAAA--AACCTTGAAC-TTTGTGTTTTTATTT-----------------------------------------------------

droMoj3 scaffold_6540:3761875-
3762078 +

dmo_3126 candidate AAAAAA----------AA---AAAA--AAA-A--AAACGAAAC---AAAATGAAAGAAAGAA-G------------------AGATGAAC--C---CAACCAACA-ACAAAAAAAAACCAATAGAAAAAACTAAAA-AAAAAAAAAATAAA-CAATTGTACACTGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAAAAAAAAAAA----AACT-GAACTTTTGTGTTTTTATTTGATTTATT--TACATACA-----------------------------------

droGri2 scaffold_14906:8668110-
8668297 +

dgr_462 candidate GTAAAATTTGAGAAAAGAGCGAAAA--GAAAATA---CGAAAAACTAAAAAAAAAA--AAAA-G------------------TGAACAAC--C---CAACCA----AC------AAAACAATAGAAAA----------------AAATAAA-CAATTGTACACGGCTTTCGTAAAGAAATTTATCGAAGCTTTGTATAATTAACCAAAAAAAAACAACCT-GATC-TTTGTGTTATTATTTGCTTTAT----------------------------------------------

This miRNA has a conserved A-rich lower-stem and resides at the immediate end of one of several 3’UTR isoforms of CG9821.
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dme_421
Species Read alignment
dm3 AGAAA-------------AAAGAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATGAAGGCTTTGTATGATTAACCAAAAAAAAA--TCCACA 

.....-------------...........-.(((((((((.((((((((((((....)))))))))))).))))))))).............--...... Size Hits Total Norm Total Norm RPM

.............................................................TGAAGGCTTTGTATGATTAACC................. 22 1 1108.00 0.93

.............................................................TGAAGGCTTTGTATGATTAAC.................. 21 1 536.00 0.48

............................A-CAATTGTACATGGCTTTCGTA................................................. 22 1 416.00 0.36

.............................................................TGAAGGCTTTGTATGATTAACT................. 22 1 378.00 0.42

............................A-CAATTGTACATGGCTTTCGT.................................................. 21 1 271.00 0.29

...........................AA-CAATTGTACATGGCTTTCGT.................................................. 22 1 176.00 0.21

...........................................................TATGAAGGCTTTGTATGATT..................... 20 1 175.00 0.28

............................................................ATGAAGGCTTTGTATGATTAAC.................. 22 1 124.00 0.16

..............................CAATTGTACATGGCTTTCGTA................................................. 21 1 117.00 0.20

..............................CAATTGTACATGGCTTTCGT.................................................. 20 1 113.00 0.19

..............................CAATTGTACATGGCTTTCGTAA................................................ 22 1 103.00 0.14

.............................................................TGAAGGCTTTGTATGATTAACA................. 22 1 100.00 0.17

.............................................................TGAAGGCTTTGTATGATTAA................... 20 1 86.00 0.14

.............................................................TGAAGGCTTTGTATGATTAATT................. 22 1 85.00 0.21

.............................................................TGAAGGCTTTGTATGATTAAT.................. 21 1 73.00 0.19

...........................................................TATGAAGGCTTTGTATGATTA.................... 21 1 73.00 0.14

.............................................................TGAAGGCTTTGTATGATTAAA.................. 21 1 70.00 0.16

...........................................................TATGAAGGCTTTGTATGATTAA................... 22 1 61.00 0.14

.............................................................TGAAGGCTTTGTATGATTAACCA................ 23 1 49.00 0.10

...............................AATTGTACATGGCTTTCGTA................................................. 20 1 49.00 0.12

.............................................................TGAAGGCTTTGTATGATTA.................... 19 1 45.00 0.14

.............................................................TGAAGGCTTTGTATGATT..................... 18 1 45.00 0.31

...........................................................TATGAAGGCTTTGTATGATTAAC.................. 23 1 44.00 0.10

.............................................................TGAAGGCTTTGTATGATTAAAA................. 22 1 43.00 0.10

.............................................................TGAAGGCTTTGTATGATTAATA................. 22 1 41.00 0.11

.............................................................TGAAGGCTTTGTATGATTAAGT................. 22 1 40.00 0.12

...........................................................TATGAAGGCTTTGTATGATTAC................... 22 1 35.00 0.09

.............................................................TGAAGGCTTTGTATGATTATT.................. 21 1 32.00 0.13

................................................GTAAAGAAATTTATGAAGGCTTTGT........................... 25 1 31.00 0.29

..........................AAA-CAATTGTACATGGCTTTCGT.................................................. 23 1 31.00 0.10

............................A-CAATTGTACATGGCTTTCG................................................... 20 1 30.00 0.12

............................................................ATGAAGGCTTTGTATGATTATT.................. 22 1 29.00 0.11

............................................................ATGAAGGCTTTGTATGATT..................... 19 1 29.00 0.11

.............................................................TGAAGGCTTTGTATGATTAAAT................. 22 1 29.00 0.10

...........................................................TATGAAGGCTTTGTATGATTAT................... 22 1 27.00 0.09

..........................................................TTATGAAGGCTTTGTATGATT..................... 21 1 27.00 0.10

............................................................ATGAAGGCTTTGTATGATTAA................... 21 1 26.00 0.13

............................................................ATGAAGGCTTTGTATGATTAAA.................. 22 1 21.00 0.07

...........................AA-CAATTGTACATGGCTTTCG................................................... 21 1 21.00 0.08

...........................AA-CAATTGTACATGGCTTTCGTA................................................. 23 1 20.00 0.09

.........................TAAA-CAATTGTACATGGCTTTCGT.................................................. 24 1 20.00 0.09

............................................................ATGAAGGCTTTGTATGATTAAT.................. 22 1 18.00 0.09

............................................................ATGAAGGCTTTGTATGATTA.................... 20 1 17.00 0.08

.................................TTGTACATGGCTTTCGTAAAGAAATT......................................... 26 1 17.00 0.09

.............................................................TGAAGGCTTTGTATGATTATA.................. 21 1 16.00 0.11

.........................TAAA-CAATTGTACATGGCTTTCGTAAA............................................... 27 1 15.00 0.21

...........................................................TATGAAGGCTTTGTATGATTAAA.................. 23 1 15.00 0.09

..............................................................GAAGGCTTTGTATGATTAACCA................ 22 1 14.00 0.22

.........................TAAA-CAATTGTACATGGCTTTCGTA................................................. 25 1 14.00 0.09

.........................TAAA-CAATTGTACATGGCTTTCGTAAAGA............................................. 29 1 13.00 0.91

.............................................................TGAAGGCTTTGTATGATTAAG.................. 21 1 13.00 0.07

.............................................................TGAAGGCTTTGTATGATTAT................... 20 1 13.00 0.09

....................................TACATGGCTTTCGTAAAGAAATTTA....................................... 25 1 12.00 0.12

..........................................................TTATGAAGGCTTTGTATGATTAAC.................. 24 1 12.00 0.09

...........................................................TATGAAGGCTTTGTATGATTATT.................. 23 1 12.00 0.09

.............................................................TGAAGGCTTTGTATGATTATTT................. 22 2 11.50 0.05

.............................................................TGAAGGCTTTGTATGATTATAT................. 22 1 11.00 0.08

....A-------------AAAGAAATAAA-CAATTGTACATGGC........................................................ 26 1 11.00 0.09

......................................................AAATTTATGAAGGCTTTGTATGATT..................... 25 1 11.00 0.75

....A-------------AAAGAAATAAA-CAATTGTACATGGCT....................................................... 27 1 10.00 0.09

............................A-CAATTGTACATGGCTTTCGTT................................................. 22 1 10.00 0.12

...........................AA-CAATTGTACATGGCTTTCGTAAAGA............................................. 27 1 9.00 0.09

.................................TTGTACATGGCTTTCGTAAAGAAAT.......................................... 25 1 9.00 0.08

...........................................................TATGAAGGCTTTGTATGAT...................... 19 1 9.00 0.07

........................................................ATTTATGAAGGCTTTGTATGA....................... 21 1 9.00 0.14

.............................................................TGAAGGCTTTGTATGATTACT.................. 21 1 8.00 0.12

...................................................AAGAAATTTATGAAGGCTTTGTATGAT...................... 27 1 8.00 0.08

..........................AAA-CAATTGTACATGGCTTTCG................................................... 22 1 8.00 0.10

............................................................ATGAAGGCTTTGTATGATTAACC................. 23 1 8.00 0.08

.......................AATAAA-CAATTGTACATGGCTTTCGTA................................................. 27 1 8.00 0.08

.........................................................TTTATGAAGGCTTTGTATGATTAAC.................. 25 1 8.00 0.07

............................................................ATGAAGGCTTTGTATGATTATA.................. 22 1 8.00 0.08

..................................TGTACATGGCTTTCGTAAAGAAATTTA....................................... 27 1 8.00 0.07

.......................AATAAA-CAATTGTACATGGCTTTCGT.................................................. 26 1 8.00 0.06

............................A-CAATTGTACATGGCTTTCGTAA................................................ 23 1 8.00 0.10

........................................................ATTTATGAAGGCTTTGTATGATTAAC.................. 26 1 7.00 0.06

..............................................................GAAGGCTTTGTATGATTAACC................. 21 1 7.00 0.12

.........................................................TTTATGAAGGCTTTGTATGATTAACC................. 26 1 7.00 0.12

.............................................TTCGTAAAGAAATTTATGAAGGCTTTGT........................... 28 1 7.00 0.13

..............................................................GAAGGCTTTGTATGATTAAC.................. 20 1 7.00 0.12

.........................................................TTTATGAAGGCTTTGTATGATT..................... 22 1 6.00 0.11

........................................TGGCTTTCGTAAAGAAATTTATGAAGGC................................ 28 1 6.00 0.82

........................ATAAA-CAATTGTACATGGCTTTCGT.................................................. 25 1 6.00 0.07

.............................................................TGAAGGCTTTGTATGATTAAGA................. 22 1 6.00 0.08

..............................CAATTGTACATGGCTTTCG................................................... 19 1 6.00 0.20

.........................................................TTTATGAAGGCTTTGTATGATTA.................... 23 1 6.00 0.07

.............................................................TGAAGGCTTTGTATGATTAACG................. 22 1 6.00 0.11

.........................TAAA-CAATTGTACATGGCTTTC.................................................... 22 1 5.00 0.62

......................................................AAATTTATGAAGGCTTTGT........................... 19 1 5.00 0.08

.............................................................TGAAGGCTTTGTATGATTATTA................. 22 1 5.00 0.08

..................AAAGAAATAAA-CAATTGTACATGGCT....................................................... 26 1 5.00 0.13

....................................TACATGGCTTTCGTAAAGAAATTT........................................ 24 1 5.00 0.12

......................................................AAATTTATGAAGGCTTTGTATGAT...................... 24 1 5.00 0.15

.............................................................TGAAGGCTTTGTATGATTAATAT................ 23 1 5.00 0.07

............................................................ATGAAGGCTTTGTATGAT...................... 18 1 5.00 0.11

.......................................................AATTTATGAAGGCTTTGTATGATTAAC.................. 27 1 5.00 0.07

.........................................................TTTATGAAGGCTTTGTATGA....................... 20 1 5.00 0.13

................................ATTGTACATGGCTTTCGTA................................................. 19 1 5.00 0.11

............................A-CAATTGTACATGGCTTTCGTAAAGA............................................. 26 1 5.00 0.14

.......................AATAAA-CAATTGTACATGGCT....................................................... 21 1 5.00 0.19

...........................................................TATGAAGGCTTTGTATGATTAAT.................. 23 1 5.00 0.16

...............................AATTGTACATGGCTTTCGT.................................................. 19 1 4.00 0.16

.................................................TAAAGAAATTTATGAAGGCTTTGTA.......................... 25 1 4.00 0.07

.............................................................TGAAGGCTTTGTATGATTAACCT................ 23 1 4.00 0.18

....................................................AGAAATTTATGAAGGCTTTGTATGATT..................... 27 1 4.00 0.36

...........................................................TATGAAGGCTTTGTATGA....................... 18 1 4.00 0.13

............................A-CAATTGTACATGGCTTTCGTAAAGAAA........................................... 28 1 4.00 0.11

............................A-CAATTGTACATGGCTTTCGTAAA............................................... 24 1 4.00 0.12

.........................................................TTTATGAAGGCTTTGTATGAT...................... 21 1 4.00 0.13

..............................CAATTGTACATGGCTTTCGTT................................................. 21 1 4.00 0.08

...AA-------------AAAGAAATAAA-CAATTGTACATGGC........................................................ 27 1 4.00 0.56

........................ATAAA-CAATTGTACATGGCTTTCGTA................................................. 26 1 4.00 0.06

.GAAA-------------AAAGAAATAAA-CAATTGTACATGGC........................................................ 29 1 4.00 0.56

..................................TGTACATGGCTTTCGTAAAGAAATT......................................... 25 1 4.00 0.05

..................................................AAAGAAATTTATGAAGGCTTTGTATGAT...................... 28 1 4.00 0.13

....A-------------AAAGAAATAAA-CAATTGTACATGGCTTT..................................................... 29 1 4.00 0.39

..........................................................TTATGAAGGCTTTGTATGA....................... 19 1 4.00 0.08

..........................................................TTATGAAGGCTTTGTATGATTAACC................. 25 1 4.00 0.13

................................................................AGGCTTTGTATGATTAACCAAAA............. 23 1 3.00 0.38

..........................................................TTATGAAGGCTTTGTATGATTAA................... 23 1 3.00 0.09

..................................................AAAGAAATTTATGAAGGCTTTGTATGA....................... 27 1 3.00 0.08

............................A-CAATTGTACATGGCTTTCGTC................................................. 22 1 3.00 0.26

.............................................................TGAAGGCTTTGTATGATTAACCAT............... 24 1 3.00 0.11

...........................................................TATGAAGGCTTTGTATGATTAACC................. 24 1 3.00 0.07

..........................................................TTATGAAGGCTTTGTATGATTA.................... 22 1 3.00 0.06

...............................AATTGTACATGGCTTTCGTAA................................................ 21 1 3.00 0.07

.................................................TAAAGAAATTTATGAAGGCTTTGTATGAT...................... 29 1 3.00 0.38

.........................TAAA-CAATTGTACATGGCTTTCGTAAAG.............................................. 28 1 3.00 0.10

.............................................................TGAAGGCTTTGTATGATTACTA................. 22 1 3.00 0.07

..............................................................GAAGGCTTTGTATGATTAACT................. 21 1 3.00 0.09

.....................GAAATAAA-CAATTGTACATGGCTTT..................................................... 25 1 3.00 0.04

.......................................................AATTTATGAAGGCTTTGTATGAT...................... 23 1 3.00 0.08

............................................................ATGAAGGCTTTGTATGATTACT.................. 22 1 3.00 0.07

.................................TTGTACATGGCTTTCGTAAAGAAATTTA....................................... 28 1 3.00 0.04

.....................................................GAAATTTATGAAGGCTTTGTATGATT..................... 26 1 3.00 0.07

..................................................AAAGAAATTTATGAAGGCTT.............................. 20 1 3.00 0.09

....................................................AGAAATTTATGAAGGCTTT............................. 19 1 3.00 0.27

............................................TTTCGTAAAGAAATTTATGAAGGCTT.............................. 26 1 3.00 0.10

....................................................AGAAATTTATGAAGGCTTTGT........................... 21 1 3.00 0.27

..............................CAATTGTACATGGCTTTCGTAAAGA............................................. 25 1 3.00 0.09

.........................TAAA-CAATTGTACATGGCTTTCG................................................... 23 1 3.00 0.09

............................................................ATGAAGGCTTTGTATGATTAT................... 21 1 3.00 0.11

.................................TTGTACATGGCTTTCGTAAAGA............................................. 22 1 3.00 0.06

................................ATTGTACATGGCTTTCGTAA................................................ 20 1 3.00 1.79

................................ATTGTACATGGCTTTCGTAAAGAAA........................................... 25 1 3.00 0.75

..............................................................GAAGGCTTTGTATGATTAA................... 19 1 3.00 0.15

..............................................TCGTAAAGAAATTTATGAAGGCTTTGTA.......................... 28 1 3.00 0.11

.........................................................TTTATGAAGGCTTTGTATG........................ 19 1 3.00 0.06

...........................................................TATGAAGGCTTTGTATGATTACT.................. 23 1 3.00 0.07

...............................AATTGTACATGGCTTTCGTAAAGA............................................. 24 1 3.00 0.41

...............................................................AAGGCTTTGTATGATTAACC................. 20 1 3.00 0.19

...................AAGAAATAAA-CAATTGTACATGGC........................................................ 24 1 3.00 0.11

.............................................................TGAAGGCTTTGTATGATTATGT................. 22 2 3.00 0.03

.............................................................TGAAGGCTTTGTATGATTATG.................. 21 1 3.00 0.07

............................A-CAATTGTACATGGCTTTCGTAT................................................ 23 1 3.00 0.06

.............................................................TGAAGGCTTTGTATGATTACA.................. 21 1 3.00 0.14

......................AAATAAA-CAATTGTACATGGCTTTCGT.................................................. 27 1 3.00 0.08

....................................................AGAAATTTATGAAGGCTTTGTATG........................ 24 1 3.00 0.15

..............................CAATTGTACATGGCTTTCGTAAAGAAA........................................... 27 1 3.00 0.41

..............................................................GAAGGCTTTGTATGATTAACCAA............... 23 1 3.00 0.48

........................................................ATTTATGAAGGCTTTGTATGATTA.................... 24 1 3.00 0.10

......................................................AAATTTATGAAGGCTTTGTATGATTA.................... 26 1 3.00 0.69

.........................TAAA-CAATTGTACATGGCTTT..................................................... 21 1 2.00 0.24

.........................TAAA-CAATTGTACATGGCTT...................................................... 20 1 2.00 0.06

................................ATTGTACATGGCTTTCGTAAA............................................... 21 1 2.00 0.09

.............................................TTCGTAAAGAAATTTATGAAGGCTTTGTA.......................... 29 1 2.00 0.25

..................................................AAAGAAATTTATGAAGGCTTTGTATG........................ 26 1 2.00 0.07

...............................AATTGTACATGGCTTTCGTAAAGAAAT.......................................... 27 1 2.00 0.04

................................................................AGGCTTTGTATGATTAAC.................. 18 1 2.00 0.27

............................................................ATGAAGGCTTTGTATGATTACA.................. 22 1 2.00 0.06

...........................AA-CAATTGTACATGGCTTTCGTAAAGAA............................................ 28 1 2.00 0.49

................................................GTAAAGAAATTTATGAAGGCTTTG............................ 24 1 2.00 0.09

.........................................................TTTATGAAGGCTTTGTATGATTATT.................. 25 1 2.00 0.07

..........................................................TTATGAAGGCTTTGTATGATTAACCAAAA............. 29 1 2.00 0.32

........................................................ATTTATGAAGGCTTTGTATGATTAA................... 25 1 2.00 0.13

........................ATAAA-CAATTGTACATGGCTTTC.................................................... 23 1 2.00 0.10

.......................AATAAA-CAATTGTACATGGCTTTCG................................................... 25 1 2.00 0.04

...........................................................TATGAAGGCTTTGTATGATTATA.................. 23 1 2.00 0.07

...................................GTACATGGCTTTCGTAAAGA............................................. 20 1 2.00 0.07

............................................TTTCGTAAAGAAATTTATGAAGGCTTT............................. 27 1 2.00 0.11

.....................GAAATAAA-CAATTGTACATGGCTTTC.................................................... 26 1 2.00 0.62

..............................CAATTGTACATGGCTTTCGTAAAGAAAT.......................................... 28 1 2.00 0.07

......................AAATAAA-CAATTGTACATGGCTTTC.................................................... 25 1 2.00 0.76

............................................................ATGAAGGCTTTGTATGATTAAG.................. 22 1 2.00 0.06

................................................................AGGCTTTGTATGATTAACA................. 19 1 2.00 0.18

....................................TACATGGCTTTCGTAAAGAAATTTAT...................................... 26 1 2.00 0.16

................................................GTAAAGAAATTTATGAAGGCTTTGTAT......................... 27 1 2.00 0.38

.................................................................GGCTTTGTATGATTAACCAAAA............. 22 1 2.00 0.48

.............................................................TGAAGGCTTTGTATGATTAGA.................. 21 1 2.00 0.10

........................................................ATTTATGAAGGCTTTGTATGATT..................... 23 1 2.00 0.16
AGAAA-------------AAAGAAATAAA-CAATTGTACATGGC........................................................ 30 1 2.00 0.28
.........................................................TTTATGAAGGCTTTGTAT......................... 18 1 2.00 1.83
............................A-CAATTGTACATGGCTTTC.................................................... 19 1 2.00 0.49
..........................................................TTATGAAGGCTTTGTATGATTAACCA................ 26 1 2.00 0.08
.........................................................TTTATGAAGGCTTTGTATGATTAACCA................ 27 1 2.00 0.07
............................................................ATGAAGGCTTTGTATGATTAACT................. 23 1 2.00 0.09
..................................................AAAGAAATTTATGAAGGCTTTGT........................... 23 1 2.00 0.08
........................ATAAA-CAATTGTACATGGCTT...................................................... 21 1 2.00 0.07
..................AAAGAAATAAA-CAATTGTACATGGCTTT..................................................... 28 1 2.00 0.32
................................ATTGTACATGGCTTTCGT.................................................. 18 1 2.00 0.27
................................................................AGGCTTTGTATGATTAACCA................ 20 1 2.00 0.07
...AA-------------AAAGAAATAAA-CAATTGTACATGGCT....................................................... 28 1 2.00 0.04
...........................................................TATGAAGGCTTTGTATGATTAACCAAA.............. 27 1 2.00 0.07
.........................TAAA-CAATTGTACATGGCT....................................................... 19 1 2.00 0.04
..............................CAATTGTACATGGCTTTCGTAAAGAA............................................ 26 1 2.00 0.25
.......................................................AATTTATGAAGGCTTTGTATG........................ 21 1 2.00 0.06
..................................TGTACATGGCTTTCGTAAAGA............................................. 21 1 2.00 0.05
..............................CAATTGTACATGGCTTTCGTAAA............................................... 23 1 2.00 0.07
......................................................................TGTATGATTAACCAAAAAAA.......... 20 1 2.00 0.50
...............................................CGTAAAGAAATTTATGAAGGCTTT............................. 24 1 2.00 0.41
.............................................................TGAAGGCTTTGTATGATTAACTT................ 23 1 2.00 0.07
....................................TACATGGCTTTCGTAAAGAAATTTATGA.................................... 28 1 2.00 0.28
..............................................TCGTAAAGAAATTTATGAAGGCTTTGT........................... 27 1 2.00 0.04
...........................AA-CAATTGTACATGGCTTTCGTAAAGAAA........................................... 29 1 2.00 0.28
...........................................................TATGAAGGCTTTGTATGATTT.................... 21 1 2.00 0.06
.............................................................TGAAGGCTTTGTATGATTAACCAA............... 24 1 2.00 0.07
Total 5665.50 3.76

droSim2 AGAAA----------AAAAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAA-A--TCCTGA
.....----------..............-.(((((((((.((((((.(((((....))))).)))))).)))))))))...........-.--...... Size Hits Total Norm Total Norm RPM

.........................TAAA-CAATTGTACATGGCTTTCGTAAAGA............................................. 29 1 49.00 0.48

.............................................................TTAAAGCTTTGTATGATTAACC................. 22 1 39.00 0.33

.........................TAAA-CAATTGTACATGGCTTTCGTA................................................. 25 1 23.00 0.19

.............................................................TTAAAGCTTTGTATGATTAAC.................. 21 1 6.00 0.11

.........................TAAA-CAATTGTACATGGCTTTCGTAAA............................................... 27 1 5.00 0.06

..............................................................TAAAGCTTTGTATGATTAACCA................ 22 1 5.00 0.08

.......................AATAAA-CAATTGTACATGGCTTTCGTA................................................. 27 1 5.00 0.07

.............................................................TTAAAGCTTTGTATGATTAACT................. 22 1 5.00 0.07

...........................................................TATTAAAGCTTTGTATGATT..................... 20 1 4.00 0.06

...........................................................TATTAAAGCTTTGTATGATTAACCAAAA............. 28 1 4.00 0.06

......................AAATAAA-CAATTGTACATGGCTTTCGTA................................................. 28 1 4.00 0.08

...............................................CGTAAAGAAATTTATTAAAGCTTTGTA.......................... 27 1 3.00 0.11

............................A-CAATTGTACATGGCTTTCGTA................................................. 22 1 3.00 0.06

..............................CAATTGTACATGGCTTTCGTA................................................. 21 1 3.00 0.05

..............................................................TAAAGCTTTGTATGATTAACC................. 21 1 3.00 0.06

.............................................................TTAAAGCTTTGTATGATTAAA.................. 21 1 2.00 0.16

........................ATAAA-CAATTGTACATGGCTTTCGTA................................................. 26 1 2.00 0.04

..........................................................TTATTAAAGCTTTGTATGATT..................... 21 1 2.00 0.12

..........................................................TTATTAAAGCTTTGTATGATTAACCAAAA............. 29 1 2.00 0.16

...........................AA-CAATTGTACATGGCTTTCGTA................................................. 23 1 2.00 0.06

.................................TTGTACATGGCTTTCGTAAAGAAATT......................................... 26 1 2.00 0.10

...........................AA-CAATTGTACATGGCTTTCGT.................................................. 22 1 2.00 0.06

..............................................................TAAAGCTTTGTATGATTAACCAAA.............. 24 1 2.00 0.06

...........................................................TATTAAAGCTTTGTATGATTAAA.................. 23 1 2.00 0.07

...........................................................TATTAAAGCTTTGTATGATTA.................... 21 1 1.00 0.05

...................AACAAATAAA-CAATTGTACATGGC........................................................ 24 1 1.00 0.03

................................................................AAGCTTTGTATGATT..................... 15 1 1.00 0.03

.............................................................TTAAAGCTTTGTATGATTAACA................. 22 1 1.00 0.08

..................................TGTACATGGCTTTCGTAAAGAAATTTA....................................... 27 1 1.00 0.08

............................................................ATTAAAGCTTTGTATGATTAAC.................. 22 1 1.00 0.08

..........................AAA-CAATTGTACATGGCTTTCGT.................................................. 23 1 1.00 0.08

..............................................................TAAAGCTTTGTATGATTAAGA................. 21 1 1.00 0.08

.......................AATAAA-CAATTGTACATGGCTTTAA................................................... 25 1 1.00 0.08

......................AAATAAA-CAATTGTACATGGCTTTC.................................................... 25 1 1.00 0.05

....................................TACATGGCTTTCGTAAAGAA............................................ 20 1 1.00 0.05

...............................................CGTAAAGAAATTTATTAAAGCTTTGT........................... 26 1 1.00 0.08

............................A-CAATTGTACATGGCTTTC.................................................... 19 1 1.00 0.05

...............AAAAAACAAATAAA-CAATTGTACATGGC........................................................ 28 1 1.00 0.06

..............................CAATTGTACATGGCTTTCGTAAAGA............................................. 25 1 1.00 0.03

................................................GTAAAGAAATTTATTAAAGCTTTGTATG........................ 28 1 1.00 0.05

...........................AA-CAATTGTACATGGCTTTCGTAAAGA............................................. 27 1 1.00 0.03

.....................CAAATAAA-CAATTGTACATGGCTTTCGT.................................................. 28 1 1.00 0.08

..........................AAA-CAATTGTACATGGCT....................................................... 18 1 1.00 0.08

...........................AA-CAATTGTACATGGCTTTCGC.................................................. 22 1 1.00 0.08

..............................CAATTGTACATGGCTTTCGTAAAGAAA........................................... 27 1 1.00 0.03

.............................................................TTAAAGCTTTGTATGATTAAAA................. 22 1 1.00 0.03

............................A-CAATTGTACATGGCTTTCGT.................................................. 21 1 1.00 0.28

.............................................................TTAAAGCTTTGTATGATTAA................... 20 1 1.00 0.07

...........................................................TATTAAAGCTTTGTATGATTACT.................. 23 1 1.00 0.03

.............................................................TTAAAGCTTTGTATGATTATA.................. 21 1 1.00 0.28

....................................TACATGGCTTTCGTAAAGAAATT......................................... 23 1 1.00 0.03

...............................AATTGTACATGGCTTTCGTAA................................................ 21 1 1.00 0.28

..........................AAA-CAATTGTACATGGCTTTCG................................................... 22 1 1.00 0.05

.........................................................TTTATTAAAGCTTTGTATGATTAACCAAAA............. 30 1 1.00 0.03

...................................GTACATGGCTTTCGTAAAGAA............................................ 21 1 1.00 0.06

.........................TAAA-CAATTGTACATGGCTTTC.................................................... 22 1 1.00 0.05

.........................TAAA-CAATTGTACATGGCTTTCGTAAAGAA............................................ 30 1 1.00 0.03

........................ATAAA-CAATTGTACATGGCT....................................................... 20 1 1.00 0.05

.......................................ATGGCTTTCGTAAAGAAATTTATT..................................... 24 1 1.00 0.08

.............................................................TTAAAGCTTTGTATGATTAACCAAAA............. 26 1 1.00 0.03

.................................TTGTACATGGCTTTCGTAAAGAAAT.......................................... 25 1 1.00 0.03

...........................................................TATTAAAGCTTTGTATGATTAAC.................. 23 1 1.00 0.03
Total 217.00 0.95

droSec2 AGAAA-----------AAAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAA-A--TTCTGA
.....-----------.............-.(((((((((.((((((.(((((....))))).)))))).)))))))))...........-.--...... Size Hits Total Norm Total Norm RPM

.............................................................TTAAAGCTTTGTATGATTAACC................. 22 1 20.00 0.29

..............................................................TAAAGCTTTGTATGATTAACCA................ 22 1 9.00 0.26

............................................................ATTAAAGCTTTGTATGATTAAC.................. 22 1 7.00 0.14

..............................................................TAAAGCTTTGTATGATTAACC................. 21 1 6.00 0.12

.............................................................TTAAAGCTTTGTATGATTAAC.................. 21 1 6.00 0.11

............................A-CAATTGTACATGGCTTTCGT.................................................. 21 1 3.00 0.06

.............................................................TTAAAGCTTTGTATGATTAACCA................ 23 1 3.00 0.20

...........................................................TATTAAAGCTTTGTATGATT..................... 20 1 3.00 0.08

............................................................ATTAAAGCTTTGTATGATT..................... 19 1 3.00 0.06

....................................TACATGGCTTTCGTAAAGAAAT.......................................... 22 1 2.00 0.12

....................................TACATGGCTTTCGTAAAGAAATTTAT...................................... 26 1 2.00 0.06

.............................................................TTAAAGCTTTGTATGATTAACT................. 22 1 2.00 0.06

.............................................................TTAAAGCTTTGTATGATTAATT................. 22 1 2.00 0.12

...........................AA-CAATTGTACATGGCTTTCGT.................................................. 22 1 2.00 0.06

.............................................................TTAAAGCTTTGTATGATTAAT.................. 21 1 2.00 0.06

............................................................ATTAAAGCTTTGTATGAT...................... 18 1 2.00 0.13

...........................................................TATTAAAGCTTTGTATGATTAA................... 22 1 2.00 0.05

............................................................ATTAAAGCTTTGTATGATTA.................... 20 1 1.00 0.05

............................................................ATTAAAGCTTTGTATGATTAACCA................ 24 1 1.00 0.05

.............................................................TTAAAGCTTTGTATGATTAAAA................. 22 1 1.00 0.06

.................................TTGTACATGGCTTTCGTAAAGAAA........................................... 24 1 1.00 0.06

..........................AAA-CAATTGTACATGGCTT...................................................... 19 1 1.00 0.05

.............................................................TTAAAGCTTTGTATGATTAAG.................. 21 1 1.00 0.05

..............................................................TAAAGCTTTGTATGATTAAC.................. 20 1 1.00 0.06

...........................................................TATTAAAGCTTTGTATGATTACT.................. 23 1 1.00 0.05

..........................................................TTATTAAAGCTTTGTATGATT..................... 21 1 1.00 0.05

....................................TACATGGCTTTCGTAAAGAAATT......................................... 23 1 1.00 0.06

............................................................ATTAAAGCTTTGTATGATTAAA.................. 22 1 1.00 0.06

................................ATTGTACATGGCTTTCGTAAAGAA............................................ 24 1 1.00 0.05

......................................................AAATTTATTAAAGCTTTGTATGA....................... 23 1 1.00 0.07

...................................................AAGAAATTTATTAAAGCTTTG............................ 21 1 1.00 0.05

...........................................................TATTAAAGCTTTGTATGATTAC................... 22 1 1.00 0.05

...........................................................TATTAAAGCTTTGTATGATTA.................... 21 1 1.00 0.05

...................................GTACATGGCTTTCGTAAAGA............................................. 20 1 1.00 0.05

..............................CAATTGTACATGGCTTTCGT.................................................. 20 1 1.00 0.05

.......................................................AATTTATTAAAGCTTTGTATGATTAACC................. 28 1 1.00 0.06

...............................AATTGTACATGGCTTTCGT.................................................. 19 1 1.00 0.05

..............................................................TAAAGCTTTGTATGATTAACA................. 21 1 1.00 0.05

................................ATTGTACATGGCTTTCGT.................................................. 18 1 1.00 0.07

.......................AATAAA-CAATTGTACATGGCTTTCGT.................................................. 26 1 1.00 0.05

.............................................................TTAAAGCTTTGTATGATT..................... 18 1 1.00 0.06

...............................................................AAAGCTTTGTATGATTAACT................. 20 1 1.00 0.06

..........................AAA-CAATTGTACATGGCTTTCGT.................................................. 23 1 1.00 0.07

...........................AA-CAATTGTACATGGCTTTCGTA................................................. 23 1 1.00 0.05

...........................................................TATTAAAGCTTTGTATGATTTT................... 22 1 1.00 0.05

................................ATTGTACATGGCTTTCGTAAAGAAAT.......................................... 26 1 1.00 0.05

...........................................................TATTAAAGCTTTGTATGATTT.................... 21 1 1.00 0.06

...................................................AAGAAATTTATTAAAGCTTTGTATGAT...................... 27 1 1.00 0.05

....................................TACATGGCTTTCGTAAAG.............................................. 18 1 1.00 0.06

..............................................................TAAAGCTTTGTATGATTAACCAAAAAA........... 27 1 1.00 0.07

....................................TACATGGCTTTCGTAAAGAAATTT........................................ 24 1 1.00 0.06

..............................................................TAAAGCTTTGTATGATTAATGG................ 22 2 0.50 0.03

...........................................................TATTAAAGCTTTGTATGAAA..................... 20 4 0.25 0.01

..............................................................TAAAGCTTTGTATGATTAAAGT................ 22 6 0.17 0.01
Total 110.92 1.60

droYak3 AGAAGA---------AAAAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAAAA--TCCTCA 
......---------..............-.(((((((((.((((((.(((((....))))).)))))).))))))))).............--...... Size Hits Total Norm Total Norm RPM

.............................................................TTAAAGCTTTGTATAATTAACC................. 22 1 27.00 0.31

....................................................AGTAATTTATTAAAGCTTTGT........................... 21 1 7.00 0.13

..............................................................TAAAGCTTTGTATAATTAACC................. 21 1 6.00 0.10

..............................................................TAAAGCTTTGTATAATTAACCA................ 22 1 6.00 0.19

.............................................................TTAAAGCTTTGTATAATTAACT................. 22 1 6.00 0.10

...........................AA-CAATTGTACATGGCTTTCGT.................................................. 22 1 4.00 0.05

.............................................................TTAAAGCTTTGTATAATTAAC.................. 21 1 3.00 0.10

............................................................ATTAAAGCTTTGTATAATTAAC.................. 22 1 3.00 0.06

.................................TTGTACATGGCTTTCGTAAAGT............................................. 22 1 2.00 0.07

...........................................................TATTAAAGCTTTGTATAATT..................... 20 1 2.00 0.07

................................................GTAAAGTAATTTATTAAAGCTTTGT........................... 25 1 2.00 0.08

...............................AATTGTACATGGCTTTCGTAA................................................ 21 1 2.00 0.04

..............................................................TAAAGCTTTGTATAATTAAC.................. 20 1 2.00 0.04

............................A-CAATTGTACATGGCTTTCGTA................................................. 22 1 2.00 0.07

....................................TACATGGCTTTCGTAAAGTAATTT........................................ 24 1 2.00 0.07

............................A-CAATTGTACATGGCTTTCGT.................................................. 21 1 2.00 0.07

.......................AATAAA-CAATTGTACATGGCTTTCGT.................................................. 26 1 2.00 0.04

..............................CAATTGTACATGGCTTTCGTAA................................................ 22 1 2.00 0.04

................................ATTGTACATGGCTTTCGT.................................................. 18 1 1.00 0.52

............................A-CAATTGTACATGGCTTTC.................................................... 19 1 1.00 0.04

................................................................AAGCTTTGTATAATTAACCAAA.............. 22 1 1.00 0.04

........................................................ATTTATTAAAGCTTTGTATA........................ 20 1 1.00 0.04

..................................................AAAGTAATTTATTAAAGCTTTGT........................... 23 1 1.00 0.04

...........................AA-CAATTGTACATGGCTTTCG................................................... 21 1 1.00 0.52

...............................................................AAAGCTTTGTATAATTAACCA................ 21 1 1.00 0.04

......................AAATAAA-CAATTGTACATGGCTTTC.................................................... 25 1 1.00 0.05

.......................AATAAA-CAATTGTACATGGCTTTC.................................................... 24 1 1.00 0.04

..........................AAA-CAATTGTACATGGCTTTC.................................................... 21 1 1.00 0.04

.............................................................TTAAAGCTTTGTATAATTAACCT................ 23 1 1.00 0.04

..........................AAA-CAATTGTACATGGCTTTCGT.................................................. 23 1 1.00 0.04

.............................................................TTAAAGCTTTGTATAATTAA................... 20 1 1.00 0.04

..................................................................GCTTTGTATAATTAACCAAAAAAAA......... 25 1 1.00 0.04

....................ACAAATAAA-CAATTGTACATGGC........................................................ 23 1 1.00 0.04

............................................................ATTAAAGCTTTGTATAATTAA................... 21 1 1.00 0.04

...............................AATTGTACATGGCTTTCGTAT................................................ 21 1 1.00 0.04

......................................................TAATTTATTAAAGCTTTGTATA........................ 22 1 1.00 0.04

................................................GTAAAGTAATTTATTAAAGCTTTGTATA........................ 28 1 1.00 0.04

............................................................ATTAAAGCTTTGTATAATC..................... 19 1 1.00 0.05

.....................................................GTAATTTATTAAAGCTTTGT........................... 20 1 1.00 0.04

..........................AAA-CAATTGTACATGGCT....................................................... 18 1 1.00 0.05

..............................CAATTGTACATGGCTTTCGTC................................................. 21 1 1.00 0.04

......................AAATAAA-CAATTGTACAT........................................................... 18 1 1.00 0.04

............................................................ATTAAAGCTTTGTATAATTAACC................. 23 1 1.00 0.05

...........................AA-CAATTGTACATGGCTTTC.................................................... 20 1 1.00 0.05

.......................................................AATTTATTAAAGCTTTGT........................... 18 1 1.00 0.37

................................................................AAGCTTTGTATAATTAACCA................ 20 1 1.00 0.04

........................ATAAA-CAATTGTACATGGCTTTC.................................................... 23 1 1.00 0.05

...................................................AAGTAATTTATTAAAGCTTTGT........................... 22 1 1.00 0.04

........................ATAAA-CAATTGTACATGGCTTTCG................................................... 24 1 1.00 0.04
Total 113.00 1.25

droEre2 AGAAA------------AAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAA--A--TCCTCA 
.....------------............-.(((((((((.((((((.(((((....))))).)))))).)))))))))..........--.--...... Size Hits Total Norm Total Norm RPM

.............................................................TTAAAGCTTTGTATAATTAACC................. 22 1 59.00 0.59

..............................................................TAAAGCTTTGTATAATTAACC................. 21 1 27.00 0.48

..............................................................TAAAGCTTTGTATAATTAACCA................ 22 1 21.00 0.25

.............................................................TTAAAGCTTTGTATAATTAACT................. 22 1 17.00 0.18

............................A-CAATTGTACATGGCTTTCGTA................................................. 22 1 10.00 0.11

............................A-CAATTGTACATGGCTTTCGT.................................................. 21 1 9.00 0.11

.............................................................TTAAAGCTTTGTATAATTAACCA................ 23 1 6.00 0.11

...........................AA-CAATTGTACATGGCTTTCGT.................................................. 22 1 6.00 0.07

.............................................................TTAAAGCTTTGTATAATTAAC.................. 21 1 5.00 0.06

....................................................AGTAATTTATTAAAGCTTTGT........................... 21 1 5.00 0.08

.....................................................GTAATTTATTAAAGCTTTGT........................... 20 1 4.00 0.19

............................A-CAATTGTACATGGCTTTCG................................................... 20 1 4.00 0.05

..............................CAATTGTACATGGCTTTCGT.................................................. 20 1 3.00 0.04

...........................................................TATTAAAGCTTTGTATAATT..................... 20 1 3.00 0.13

.............................................TTCGTAAAGTAATTTATTAAAGCTTTG............................ 27 1 3.00 0.08

..............................CAATTGTACATGGCTTTCGTA................................................. 21 1 3.00 0.04

.............................................................TTAAAGCTTTGTATAATTAACCT................ 23 1 3.00 0.05

..............................................................TAAAGCTTTGTATAATTAAC.................. 20 1 3.00 0.13

..........................AAA-CAATTGTACATGGCTTTC.................................................... 21 1 3.00 0.20

..........................AAA-CAATTGTACATGGCTTTCGT.................................................. 23 1 3.00 0.05

..............................................................TAAAGCTTTGTATAATTAACCAA............... 23 1 2.00 0.05

..................................TGTACATGGCTTTCGTAAAGTAATTTATT..................................... 29 1 2.00 0.03

.................................TTGTACATGGCTTTCGTAAAGTAATT......................................... 26 1 2.00 0.03

..............................................................TAAAGCTTTGTATAATTAACT................. 21 1 2.00 0.03

.............................................................TTAAAGCTTTGTATAATTAACA................. 22 1 2.00 0.09

............................................................ATTAAAGCTTTGTATAATTAAC.................. 22 1 2.00 0.03

..........................AAA-CAATTGTACATGGCTTTCG................................................... 22 1 2.00 0.05

...........................AA-CAATTGTACATGGCTTTCGTAAAG.............................................. 26 1 2.00 0.05

.................................TTGTACATGGCTTTCGTAAAGTAAT.......................................... 25 1 2.00 0.05

....................................TACATGGCTTTCGTAAAGTAATTTATT..................................... 27 1 2.00 0.03

...............................................................AAAGCTTTGTATAATTAACCA................ 21 1 2.00 0.09

................................................GTAAAGTAATTTATTAAAGCTTTGT........................... 25 1 2.00 0.09

....................................TACATGGCTTTCGTAAAGTAAT.......................................... 22 1 2.00 0.08

..............................................................TAAAGCTTTGTATAATTAACTT................ 22 1 1.00 0.05

..........................................................TTATTAAAGCTTTGTATAATTAACCAA............... 27 1 1.00 0.03

...............................AATTGTACATGGCTTTCGT.................................................. 19 1 1.00 0.33

.......................AATAAA-CAATTGTACATGGCTTTCGT.................................................. 26 1 1.00 0.05

................................................................AAGCTTTGTATAATTAACC................. 19 1 1.00 0.05

..............................................................TAAAGCTTTGTATAATTA.................... 18 1 1.00 0.05

.............................................................TTAAAGCTTTGTATAATTA.................... 19 1 1.00 0.05

....................................TACATGGCTTTCGTAAAGT............................................. 19 1 1.00 0.05

....................................................AGTAATTTATTAAAGCTTTGTAT......................... 23 1 1.00 0.05

....................................TACATGGCTTTCGTAAAGTA............................................ 20 1 1.00 0.05

.......................AATAAA-CAATTGTACATGGT........................................................ 20 1 1.00 0.33

..............................CAATTGTACATGGCTTTCGTT................................................. 21 1 1.00 0.05

..........................................................TTATTAAAGCTTTGTATAATTAAC.................. 24 1 1.00 0.05

...................................................AAGTAATTTATTAAAGCTTTGTATAAT...................... 27 1 1.00 0.05

..............................CAATTGTACATGGCTTTCGTAA................................................ 22 1 1.00 0.03

.................................TTGTACATGGCTTTCGTAAA............................................... 20 1 1.00 0.03

.........................................................TTTATTAAAGCTTTGTATAATT..................... 22 1 1.00 0.03

.........................TAAA-CAATTGTACATGGCTTTCGTA................................................. 25 1 1.00 0.03

..................AAACAAATAAA-CAATTGTACATGGCTTTC.................................................... 29 1 1.00 0.03

...........................AA-CAATTGTACATGGCTTTC.................................................... 20 1 1.00 0.05

...................................................AAGTAATTTATTAAAGCTTTGT........................... 22 1 1.00 0.05

............................................................ATTAAAGCTTTGTATAATTAACCAAAA............. 27 1 1.00 0.05

..........................................................TTATTAAAGCTTTGTATAATTAACC................. 25 1 1.00 0.05

............................................TTTCGTAAAGTAATTTATTAAAGC................................ 24 1 1.00 0.03

............................................................ATTAAAGCTTTGTATAATTAACCA................ 24 1 1.00 0.05

..............................CAATTGTACATGGCTTTCGTAAA............................................... 23 1 1.00 0.05

...................AACAAATAAA-CAATTGTACATGGCT....................................................... 25 1 1.00 0.03

............................A-CAATTGTACATGGCTTTC.................................................... 19 1 1.00 0.08

.............................................TTCGTAAAGTAATTTATTAAAGCTTTGT........................... 28 1 1.00 0.03

.....................................ACATGGCTTTCGTAAAGTAATTT........................................ 23 1 1.00 0.03

.....................................ACATGGCTTTCGTAAAGTAAT.......................................... 21 1 1.00 0.03

......................AAATAAA-CAATTGTACATGGCTTTC.................................................... 25 1 1.00 0.08

..................AAACAAATAAA-CAATTGTACATGGC........................................................ 25 1 1.00 0.03

........................................TGGCTTTCGTAAAGTAATTTATTAAAGC................................ 28 1 1.00 0.03

........................ATAAA-CAATTGTACATGGCTTTC.................................................... 23 1 1.00 0.03

..........................................................TTATTAAAGCTTTGTATAATTA.................... 22 1 1.00 0.05

............................................................ATTAAAGCTTTGTATAATT..................... 19 1 1.00 0.05

....................................TACATGGCTTTCGTAAAGTAATTTAT...................................... 26 1 1.00 0.03

...............................................................AAAGCTTTGTATAATTAACCAAA.............. 23 1 1.00 0.05

................................................................AAGCTTTGTATAATTAACCA................ 20 1 1.00 0.05

...........................................................TATTAAAGCTTTGTATAATTA.................... 21 1 1.00 0.03

.............................................................TTAAAGCTTTGTATAATTAA................... 20 1 1.00 0.03

...................AACAAATAAA-CAATTGTACATGGCTT...................................................... 26 1 1.00 0.03

..............................................................TAAAGCTTTGTATAATTAACA................. 21 1 1.00 0.05

.................AAAACAAATAAA-CAATTGTACATGGCT....................................................... 27 1 1.00 0.03

..................................TGTACATGGCTTTCGTAAAGTAATT......................................... 25 1 1.00 0.03

.........................TAAA-CAATTGTACATGGCTTTCG................................................... 23 1 1.00 0.05

............................................................ATTAAAGCTTTGTATAATTAACT................. 23 1 1.00 0.05

.........................TAAA-CAATTGTACATGGCTTTCGT.................................................. 24 1 1.00 0.19

.......................AATAAA-CAATTGTACATGGCT....................................................... 21 1 1.00 0.03

...................................GTACATGGCTTTCGTAAAGTAATT......................................... 24 1 1.00 0.03

......................AAATAAA-CAATTGTACATGGCTTTCGT.................................................. 27 1 1.00 0.03

...............................AATTGTACATGGCTTTCGTA................................................. 20 1 1.00 0.33

............................................................ATTAAAGCTTTGTATAATTAGT.................. 22 2 0.50 0.02
Total 276.50 2.62

droAna3 AGAAA-----------------AAATAAA-CAATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAAGAAAAACAA--------CA 
.....-----------------.......-.(((((((((.((((((.(((((....))))).)))))).)))))))))...........--------.. Size Hits Total Norm Total Norm RPM

.............................................................TTAAAGCCTTGTATAATTAAGA................. 22 1 30.00 0.77

.............................................................TTAAAGCCTTGTATAATTAAG.................. 21 1 17.00 0.26

..............................................................TAAAGCCTTGTATAATTAAGA................. 21 1 8.00 0.21

...........................AA-CAATTGTACACGGCTTTCGT.................................................. 22 1 7.00 0.14

.............................................................TTAAAGCCTTGTATAATTAAGT................. 22 1 5.00 0.13

..............................................................TAAAGCCTTGTATAATTAAG.................. 20 1 5.00 0.30

............................................................ATTAAAGCCTTGTATAATTAA................... 21 1 4.00 0.18

............................A-CAATTGTACACGGCTTTCGTA................................................. 22 1 4.00 0.08

............................A-CAATTGTACACGGCTTTCGT.................................................. 21 1 4.00 0.08

..........................AAA-CAATTGTACACGGCTTTC.................................................... 21 1 3.00 0.12

...........................AA-CAATTGTACACGGCTTTCG................................................... 21 1 2.00 0.09

...........................AA-CAATTGTACACGGCTTTC.................................................... 20 1 2.00 0.04

............................................................ATTAAAGCCTTGTATAATTAAG.................. 22 1 2.00 0.04

...........................AA-CAATTGTACACGGCTTTCGTT................................................. 23 1 1.00 0.03

......................................CACGGCTTTCGTAAAGTGATTT........................................ 22 1 1.00 0.06

...............................................................AAAGCCTTGTATAATTAAGA................. 20 1 1.00 0.06

.........................TAAA-CAATTGTACACGGCTTTCGT.................................................. 24 1 1.00 0.06

......................................CACGGCTTTCGTAAAGTGATT......................................... 21 1 1.00 0.03

..........................AAA-CAATTGTACACGGCTTTCGT.................................................. 23 1 1.00 0.03

...........................................................TATTAAAGCCTTGTATAATT..................... 20 1 1.00 0.06

...........................AA-CAATTGTACACGGCTTTCGC.................................................. 22 1 1.00 0.04

........................ATAAA-CAATTGTACACGGC........................................................ 19 1 1.00 0.04

......................AAATAAA-CAATTGTACACGGC........................................................ 21 1 1.00 0.04

..............................................................TAAAGCCTTGTATAATTAAGTT................ 22 1 1.00 0.06

..............................CAATTGTACACGGCTTTCGT.................................................. 20 1 1.00 0.03

................................ATTGTACACGGCTTTCGTA................................................. 19 1 1.00 0.03

..............................................................TAAAGCCTTGTATAATTAAGT................. 21 1 1.00 0.06

.............................................................TTAAAGCCTTGTATAATTAA................... 20 1 1.00 0.06

.............................................................TTAAAGCCTTGTATAATTAAC.................. 21 1 1.00 0.06

..............................................................TAAAGCCTTGTATAATTAAGAAAAA............. 25 1 1.00 0.03

..........................AAA-CAATTGTACACGGCTTTCG................................................... 22 1 1.00 0.06

.......................AATAAA-CAATTGTACACGGCTTTC.................................................... 24 1 1.00 0.04

..............................................................TAAAGCCTTGTATAATTAAGAT................ 22 1 1.00 0.06

..............................CAATTGTACACGGCTTTCGTA................................................. 21 1 1.00 0.03

................................................GTAAAGTGATTTATTAAAGCCTTGT........................... 25 1 1.00 0.06

.......................................................GATTTATTAAAGCCTTGC........................... 18 2 0.50 0.02
Total 115.50 1.18

dp5 AGAAGA-ACAAAAA-AAAAAGAAAATAAA-AAATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAAAAA--CCA 
......-.......-..............-.(((((((((.((((((.(((((....))))).)))))).)))))))))................--... Size Hits Total Norm Total Norm RPM

..............................AAATTGTACACGGCTTTTATGA................................................ 22 1 3.00 0.03

..............................AAATTGTACACGGCTTTTATG................................................. 21 1 3.00 0.04

................................................................AAGCTTTGTATGATTAAACT................ 20 1 2.00 0.03

..............................AAATTGTACACGGCTTTTAT.................................................. 20 1 2.00 0.03

............................................................GTTAAAGCTTTGTATGATTAAA.................. 22 1 2.00 0.03

...........................................................TGTTAAAGCTTTGTATGATT..................... 20 1 1.00 0.23

....................................TACACGGCTTTTATGAAGTAATTTGC...................................... 26 1 1.00 0.08

............................................TTTTATGAAGTAATTTGTTA.................................... 20 1 1.00 0.02

.....................AAAATAAA-AAATTGTACACGGC........................................................ 22 1 1.00 0.08

.............................................................TTAAAGCTTTGTATGATTAAAC................. 22 1 1.00 0.02

..............................................TTATGAAGTAATTTGTTAAA.................................. 20 1 1.00 0.02

............................A-AAATTGTACACGGCTTTTATG................................................. 22 1 1.00 0.02

.............................................................TTAAAGCTTTGTATGATTAAACA................ 23 1 1.00 0.08

..............................................................TAAAGCTTTGTATGATTAA................... 19 1 1.00 0.02

................................................................AAGCTTTGTATGATTAAAC................. 19 1 1.00 0.28

......................................................TAATTTGTTAAAGCTTTGTATGA....................... 23 1 1.00 0.23

.............................................................TTAAAGCTTTGTATGATTT.................... 19 1 1.00 0.02

.........................................................TTTGTTAAAGCTTTGTATGATT..................... 22 1 1.00 0.02

................................ATTGTACACGGCTTTTATGA................................................ 20 1 1.00 0.08

...............................................................AAAGCTTTGTATGATTAAA.................. 19 1 1.00 0.23

..........................................................TTGTTAAAGCTTTGTATGATT..................... 21 1 1.00 0.02

........................ATAAA-AAATTGTACACGGCT....................................................... 20 1 1.00 0.28

..........................AAA-AAATTGTACACGGCT....................................................... 18 1 1.00 0.23

............................................................GTTAAAGCTTTGTATGATTA.................... 20 1 1.00 0.13

..............................................................TAAAGCTTTGTATGATTAAAC................. 21 1 1.00 0.08
Total 32.00 0.30

droPer2 AGAAGA-ACAAAAA-AAAAAGAAAATAAA-AAATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAAAAACCCCA 
......-.......-..............-.(((((((((.((((((.(((((....))))).)))))).)))))))))..................... Size Hits Total Norm Total Norm RPM

...........................................................TGTTAAAGCTTTGTATGATTAAACAAA.............. 27 1 1.00 0.05

.............................................................TTAAAGCTTTGTATGATTAAAC................. 22 1 1.00 0.05

........................................................ATTTGTTAAAGCTTTGTATGAT...................... 22 1 1.00 0.04

...........................................................TGTTAAAGCTTTGTATGATT..................... 20 1 1.00 0.05

.............................................TTTATGAAGTAATTTGTTAAAGC................................ 23 1 1.00 0.37

........................................................ATTTGTTAAAGCTTTGTATGATTA.................... 24 1 1.00 0.21
Total 6.00 0.12

droWil2 AGAAA------------------AATAAA-CAATTGTACACGGCTTTTATAAAGTAATTTATTAAAGCTTTGTATAATTACCCAAAAAAAAAAACCCAAA
.....------------------......-.(((((((((.((((((.(((((....))))).)))))).)))))))))..................... Size Hits Total Norm Total Norm RPM

..............................................................TAAAGCTTTGTATAATTACCC................. 21 1 31.00 0.33

.............................................................TTAAAGCTTTGTATAATTACCC................. 22 1 30.00 0.32

.............................................................TTAAAGCTTTGTATAATTACC.................. 21 1 25.00 0.27

..............................................................TAAAGCTTTGTATAATTACCCA................ 22 1 22.00 0.28

..............................................................TAAAGCTTTGTATAATTACC.................. 20 1 12.00 0.13

...........................AA-CAATTGTACACGGCTTTTAT.................................................. 22 1 7.00 0.11

............................A-CAATTGTACACGGCTTTTATA................................................. 22 1 6.00 0.08

............................................................ATTAAAGCTTTGTATAATTACC.................. 22 1 6.00 0.14

.............................................................TTAAAGCTTTGTATAATTACT.................. 21 1 4.00 0.06

.................................TTGTACACGGCTTTTATAAAGT............................................. 22 1 3.00 0.08

............................A-CAATTGTACACGGCTTTTAT.................................................. 21 1 3.00 0.06

.............................................................TTAAAGCTTTGTATAATTACCT................. 22 1 3.00 0.18

............................................................ATTAAAGCTTTGTATAATTACT.................. 22 1 3.00 0.05

....................................................AGTAATTTATTAAAGCTTTGT........................... 21 1 2.00 0.07

.............................................................TTAAAGCTTTGTATAATTACG.................. 21 1 2.00 0.09

..............................................................TAAAGCTTTGTATAATTACCT................. 21 1 2.00 0.12

........................ATAAA-CAATTGTACACGGCT....................................................... 20 1 2.00 0.07

..............................................................TAAAGCTTTGTATAATTACA.................. 20 1 2.00 0.09

........................ATAAA-CAATTGTACACGGCTT...................................................... 21 1 2.00 0.04

.......................AATAAA-CAATTGTACACGGCTT...................................................... 22 1 2.00 0.09

..............................CAATTGTACACGGCTTTTATA................................................. 21 1 1.00 0.04

..............................................................TAAAGCTTTGTATAATTACCA................. 21 1 1.00 0.04

...................................................................CTTTGTATAATTACCCAAA.............. 19 1 1.00 0.04

.................................TTGTACACGGCTTTTATAAAGTAATT......................................... 26 1 1.00 0.04

...............................AATTGTACACGGCTTTTAT.................................................. 19 1 1.00 0.04

...............................................................AAAGCTTTGTATAATTACC.................. 19 1 1.00 0.04

.............................................................TTAAAGCTTTGTATAATTAC................... 20 1 1.00 0.06

...............................................................AAAGCTTTGTATAATTACCCT................ 21 1 1.00 0.04

...........................AA-CAATTGTACACGGCTTTT.................................................... 20 1 1.00 0.04

..........................AAA-CAATTGTACACGGCTTTTAT.................................................. 23 1 1.00 0.04

............................................................ATTAAAGCTTTGTATAATTACCC................. 23 1 1.00 0.04

..............................................................TAAAGCTTTGTATAATTACCCAA............... 23 1 1.00 0.04

........................................................ATTTATTAAAGCTTTGTATAATTACC.................. 26 1 1.00 0.04

...........................................................TATTAAAGCTTTGTATAATTACA.................. 23 1 1.00 0.04

...............................................................AAAGCTTTGTATAATTACCC................. 20 1 1.00 0.04

.........................TAAA-CAATTGTACACGGCTT...................................................... 20 1 1.00 0.04

.................................TTGTACACGGCTTTTATAAAGTAAT.......................................... 25 1 1.00 0.04

..AAA------------------AATAAA-CAATTGTACACGGCTTT..................................................... 26 1 1.00 0.04

................................................................AAGCTTTGTATAATTACCCA................ 20 1 1.00 0.04

...........................................................TATTAAAGCTTTGTATAATTACT.................. 23 1 1.00 0.04

............................................................ATTAAAGCTTTGTATAAT...................... 18 1 1.00 0.04

...........................................................TATTAAAGCTTTGTATAATTAC................... 22 1 1.00 0.04

.................................TTGTACACGGCTTTTATAAAGTA............................................ 23 1 1.00 0.06

...................................GTACACGGCTTTTATAAAGTAATTT........................................ 25 1 1.00 0.04

..............................................................TAAAGCTTTGTATAATTACCCT................ 22 1 1.00 0.06

.........................................................TTTATTAAAGCTTTGTATAATTACC.................. 25 1 1.00 0.04

.................................TTGTACACGGCTTTTATAA................................................ 19 1 1.00 0.04

..........................................................TTATTAAAGCTTTGTATAATTACC.................. 24 1 1.00 0.06

...AA------------------AATAAA-CAATTGTACACGGCT....................................................... 23 1 1.00 0.04

..............................................................TAAAGCTTTGTATAATTAC................... 19 1 1.00 0.04

...........................................................TATTAAAGCTTTGTATAATT..................... 20 1 1.00 0.04

.................................TTGTACACGGCTTTTATAAAG.............................................. 21 1 1.00 0.04

..............................................................TAAAGCTTTGTATAATTACCTT................ 22 1 1.00 0.04

...............................................................AAAGCTTTGTATAATTACCCA................ 21 1 1.00 0.04

................................ATTGTACACGGCTTTTATA................................................. 19 1 1.00 0.04

...................................................AAGTAATTTATTAAAGCTTTGT........................... 22 1 1.00 0.04

.............................................................TTAAAGCTTTGTATAATTACA.................. 21 1 1.00 0.04

..............................................................TAAAGCTTTGTATAATTACCG................. 21 1 1.00 0.04

.............................................................TTAAAGCTTTGTATAATTACCA................. 22 1 1.00 0.04

........................ATAAA-CAATTGTACACGGCTTTT.................................................... 23 1 1.00 0.04

...........................................................TATTAAAGCTTTGTATAATTATT.................. 23 2 0.50 0.03

.............................................................TTAAAGCTTTGTATAATTACTT................. 22 2 0.50 0.02

.............................................................TTAAAGCTTTGTATAATTATT.................. 21 5 0.20 0.01

............................................................ATTAAAGCTTTGTATAATTATT.................. 22 5 0.20 0.01
Total 210.40 1.79

droVir3 AGAAAA-AAAAACATAAAAAAAAAATAAATAAATTGTACACGGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAACAAAAAAAAAA-ACCTTGA
......-........................(((((((((.((((((.(((((....))))).)))))).))))))))).............-....... Size Hits Total Norm Total Norm RPM

.............................................................TTGAAGCTTTGTATAATTAACA................. 22 1 24.00 0.21

..............................................................TGAAGCTTTGTATAATTAACA................. 21 1 9.00 0.13

.............................................................TTGAAGCTTTGTATAATTAAC.................. 21 1 7.00 0.16

.............................................................TTGAAGCTTTGTATAATTAACT................. 22 1 7.00 0.17

............................ATAAATTGTACACGGCTTTCG................................................... 21 1 6.00 0.10

.............................TAAATTGTACACGGCTTTCGT.................................................. 21 1 5.00 0.12

.............................................................TTGAAGCTTTGTATAATTAACC................. 22 1 5.00 0.29

............................ATAAATTGTACACGGCTTTCGT.................................................. 22 1 3.00 0.07

.........................................................TTTATTGAAGCTTTGTATAATTAACA................. 26 1 3.00 0.10

.............................................................TTGAAGCTTTGTATAATTA.................... 19 1 3.00 0.45

............................................................ATTGAAGCTTTGTATAAT...................... 18 1 2.00 0.25

..............................AAATTGTACACGGCTTTCGTA................................................. 21 1 2.00 0.06

............................................................ATTGAAGCTTTGTATAATTAA................... 21 1 2.00 0.06

............................................................ATTGAAGCTTTGTATAATTA.................... 20 1 2.00 0.21

.............................TAAATTGTACACGGCTTTCGTA................................................. 22 1 2.00 0.36

...............................AATTGTACACGGCTTTCGT.................................................. 19 1 2.00 0.20

...................................................AAGAAATTTATTGAAGCTTTGT........................... 22 1 2.00 0.06

..............................................................TGAAGCTTTGTATAATTAAC.................. 20 1 2.00 0.38

.................AAAAAAAATAAATAAATTGTACACGGC........................................................ 27 1 2.00 0.21

...........................................................TATTGAAGCTTTGTATAATTA.................... 21 1 2.00 0.06

........................ATAAATAAATTGTACACGGCTT...................................................... 22 1 1.00 0.20

..............................................................TGAAGCTTTGTATAATTAAA.................. 20 1 1.00 0.48

....................................................AGAAATTTATTGAAGCTTT............................. 19 1 1.00 0.39

......................AAATAAATAAATTGTACACGGC........................................................ 22 1 1.00 0.17

............................................................ATTGAAGCTTTGTATAATTAAC.................. 22 1 1.00 0.08

....................................TACACGGCTTTCGTAAAGAAATTTAT...................................... 26 1 1.00 0.14

....................................TACACGGCTTTCGTAAAGAAATTTATT..................................... 27 1 1.00 0.17

...........................AATAAATTGTACACGGCTTTC.................................................... 21 1 1.00 0.17

...........................AATAAATTGTACACGGCTTTCG................................................... 22 1 1.00 0.28

............................................................ATTGAAGCTTTGTATAATTAACT................. 23 1 1.00 0.03

.............................................................TTGAAGCTTTGTATAATTAAAG................. 22 1 1.00 0.03

..............................AAATTGTACACGGCTTTCGT.................................................. 20 1 1.00 0.03

............................................................ATTGAAGCTTTGTATAATTAACA................. 23 1 1.00 0.03

.......................................................AATTTATTGAAGCTTTGTAA......................... 20 1 1.00 0.29

.............................................................TTGAAGCTTTGTATAATTAACAAA............... 24 1 1.00 0.36

................................................................AAGCTTTGTATAATTAACA................. 19 1 1.00 0.26

......................................................AAATTTATTGAAGCTTTG............................ 18 1 1.00 0.03

............................ATAAATTGTACACGGCTTTC.................................................... 20 1 1.00 0.58

..............................AAATTGTACACGGCTTTCGTC................................................. 21 1 1.00 0.14

..........................................................TTATTGAAGCTTTGTATAAA...................... 20 1 1.00 0.03

..............................................................TGAAGCTTTGTATAATTAA................... 19 1 1.00 0.26

..............................................TCGTAAAGAAATTTATTGAAGCTTT............................. 25 1 1.00 0.03

.......................................................AATTTATTGAAGCTTTGTATAATTAA................... 26 1 1.00 0.26

.....................AAAATAAATAAATTGTACACGGC........................................................ 23 1 1.00 0.17

.............................................................TTGAAGCTTTGTATAATTAACTT................ 23 1 1.00 0.26

.........................................GGCTTTCGTAAAGAAATTTATTGAAG................................. 26 1 1.00 0.17

......................................................AAATTTATTGAAGCTTTGTAT......................... 21 1 1.00 0.11

...............................AATTGTACACGGCTTTCGTAAA............................................... 22 1 1.00 0.03

..................................................AAAGAAATTTATTGAAGCTTTGT........................... 23 1 1.00 0.63

...................................................AAGAAATTTATTGAAGCTTTG............................ 21 1 1.00 0.36

.........................................GGCTTTCGTAAAGAAATTTATTGAA.................................. 25 1 1.00 0.17

.........................TAAATAAATTGTACACGGCTTTCGTAA................................................ 27 1 1.00 0.22

.............................................................TTGAAGCTTTGTATAATT..................... 18 1 1.00 0.15

........................................................ATTTATTGAAGCTTTGTATAATT..................... 23 1 1.00 0.09

................................................GTAAAGAAATTTATTGAAGCTTT............................. 23 1 1.00 0.29

............................................................ATTGAAGCTTTGTATAATTTT................... 21 2 0.50 0.17

..............................................................TGAAGCTTTGTATAATTAACT................. 21 2 0.50 0.20

.............................................................TTGAAGCTTTGTATAATTT.................... 19 2 0.50 0.47
Total 128.50 0.47

droMoj3 AGAAAAAACTAAAA-AAAAAAAAAATAAA-CAATTGTACACTGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAAAAAAAAAAA----AACTGA
..............-..............-.(((((((((..(((((.(((((....))))).)))))..)))))))))...........----...... Size Hits Total Norm Total Norm RPM

...........................................................TATTGAAGCTTTGTATAATT..................... 20 1 5.00 0.08

............................A-CAATTGTACACTGCTTTCGTA................................................. 22 1 3.00 0.04

.............................................................TTGAAGCTTTGTATAATTAAA.................. 21 1 1.00 0.23

........................ATAAA-CAATTGTACACTGCTTTCGT.................................................. 25 1 1.00 0.05

..................................................AAAGAAATTTATTGAAGCTTTGT........................... 23 1 1.00 0.05

............................................................ATTGAAGCTTTGTATAATTAT................... 21 1 1.00 0.37

............................A-CAATTGTACACTGCTTTCG................................................... 20 1 1.00 0.37

...........................................................TATTGAAGCTTTGTATAATTA.................... 21 1 1.00 0.02

............................................................ATTGAAGCTTTGTATAATTA.................... 20 1 1.00 0.02

.............................................................TTGAAGCTTTGTATAATTC.................... 19 1 1.00 0.02

..............................CAATTGTACACTGCTTTCGTAA................................................ 22 1 1.00 0.02

...................................................AAGAAATTTATTGAAGCTTTGT........................... 22 1 1.00 0.05

..................................................AAAGAAATTTATTGAAGCTT.............................. 20 1 1.00 0.05

...........................AA-CAATTGTACACTGCTTTCGT.................................................. 22 1 1.00 0.02

...........................................................TATTGAAGCTTTGTATAAT...................... 19 1 1.00 0.02

.............................................................TTGAAGCTTTGTATAATCT.................... 19 5 0.20 0.07
Total 21.20 0.21

droGri2 AGAAA----------------AAAATAAA-CAATTGTACACGGCTTTCGTAAAGAAATTTATCGAAGCTTTGTATAATTAACCAAAAAAAAACAACCTGA
.....----------------........-.(((((((((.((((((.(((((....))))).)))))).)))))))))..................... Size Hits Total Norm Total Norm RPM

...........................AA-CAATTGTACACGGCTTTCGT.................................................. 22 1 2.00 0.03

..............................CAATTGTACACGGCTTTCGTG................................................. 21 1 1.00 0.03

............................A-CAATTGTACACGGCTTTCGTA................................................. 22 1 1.00 0.03

.............................................................TCGAAGCTTTGTATAATTAACT................. 22 1 1.00 0.04

...........................AA-CAATTGTACACGGCTTTCG................................................... 21 1 1.00 0.03
Total 6.00 0.10
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Mohammed et al
Supplementary Figure S11

Supplementary Figure S11: Additional examples of novel sense/antisense miRNA pairs.
 (A) Example of novel sense/antisense miRNA pair from D. willistoni (dwi_62/dwi-98). (B) Example of novel 
sense/antisense miRNA pair from D. ananassae (dan_100/dan_244).   
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dwi_62
CTCTGCGTAGACTCCAATGCCATGGACCATGCTACGTTTCACTTGTAAAATATTACGTAGTTTGGTCCATGGCATTGGAGTCTAGAAGAGAA 
((((...((((((((((((((((((((((.(((((((.................))))))).))))))))))))))))))))))..))))..

Read
Size

Hit
Count

Total
Norm

Total
Norm
RPM

...............AATGCCATGGACCATGCTACGT....................................................... 22 1 498.00 4.96

........................................................GTAGTTTGGTCCATGGCATTG............... 21 1 105.00 0.90

........................................................GTAGTTTGGTCCATGGCATTGG.............. 22 1 92.00 0.92

...............AATGCCATGGACCATGCTACG........................................................ 21 1 33.00 0.28

...............AATGCCATGGACCATGCTACGTT...................................................... 23 1 10.00 0.13

.........................................................TAGTTTGGTCCATGGCATTGGA............. 22 1 8.00 0.10

........................................................GTAGTTTGGTCCATGGCATT................ 20 1 6.00 0.14

.........................................................TAGTTTGGTCCATGGCATTGG.............. 21 1 3.00 0.06

........................................................GTAGTTTGGTCCATGGCATTGC.............. 22 1 3.00 0.11

...............AATGCCATGGACCATGCTACGC....................................................... 22 1 3.00 0.11

...............AATGCCATGGACCATGCTAC......................................................... 20 1 3.00 0.06

........................................................GTAGTTTGGTCCATGGCATTGGT............. 23 1 2.00 0.04

.........................................................TAGTTTGGTCCATGGCATTG............... 20 1 2.00 0.05

........................................................GTAGTTTGGTCCATGGCAT................. 19 1 2.00 0.12

.......................................................CGTAGTTTGGTCCATGGCATTG............... 22 1 1.00 0.06

........................................................GTAGTTTGGTCCATGGCATTT............... 21 1 1.00 0.04

.........................................................TAGTTTGGTCCATGGCATTGC.............. 21 1 1.00 0.04

........................................................GTAGTTTGGTCCATGGCATTGGA............. 23 1 1.00 0.04

................ATGCCATGGACCATGCTACGT....................................................... 21 1 1.00 0.04

..............CAATGCCATGGACCATGCTAC......................................................... 21 1 1.00 0.04

...............AATGCCATGGACCATGCTACGTC...................................................... 23 1 1.00 0.04

...............AATGCCATGGACCATGCTACGTA...................................................... 23 1 1.00 0.04

........................................................GTAGTTTGGTCCATGGCATTGT.............. 22 1 1.00 0.06

dwi_98
TCTCTTCTAGACTCCAATGCCATGGACCAAACTACGTAATATTTTACAAGTGAAACGTAGCATGGTCCATGGCATTGGAGTCTACGCAGAGA 
(((((..((((((((((((((((((((((..((((((..(((((...)))))..))))))..))))))))))))))))))))))...))))) Size Hits Total

Norm
Total
Norm
RPM

...............AATGCCATGGACCAAACTACGT....................................................... 22 1 36.00 0.38

................ATGCCATGGACCAAACTACGT....................................................... 21 1 10.00 0.44

.......................................................CGTAGCATGGTCCATGGCATTG............... 22 1 2.00 0.12

.........................................................TAGCATGGTCCATGGCATTGGT............. 22 1 1.00 0.04

........................................................GTAGCATGGTCCATGGCA.................. 18 1 1.00 0.06

...........................................................GCATGGTCCATGGCATTGGAGT........... 22 1 1.00 0.04

........................................................GTAGCATGGTCCATGGCATTGG.............. 22 1 1.00 0.04

................ATGCCATGGACCAAACTACGTA...................................................... 22 1 1.00 0.06

.........................................................TAGCATGGTCCATGGCATTGGAG............ 23 1 1.00 0.04

dan_100
TATTATCTAATTATCAGTAGAAGCCAAAAGGATGTGAGTATTTTTGAAATCCACCTCCCTTTGGCTTCTACTACTTAATTGGTAATCAAA 
.((((.(((((((..(((((((((((((.(((.(((...............))).))).)))))))))))))...)))))))))))....

Read
Size

Hit
Count

Total
Norm

Total
Norm
RPM

.....................................................CCTCCCTTTGGCTTCTACTACT............... 22 1 99.00 1.35

.....................................................CCTCCCTTTGGCTTCTACTAC................ 21 1 36.00 0.51

...............AGTAGAAGCCAAAAGGATGTG...................................................... 21 1 26.00 0.27

......................................................CTCCCTTTGGCTTCTACTACT............... 21 1 6.00 0.19

......................................................CTCCCTTTGGCTTCTACTAC................ 20 1 5.00 0.16

.....................................................CCTCCCTTTGGCTTCTACTA................. 20 1 5.00 0.10

..............CAGTAGAAGCCAAAAGGATGTG...................................................... 22 1 5.00 0.15

.....................................................CCTCCCTTTGGCTTCTACTACTT.............. 23 1 3.00 0.10

...............AGTAGAAGCCAAAAGGATG........................................................ 19 1 2.00 0.06

.....................................................CCTCCCTTTGGCTTCTACTACTA.............. 23 1 2.00 0.06

...............AGTAGAAGCCAAAAGGATGTGTT.................................................... 23 1 2.00 0.06

...............AGTAGAAGCCAAAAGGATGTC...................................................... 21 1 2.00 0.09

................GTAGAAGCCAAAAGGATGTG...................................................... 20 1 1.00 0.03

.....................................................CCTCCCTTTGGCTTCTACTACC............... 22 1 1.00 0.04

...............AGTAGAAGCCAAAAGGATGTA...................................................... 21 1 1.00 0.06

..............CAGTAGAAGCCAAAAGGATG........................................................ 20 1 1.00 0.06

...............AGTAGAAGCCAAAAGGATGT....................................................... 20 1 1.00 0.20

dan_244
GATTACCAATTAAGTAGTAGAAGCCAAAGGGAGGTGGATTTCAAAAATACTCACATCCTTTTGGCTTCTACTGATAATTAGATAATAC 
.......(((((..((((((((((((((((((.((((.............)))).)))))))))))))))))).))))).........

Read
Size

Hit
Count

Total
Norm

Total
Norm
RPM

...............AGTAGAAGCCAAAGGGAGGTGG................................................... 22 1 24.00 0.37

................GTAGAAGCCAAAGGGAGGTGG................................................... 21 1 4.00 0.06

...............AGTAGAAGCCAAAGGGAGG...................................................... 19 1 4.00 0.12

...............AGTAGAAGCCAAAGGGAGT...................................................... 19 1 4.00 0.12

....................................................ACATCCTTTTGGCTTCTACTG............... 21 1 3.00 0.05

..............TAGTAGAAGCCAAAGGGAGG...................................................... 20 1 3.00 0.18

...............AGTAGAAGCCAAAGGGAGGTGT................................................... 22 1 2.00 0.09

...............AGTAGAAGCCAAAGGGAGGTG.................................................... 21 1 1.00 0.06

...........AAGTAGTAGAAGCCAAAGG.......................................................... 19 1 1.00 0.04

...............AGTAGAAGCCAAAGGGAGGT..................................................... 20 1 1.00 0.03

....................................................ACATCCTTTTGGCTTCTACTGA.............. 22 1 1.00 0.03

..............TAGTAGAAGCCAAAGGGAGGTGG................................................... 23 1 1.00 0.06
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CGGACCTGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGATAGGAAAGGCAAGATAGATCTTAGAAATTCGCCAATTGACCTTTCTAGATTCTAATACTTGCACAAATAATTTTTCAGGCGAACAAAATGGATACAATATACCTGAAATTACGTGT

**************************************************(((((.((((..(((((((.(((.....)))..)))))))..))))...)))))...***************************************************
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Norm Total
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head
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head

M057
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V040
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....................................................................................TTCTAGATTCTAATACTTGCACA................................................... 23 0 1 72.00 72 35 16 14 6 1 0

....................................................................................TTCTAGATTCTAATACTTGCAC.................................................... 22 0 1 53.00 53 30 14 3 6 0 0

....................................................................................TTCTAGATTCTAATACTTGCA..................................................... 21 0 1 36.00 36 22 7 2 5 0 0

...................................................................................TTTCTAGATTCTAATACTTGCAC.................................................... 23 0 1 29.00 29 10 14 3 0 2 0

...................................................................................TTTCTAGATTCTAATACTTGCA..................................................... 22 0 1 29.00 29 12 9 3 5 0 0

...................................................................................TTTCTAGATTCTAATACTTGCACA................................................... 24 0 1 29.00 29 8 6 8 4 2 1

....................................................................................TTCTAGATTCTAATACTTGCACT................................................... 23 1 1 14.00 14 11 2 0 1 0 0

...................................................................................TTTCTAGATTCTAATACTTGCACT................................................... 24 1 1 14.00 14 9 0 3 1 1 0

...................................................................................TTTCTAGATTCTAATACTTGC...................................................... 21 0 1 10.00 10 5 4 0 1 0 0

....................................................................................TTCTAGATTCTAATACTTGCACAA.................................................. 24 0 1 8.00 8 0 5 0 0 2 1

..................................................GCAAGATAGATCTTAGAAAT........................................................................................ 20 0 1 4.00 4 4 0 0 0 0 0

......................................................................TCGCCAATTGACCTTTCTAGATTCT............................................................... 25 0 1 3.00 3 1 2 0 0 0 0

.....................................................................................TCTAGATTCTAATACTTGCACA................................................... 22 0 1 3.00 3 1 2 0 0 0 0

....................................................................................TTCTAGATTCTAATACTTGC...................................................... 20 0 1 3.00 3 1 2 0 0 0 0

......................................................................................CTAGATTCTAATACTTGCACA................................................... 21 0 1 2.00 2 1 1 0 0 0 0

...................................................................................TTTCTAGATTCTAATACTTG....................................................... 20 0 1 2.00 2 0 2 0 0 0 0

...................................................................................TTTCTAGATTCTAATACTTGCAT.................................................... 23 1 1 2.00 2 2 0 0 0 0 0

...................................................................................TTTCTAGATTCTAATACTTGCAA.................................................... 23 1 1 1.00 1 1 0 0 0 0 0

................................................................................ACCTTTCTAGATTCTAATACTTGCACA................................................... 27 0 1 1.00 1 1 0 0 0 0 0

......................................................................TCGCCAATTGACCTTTCTAGATTCTAAT............................................................ 28 0 1 1.00 1 0 1 0 0 0 0

......................................................................TCGCCAATTGACCTTTCTAGATT................................................................. 23 0 1 1.00 1 0 1 0 0 0 0

....................................................................................TTCTAGATTCTAATACTTGCAT.................................................... 22 1 1 1.00 1 1 0 0 0 0 0

......................................................................TCGCCAATTGACCTTTCTAGATTCTAATA........................................................... 29 0 1 1.00 1 0 1 0 0 0
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Species Alignment

droEre2 CGGACCTGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGATAGGAAAGGCAAGATA--------------------G-ATCTTA------G----AAATTCGCCAATTG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCTTTCTAGATTCTAAT-ACTTGCACA---AATAATTTTTCAGGCGAACAAAATGGATACAATATACCTGAAATTACGTGT
droYak3 CGGACCTGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGATAGAAAAGGCAAGCTA--------------------A-ACTTTA------G----AAATTCACTAATTC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCTTTCTAGATTCTAAT-ACTTGCGCA---AATATTTTTCCAGGCGAACAGAATGGATACAATATACCTGAAATTACGTGT
droSec2 CGGACCTGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGACCGAAAAGGCAAGCTA--------------------A-AACTTA------G----TT---------TTG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCTTGCTAGTTTCTTAT-ACTTACACA---AATACTATTTCAGGCGAACAGAATGGATACAATATACCTGAAATTACGTGT
droSim2 CGGACCTGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGATCGAAAAGGCAAGCTA--------------------A-AACTTA------G----TT--------TTTG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCTTACTAGTTTCTTAT-ACTTAAACA---AATACTATTTCAGGCGAACAGAATGGATACAATATACCTGAAATTACGTGT
dm3 CGGACCAGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGATCGAAAAGGCAAGCAA--------------------A-ATCTTA------G----TT---------TTA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCTAACAAGTTTCTTAT-ACTTACGCA---AATGTTATTTCAGGCGAACAGAATGGATACAATATACCTGAAATTACGTGT
droEug1 TGGACCCGATGCACCGTGGTGCTTCTTTGATTCTATGGCTGATAGAAAAGGTGAGTTTTT-----------------TATAATTTATATTTTA----TA-----------------------------------------------------------CCTTTC--------TTCTCCTTTTTCTCAGAAA-----------------------------------------------------------------------TTGTATTTTGTATTCGTACTATGGCTTTCATTGACCTAACTAATTTCTTTTCATTTATGCT---AATATTATTTCAGGTGAACAGAATGGATACAATATACCTGAAATTACGTGT
droBia1 AGGGCCAGATGCACCGTGGTGCTTTTTCGATTCAATGGCAGATAGAAAAGGTGAGCTTTA-----------------TA-GATTT------TC----TG-----------------------------------------------------------CCATACTAGGTGCATGCTCTTTCTCCTTAGAAAGAACTTAAGCATAAAATAGATACAGATTCAAATTCTTCGATTTCCTTTGTATGTTCCTTCGCGCCTACTTTTTGT-TTTTGTATTTG--------------TTGATTTTACTCAC-ATTTTT-CATTACAAA---AATATTATTTCAGGTGAACAGAATGGATACAATATACCTGAAATTACGTGT
droEle1 TGGACCTGATGCACCATGGTGCTTTTTCGATTCAATGGCTGACAGAAAGGGTAAGCTTCT-----------------TA-AGCTC------TG----TT-----------------------------------------------------------CCTCGATG-----------------------------------------------------------------------------------------------------------------------GTTTTG-------------------------GTTAACGCGTAACATTATTGCAGGTGAACAGAATGGATACAATATACCTGAAATTACGTGT
droFic1 CGGACCTGATGCACCATGGTGTTTTTTCGACTCAATGGCTGATAGAAAAGGTAGGCTTTTGTAACTGACCACAAACCAT-AATTC------ATTTATA-------------AAATATAGAATAATCAGCCAGGCTTGTTTGTT--------------------ATAGAAC------------------------------------------CTTGATT---------------------------------------------A--------------------AATTTT-------------------------GTAAACAAATATTATTCTTTTAGGCGAACAGAATGGATACAATATACCTGAAATTACATGT
droKik1 TGGTCCAGATGCTCCATGGTGCTTTTTCGATTCAATGGCTGATAGAAAAGGTAATTAT--------------------T-ATTA-----------------------TTTGATTTTATTTAAT-T---------------TTTTTTATTTACTATTT-------T-------------------------------------------------------------------------------------------------------------------------------------------------------TAAC-------GAAACTTTTCAGGCGAACAGAACGGATACAATATACCTGAAATTACGTGT
droAna3 AGGACCTGATGCACCTTGGTGCTTTTTTGATTCTATGGCCGATAGAAAAGGTAAAAGT--------------------T-C----------TTTTGTA-------------AATCAATGTAAA-C---------------GCT----ATTACCAACTTCGAATTT-------------------------------------------------------------------------------------------------------------------------------------------------------TGGT-------TTATTATTCCAGGTGAACAGAATGGATACAATATACCTGAAATAACTTGC
droBip1 AGGACCTGATGCACCTTGGTGCTTTTTTGATTCTATGGCCGATAGAAAAGGTAAATCC---------------------------------TTCAGTA-------------AAACAAAGTAAAAT---------------GC-ATTAATTACCAACA-------T-------------------------------------------------------------------------------------------------------------------------------------------------------C---AAC---ATTATGATTCCAGGTGAACAGAATGGATACAATATACCTGAAATAACTTGC
dp5 TGGGCCAGATGCACCATGGTGTTTTTTCGATTCAATGGCTGATAGAAAGGGTAAGCTA--------------------C-ATTATA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droPer2 TGGGCCAGATGCACCATGGTGTTTTTTCGATTCAATGGCTGATAGAAAGGGTAAGTTA--------------------C-ATTATA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droMoj3 TGGACCAGATGCTCCTTGGTGTTTTTTTGATTCAATGGCGGACAGAAAAGGTAAATTA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droGri2 AGGACCAGATGCTCCATGGTGTTTCTTTGACTCAATGGCAGATAGAAAAGGTGAAAATCT-----------------AA-AATCC------AC----TT-----------------------------------------------------------TCAAAATTGATT--------------------------------------------------------------------------------------------------------------------------------------CATTATTAA-ATTTG-------ATGATTTTTATAGGTGAAAAGAATGGATATAATATACCTGAAATGATATCC
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 N  Q  E G GACTTTATTGTAAACGCATTCATATTCTTTGAACAATCCAATTTTGATTCTAAAACGAACGG K  R  D  

 N  Q  E G GACTTTATCATAAACAAATTCATATTCTTTGATCATTCCAGTTTTGATTCAAAATCGAACGG K  R  D  

 N  Q  E G GACTTTATCATAAACACATTCATATTCTTTGATCGTTCCAGTTTTGATTCAAAATCGAACGG K  R  D  

 N  Q  E G GACCTTTTTATAAACGCGTTCATAATCTTAGATCTTTCCACTTTTGATTTCAAATCGAACGG K  R  D  

 N  Q  E G GACTTTTTAATAAACACGTTCATAATCTTAGATCTTTCCAGTTTTGATTCTAGATAGAACGG K  R  D  

 N  Q  E G GACCTTATTATAGCTTCAACCATTATCGCAAATGTAACTAAATTTGA---------AAATGG K  R  D  

 N  Q  E G GATTTTCTTTTATACGTATACATTTTACATAGCATAACCAAAGTTTGTTATAA==CGAATGG K  R  D  

 N  Q  E G GATTTTCTTTTATACGTATACATTTTACATAGCATAATCAAAGTTTGTTATAA==TGAATGG K  R  D  

 N  Y  K D G-TTTTACACTAGA----TTTGCCTTTTTTATAACAAACAGTTTTAAGCCTAAAATAAAAGD N  L  D  

 N  K  E G GATATCTTAAAAAT-----TTATATTCTTAAT=================CCAATATATATGG K  R  D  

 N  K  E G GATATTTTTTCATT-----TTATATTTTAATT===============TTCTTTTATAAATGG K  R  D  

 N  K  E G GATATTTTTATAGT-----TTAAATTATTACT=================CTAAAAAAAGTGG K  R  D  

 N  Q  E G GACGTTCTAGCAAACTTCTGTGTAATCTCTC------------------CTGAAGTTAATGG N  R  D  

 N  Q  E G GACTTTTTAACATATTTAATTATTATTACTATGTTATATA---TTTAATTTACA-CTAATGG K  R  D  

 N  K  E G GACTTTTTATGAGCAAAATATAGAAC-----------------------CCA---AGTGTGG K  R  D  
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Supplementary Figure 12. Example of a novel, atypical 3’ tailed mirtron. A 3’ tailed mirtron from D. erecta, 
Der_70. This locus produces a dominant 3p miRNA, which is trimmed by ~13 from the splice acceptor site. 
Note that there is 3’ untemplated uridylation (purple) associated with a subset of Der_70-3p reads. While 
Der_70-5p reads are modest, there are also apparent partially diced products that include the terminal loop 
that phase precisely with the Der_70-5p species, supporting this as a Dicer position. Bottom alignment shows 
that Der_70 tailed mirtron resides in the conserved gene CYLD, and is associated with a non-canonical splice 
“GC” donor in the five melanogaster group species, which is instead a conventional “GT” splice donor in most 
other insects. Note D. willistoni seems to have lost both splice sites.  
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Supplementary Figure S13: Annotation of novel Testes-restricted, recently-evolved, clustered (TRC) miRNA clusters 
identified within D. ananassae. 
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Supplementary Figure S14: Annotation of a novel Testes-restricted, recently-evolved, clustered (TRC) miRNA 
cluster identified in D. willistoni. Tissue code indicates the miRNAs are all highest expressed in male body libraries.
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Supplementary Figure S15: Annotation of novel Testes-restricted, recently-evolved, clustered (TRC) miRNA clusters identi-
fied in obscura group species, D. pseudoobscura and D. persimilis. (A) Genomic organization and small RNA read density of 
orthologous dps_3416 → dps-mir-2536 TRC clusters in D. pseudoobscura and D. persimilis. (B) Genomic organization and 
small RNA read density of orthologous dps-mir-2510 → dps_23 TRC clusters in D. pseudoobscura and D. persimilis. Tissue 
code indicates the miRNAs are all highest expressed in male body/testis libraries. Note that there are also additional copies 
of some of these TRC loci located outside of these clusters.
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Supplementary Figure S16: Annotation of novel Testes-restricted, recently-evolved, clustered (TRC) miRNA clusters identified in virilis clade species. 

A. The dvi_66 → dvi_40 cluster. This cluster has a clear homologs in mojavensis. The small RNA mappings to their respective genomic loci are shown.
B. The dvi_24637 → dvi_197 cluster has clear homologs in D. mojavensis. The small RNA mappings to their respective genomic loci are shown.
C. Annotation of three additional novel Testes-restricted, recently-evolved, clustered (TRC) miRNA clusters identified in virilis clade species. 
The dvi_43 → dvi_207 cluster has two copies in D. virilis (i.e. roughly similar members can be found on scaffold_12723 and scaffold_12963). The other cluster is D. mojavensis dmo_62 and dmo_330.
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D. pseudoobscura
P = 0.087

Non testes−restricted, 
canonical miRNA (21)

Testes−restricted, 
clustered, 

canonical miRNA (52)
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Supplementary Figure S17

Supplementary Figure S17: Expression difference between D. pseudoobscura-specific 
or obscura-group-specific TRC and solo canonical miRNAs. Points reflect the maximum 
expression per locus assessed over all D. pseudoobscura libraries. P-value computed 
from two-tailed Wilcoxon Rank Sum Test. 
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dps_22 Complete Alignment

Species Name Confidence Read alignment Confidence
Notes

dp5 dps_22 confident
TACACCGAGCCCAAGTACTATCTGGGTATGTTGC--------------------------------------------AAGAGAGAATAGTGTTGGCT----CGATCCACCGG-----ATAACATCT--------------------CTCTCTTTGA--C---ACACAGGGGATCTCATTCCGGGCACTTACTG
((......((((.........((..((.(((((.--------------------------------------------((((((((...((((((..(----((......)))-----.)))))).)--------------------))))))))))--)---).))..))...........))))......))

Size Hits
Total
Norm

Total
Norm
RPM

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAG......................... 21 1 369.00 3.22

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAGT........................ 22 1 196.00 1.71

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACA.......................... 20 1 41.00 0.46

..........................................................................................................................CATCT--------------------CTCTCTTTGA--C---ACACAG......................... 22 1 23.00 0.25

............................................................................................................................TCT--------------------CTCTCTTTGA--C---ACACAG......................... 20 1 15.00 0.22

.........................GTATGTTGC--------------------------------------------AAGAGAGAATAGTGT..................................................................................................... 24 1 15.00 0.14

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACAC........................... 19 1 10.00 1.59

............................................................................................................................TCT--------------------CTCTCTTTGA--C---ACACAGT........................ 21 1 10.00 0.13

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAGC........................ 22 1 8.00 0.44

.........................GTATGTTGC--------------------------------------------AAGAGAGAATAGT....................................................................................................... 22 1 8.00 0.09

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAGTT....................... 23 1 7.00 0.09

..........................................................................................................................CATCT--------------------CTCTCTTTGA--C---ACACA.......................... 21 1 7.00 0.32

.........................GTATGTTGC--------------------------------------------AAGAGAGAATAG........................................................................................................ 21 1 7.00 0.61

.........................GTATGTTGC--------------------------------------------AAGAGAGAATAGTGTT.................................................................................................... 25 1 4.00 0.05

.............................................................................................TGGCT----CGATCCACCGG-----ATAAC....................................................................... 21 1 4.00 0.18

..........................................................................................................................CATCT--------------------CTCTCTTTGA--C---ACAC........................... 20 1 3.00 0.04

.........................GTATGTTGC--------------------------------------------AAGAGAGAATAGTG...................................................................................................... 23 1 3.00 0.04

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAGA........................ 22 1 3.00 0.04

.........................GTATGTTGC--------------------------------------------AAGAGAGAATA......................................................................................................... 20 1 2.00 0.56

..............................................................................................................................T--------------------CTCTCTTTGA--C---ACACAGT........................ 19 1 2.00 0.56

............................................................................................................................TCT--------------------CTCTCTTTGA--C---ACACA.......................... 19 1 2.00 0.03

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAA......................... 21 1 1.00 0.28

.........................GTATGTTGC--------------------------------------------AAGAGAGAATAGTT...................................................................................................... 23 1 1.00 0.13

..........................TATGTTGC--------------------------------------------AAGAGAGAATAGTGT..................................................................................................... 23 1 1.00 0.28

..........................TATGTTGC--------------------------------------------AAGAGAGAATAGT....................................................................................................... 21 1 1.00 0.28

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACT.......................... 20 1 1.00 0.28

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACA............................ 18 1 1.00 0.16

..............................................................................................................................T--------------------CTCTCTTTGA--C---ACACAG......................... 18 1 1.00 0.02

.............................................................................................................................CT--------------------CTCTCTTTGA--C---ACACAG......................... 19 1 1.00 0.02

.............................................................................................................................CT--------------------CTCTCTTTGA--C---ACACAGT........................ 20 1 1.00 0.02

.........................GTATGTTGC--------------------------------------------AAGAGAGAAT.......................................................................................................... 19 1 1.00 0.28

..........................TATGTTGC--------------------------------------------AAGAGAGAATAG........................................................................................................ 20 1 1.00 0.28

..........................................................................................................................CATCT--------------------CTCTCTTTGA--C---ACACAC......................... 22 1 1.00 0.08

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAC......................... 21 1 1.00 0.16

............................................................................................................................TCT--------------------CTCTCTTTGA--C---ACACAGA........................ 21 1 1.00 0.28

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAGTTT...................... 24 2 0.50 0.04

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAAT........................ 22 2 0.50 0.14

Total 754.00 6.57

droPer2dpe_77 confident
TACACCGAGCCCAAGTACTATCTGGGTATGTTGC--------------------------------------------AAGAGAGAATAGTGTTGGCT----CGATCCACCGG-----ATAACATCT--------------------CTCTCTTTGA--C---ACACAGGGGATCTCATTCCGGGCACTTACTG
((......((((.........((..((.(((((.--------------------------------------------((((((((...((((((..(----((......)))-----.)))))).)--------------------))))))))))--)---).))..))...........))))......))

Size Hits
Total
Norm

Total
Norm
RPM

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAGT........................ 22 2 124.00 4.18

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAG......................... 21 2 73.50 2.48

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACA.......................... 20 2 9.00 0.33

.........................GTATGTTGC--------------------------------------------AAGAGAGAATAGTGT..................................................................................................... 24 2 8.50 0.31

.........................GTATGTTGC--------------------------------------------AAGAGAGAATAGT....................................................................................................... 22 2 7.00 0.28

..........................................................................................................................CATCT--------------------CTCTCTTTGA--C---ACACAG......................... 22 2 6.50 0.24

..........................................................................................................................CATCT--------------------CTCTCTTTGA--C---ACACA.......................... 21 2 4.00 0.20

.........................GTATGTTGC--------------------------------------------AAGAGAGAATAGTGTT.................................................................................................... 25 2 3.50 0.12

............................................................................................................................TCT--------------------CTCTCTTTGA--C---ACACAGT........................ 21 2 2.50 0.34

............................................................................................................................TCT--------------------CTCTCTTTGA--C---ACACAG......................... 20 2 2.50 0.13

.........................GTATGTTGC--------------------------------------------AAGAGAGAATAG........................................................................................................ 21 2 2.00 0.07

.........................GTATGTTGC--------------------------------------------AAGAGAGAAT.......................................................................................................... 19 2 2.00 0.27

.........................GTATGTTGC--------------------------------------------AAGAGAGAATAGTG...................................................................................................... 23 2 1.50 0.05

..........................................................................................................................CATCT--------------------CTCTCTTTGA--C---ACAC........................... 20 2 1.50 0.06

............................................................................................................................TCT--------------------CTCTCTTTGA--C---ACACAGTT....................... 22 2 1.00 0.14

..........................................................................................................................CATCT--------------------CTCTCTTTGA--C---ACACAGT........................ 23 2 1.00 0.05

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACAC........................... 19 2 1.00 0.39

.............................................................................................TGGCT----CGATCCACCGG-----ATAAC....................................................................... 21 2 1.00 0.14

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAGTT....................... 23 2 1.00 0.21

.........................GTATGTTGC--------------------------------------------AAGAGAGAATAGC....................................................................................................... 22 2 1.00 0.04

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAT......................... 21 2 1.00 0.04

..............................................................................................................................T--------------------CTCTCTTTGA--C---ACACAGT........................ 19 2 1.00 0.14

..............................................................................................................................T--------------------CTCTCTTTGA--C---ACACAG......................... 18 2 1.00 0.14

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAA......................... 21 2 0.50 0.03

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAGA........................ 22 2 0.50 0.19

...........................ATGTTGC--------------------------------------------AAGAGAGAATAGTGT..................................................................................................... 22 2 0.50 0.10

..........................TATGTTGC--------------------------------------------AAGAGAGAATAGTGTT.................................................................................................... 24 2 0.50 0.10

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAGG........................ 22 2 0.50 0.10

.........................GTATGTTGC--------------------------------------------AAGAGAGAATAA........................................................................................................ 21 2 0.50 0.10

.........................GTATGTTGC--------------------------------------------AAGAGAGAATAGTGA..................................................................................................... 24 2 0.50 0.19

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACAGC........................ 22 2 0.50 0.19

...........................................................................................................................ATCT--------------------CTCTCTTTGA--C---ACACACT........................ 22 6 0.17 0.04

Total 261.17 4.03

droWil2 FALSE
TACACCGAACCGAAATATTATTTGGGTAAGCT------CG---ATTTA------------------------------------GAAACTCGTAAATT----TTATGTATTCT-----A-------------------TATTCGTAT--TCCTTTG-------GTTTAGGTGATCTCATTCCTGGCACATATTG
..(((((((((((..........(((.((...------((---(..((------------------------------------(((...(((((...----)))))..))))-----)-------------------...)))..)--)))))))-------)))).))))......................

Size Hits
Total
Norm

Total
Norm
RPM

No Reads

droVir3dvi_17904confident
TACACCGAGCCCAAATACTATCTGGGTAAGTG------GG---C----------------------------------C------------GCAAGTTGAAAC------------------------CCAGACTTTTATACTTGAAC-----CCCA--CTT---CACAGGCGACCTAATACCGGGCACCTATTG
((.......(((........((((...(((((------((---.----------------------------------.------------.(((((..(((.------------------------.......)))..)))))...-----))))--)))---..))))............))).......))

Size Hits
Total
Norm

Total
Norm
RPM

........................................................................................................................................TATACTTGAAC-----CCCA--CTT---CACA.......................... 22 1 38.00 0.63

........................................................................................................................................TATACTTGAAC-----CCCA--CTT---CAC........................... 21 1 36.00 0.59

........................................................................................................................................TATACTTGAAC-----CCCA--CTT---CA............................ 20 1 34.00 0.66

........................................................................................................................................TATACTTGAAC-----CCCA--CTT---CACAG......................... 23 1 14.00 0.29

.......................................................................................................................................TTATACTTGAAC-----CCCA--CTT---CA............................ 21 1 9.00 0.20

........................................................................................................................................TATACTTGAAC-----CCCA--CTT---CACAGT........................ 24 1 8.00 0.45

.....................................................................................................AC------------------------CCAGACTTTTATACTTGAAC-----CCC....................................... 25 1 8.00 2.24

.......................................................................................................................................TTATACTTGAAC-----CCCA--CTT---CAC........................... 22 1 7.00 0.12

.....................................................................................................AC------------------------CCAGACTTTTATACTTGAAC-----CC........................................ 24 1 5.00 0.55

.....................................................................................................AC------------------------CCAGACTTTTATACTTGAAC-----CCCA--.................................... 26 1 5.00 0.33

.....................................................................................................AC------------------------CCAGACTTTTATACTTGAAC-----CCCA--CT.................................. 28 1 5.00 0.30

.......................................................................................................................................TTATACTTGAAC-----CCCA--CTT---CACA.......................... 23 1 2.00 0.34

.......................................................................................................................................TTATACTTGAAC-----CCCA--CTT---CACAG......................... 24 1 2.00 0.44

........................................................................................................................................TATACTTGAAC-----CCCA--CTT---C............................. 19 1 2.00 0.38

.....................................................................................................AC------------------------CCAGACTTTTATACTTGAAC-----C......................................... 23 1 1.00 0.28

........................................................................................................................................TATACTTGAAC-----CCCA--CTT---.............................. 18 1 1.00 0.63

.........................................................................................................................................ATACTTGAAC-----CCCA--CTT---CACA.......................... 21 1 1.00 0.03

.......................................................................................................................................TTATACTTGAAC-----CCCA--CTT---CACAA......................... 24 1 1.00 0.29

.....................................................................................................AC------------------------CCAGACTTTTATACTTGAAC-----CCCA--C................................... 27 1 1.00 0.28

.........................................................................................................................................ATACTTGAAC-----CCCA--CTT---CACAGT........................ 23 1 1.00 0.63

.........................GTAAGTG------GG---C----------------------------------C------------GCAAGTTGA.............................................................................................. 20 1 1.00 0.48

........................................................................................................................................TATACTTGAAC-----CCCA--CTT---CC............................ 20 1 1.00 0.58

.......................................................................................................................................TTATACTTGAAC-----CCCA--CTT---C............................. 20 1 1.00 0.26

......................................................................................................C------------------------CCAGACTTTTATACTTGAAC-----CCCA--.................................... 25 1 1.00 0.28

..........................................................................................................................................TACTTGAAC-----CCCA--CTT---CACAG......................... 21 1 1.00 0.94

Total 186.00 1.89

droMoj3 FALSE
TACACAGAACCCAAATATTATCTGGGTAAGCG------GA----TTTT------------------------------------GAATCA--CATCTC----TCAAGTCTCCTCGCTTA-------------------TAT-CGAAATCTTCT-----------TTCAGGTGATCTTATACCAGGCACCTACTG
....(((..((((.........))))((((((------((----.(((------------------------------------((....--......----)))))..)))..)))))-------------------...-.((((.....)-----------)))(((((.(((......)))))))).)))

Size Hits
Total
Norm

Total
Norm
RPM

No Reads

droGri2 FALSE
------------------------------------------------------------------------------------------------------------------------AATATCA--------------------TCCACTTTAATCTTTTGCACAGGCGACCTCATCCCGGGCACATATTG
------------------------------------------------------------------------------------------------------------------------.......--------------------...............(((...((.((.....))))..))).......

Size Hits
Total
Norm

Total
Norm
RPM

No Reads

droAna3 FALSE
TACACTGAGCCCAAATACTATCTAGGTGAGTC------TC---ATACAGCTCTCAACAACTCATTAAGTACAATTTGCAA---------GTGTTTGTC----TGAT--------------------T--------------------CTGACTCTG--ATT---CGCAGGTGACCTTATTCCGGGGACCTACTG
((.......(((.............(((((((------..---...(((...(((((((..((((..(((.....))).)---------))).)))).----))).--------------------.--------------------))).....)--)))---)))...............))).......))

Size Hits
Total
Norm

Total
Norm
RPM

No Reads

dm3 FALSE
------------GAGTATGCACTGGGCATGTCCCCACAGTAGAATGTC---CTTAA----------------------------------------------TGGTTAATTGA-----ATATTATT-TCTGACTGTGACATCTGCCT-----TCCG--CTT---TCCAGGTGACCTCATACCCGGAACGTACTG
------------.((((((..(((((.(((....((((((((((.((.---.((((----------------------------------------------(.....)))))-----..))...)-))).)))))).((((((...-----....--...---..))))))....))).)))))..)))))).

Size Hits
Total
Norm

Total
Norm
RPM

.........................................................................................................TTAATTGA-----ATATTATT-TCT................................................................ 19 1 2.00 0.56

Total 2.00 0.56

droSim2dsi_25220FALSE
----------------------------------------------------------------------------------------------------------------------------------------GACATCTGCCT-----TTCG--CTT---TCCAGGTGACCTCATACCCGGAACGTACTG
----------------------------------------------------------------------------------------------------------------------------------------...........-----...(--(.(---(((.((((......)))).)))).))....

Size Hits
Total
Norm

Total
Norm
RPM

No Reads

Mohamed et al
Supplementary Figure S22

Supplementary Figure S22: Examples of mirtrons with atypical emergence and decay patterns. Expression 
profiles and mirtron alignments are shown per example to highlight the non-clade specificity of mirtron presence. 
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dvi_400 Complete Alignment

Species Name Confidence Read alignment Confidence
Notes

droVir3dvi_400confident
CTGCACCTCATCACTCACCAAGTAAGT----AGA---------------------------G---AGAGAT------CTAT------------------------------------------ATTCGATTAAACTAG---TAGTTTATATGGTTT---CTCTCTGCCAGGTGCCATCAGCTGTTTGTCAACTAT
..((((((....(((.....)))..((----(((---------------------------(---(((((.------((((------------------------------------------((..(((((......---))))).)))))))))---)))))))).)))))).....................

Size Hits
Total
Norm

Total
Norm
RPM

..................................................................................................................................................TATATGGTTT---CTCTCTGCCAGT........................ 22 1 272.00 1.98

..................................................................................................................................................TATATGGTTT---CTCTCTGCCAGA........................ 22 1 40.00 0.48

..................................................................................................................................................TATATGGTTT---CTCTCTGCCA.......................... 20 1 38.00 0.65

..................................................................................................................................................TATATGGTTT---CTCTCTGCCAG......................... 21 1 18.00 0.37

.....................GTAAGT----AGA---------------------------G---AGAGAT------CTAT------------------------------------------AT...................................................................... 22 1 4.00 0.33

.....................GTAAGT----AGA---------------------------G---AGAGAT------CTAT------------------------------------------A....................................................................... 21 1 3.00 0.35

..................................................................................................................................................TATATGGTTT---CTCTCTGCCAGG........................ 22 1 3.00 0.40

.................................................................................................................................................TTATATGGTTT---CTCTCTGCCA.......................... 21 1 2.00 0.33

.................................................................................................................................................TTATATGGTTT---CTCTCTGCCAG......................... 22 1 2.00 0.73

..................................................................................................................................................TATATGGTTT---CTCTCTGCCAGC........................ 22 1 2.00 0.56

.....................GTAAGT----AGA---------------------------G---AGAGAT------CT.................................................................................................................... 18 1 2.00 0.73

.....................GTAAGT----AGA---------------------------G---AGAGAT------CTAT------------------------------------------ATT..................................................................... 23 1 2.00 0.36

..................................................................................................................................................TATATGGTTT---CTCTCTGCCATT........................ 22 1 1.00 0.29

....................................................................................................................................................TATGGTTT---CTCTCTGCCAGT........................ 20 1 1.00 0.36

.........................GT----AGA---------------------------G---AGAGAT------CTAT------------------------------------------ATTCGA.................................................................. 22 1 1.00 0.26

..................................................................................................................................................TATATGGTTT---CTCTCTGCCAGTA....................... 23 1 1.00 0.26

..................................................................................................................................................TATATGGTTT---CTCTCTGCCACT........................ 22 1 1.00 0.36

.....................GTAAGT----AGA---------------------------G---AGAGAT------CTAT------------------------------------------........................................................................ 20 1 1.00 0.58

...................................................................................................................................................ATATGGTTT---CTCTCTGCCA.......................... 19 1 1.00 0.03

.....................GTAAGT----AGA---------------------------G---AGAGAT------CTA................................................................................................................... 19 1 1.00 0.94

Total 396.00 2.81

droMoj3 FALSE
CTGCACCTCATCACTCACCAAGTAAGT----AG--CTT-----------------------A---ATCACCATATATACATAT----------------------------------------ATTTGATT-------CTTGAT--CA----AATCTTCCATTCGACCAGGTGCCATCAGTTGTATGTCAACTAT
.........................((----((--...-----------------------.---............((((((----------------------------------------(.(((((.-------((((.(--(.----(((.....))).)).))))....))))).)))))))...))))

Size Hits
Total
Norm

Total
Norm
RPM

No Reads

droGri2 FALSE
CTGCACCTCATCACTCACAAAGTAAGT----AG--ACTAATCCTTTACCAAATCATTAAATG---AGA--T---TCGTAATA-AATCCATCACCAATCATTTAAATGAAATTACCAATAATCCCAATAATT----------------------------CTGACCAACAGGTGCCATCAGTTGTTTGTCAACTAT
..((((((.................((----((--(.......)))))....((((((((((---(..--.---........-.............)))))).))))).......................----------------------------.........))))))....(((((.....)))))..

Size Hits
Total
Norm

Total
Norm
RPM

No Reads

droWil2 FALSE
TTGCACCTCATCACTCACCAAGTAGGT----TCAGCTAAAGTA----C----------C--G-----------ATAACCATAT----------------------------------------TTCTCT--AATTTAACTTGGG--CG----A-CTTCTTTTTTTCTTAGGTGCCATCAGTTGTTTGTCAACTAT
.....................((((..----.(((((...(((----(----------(--(-----------(.........----------------------------------------.(((((--((......)))))--.)----)-..........))...)))))....)))))........))))

Size Hits
Total
Norm

Total
Norm
RPM

...........................................................................................................................................TTGGG--CG----A-CTTCTTTTTTTCT............................ 21 1 1.00 0.04

Total 1.00 0.04

dp5 FALSE
CTGCACCTCATCACTCACCAAGTAAGT----GAG-AAG-----------------------A---GTAGGCCTATTGTAATCC----------------------------------------AATCGATT-------CT-GATTCCATATCGATTCC--AT-GTACCAGGTGCCATCAGTTGTTTGTCAACTAT
((((..((..(((((.((...)).)))----)).-.))-----------------------.---))))((((...(((....----------------------------------------(((((((.-------.(-(....)).)))))))..--..-.))).))))......(((((.....)))))..

Size Hits
Total
Norm

Total
Norm
RPM

No Reads

droPer2 FALSE
CTGCACCTCATCACTCACTAAGTAAGT----GA------------------------------------------------------------------------------------------------------------------------------------------------------------------
..........(((((.((...)).)))----))------------------------------------------------------------------------------------------------------------------------------------------------------------------

Size Hits
Total
Norm

Total
Norm
RPM

No Reads

droAna3 FALSE
CTGCACCTCATCACTCACCAAGTAAGGCTCTTCAG----AG--------------------GATAATAAG-----------AA----------------------------------------GTCCTG------------------AAACTAACTC-ACAAA-TTTCAGGTGCCATCAGTTGTTTGTCAACTAC
..((((((............(((.((..((.....----((--------------------(((......-----------..----------------------------------------))))))------------------)..)).))).-.....-....))))))....(((((.....)))))..

Size Hits
Total
Norm

Total
Norm
RPM

No Reads

dm3 FALSE
CTGCACATCATCACTCACCAAGTGGGT----A-T------------------------C--G---ATATGCCTGATTATATCT-------------------------------------------A-------------------CATACTAACTCCTCTTATGTCCAGGTGCCATCAGTTGTTTGTCAACTAT
.....................((((..----.-.------------------------.--(---(((.((((((...(((((-------------------------------------------(-------------------((((...........)))))..)))))...))))..)).))))..))))

Size Hits
Total
Norm

Total
Norm
RPM

..............TCACCAAGTGGGT----A-T------------------------C--G---ATATG............................................................................................................................. 22 1 1.00 0.68

....................................................................................................................................................TACTAACTCCTCTTATGTCCAG......................... 22 1 1.00 0.28

Total 2.00 0.40

droSim2 FALSE
CTGCACCTCATCACTCACCAAGTGAGT----GTT------------------------T--G---ATATGCCTGATTATATCT-------------------------------------------A-------------------CATACTAACTCCTCTTA-TCCCAGGTGCCATCAGTTGTTTGTCAACTAT
..((((((...(((((((...))))))----)..------------------------.--(---(((((......)))))).-------------------------------------------.-------------------.................-....))))))....(((((.....)))))..

Size Hits
Total
Norm

Total
Norm
RPM

..................................................................................................................................................CATACTAACTCCTCTTA-TCCCAG......................... 23 1 2.00 0.10

..............................................................................................................................A-------------------CATACTAACTCCTCTTA-TCCCAG......................... 24 1 2.00 0.14

..........................................................................................................................................................................GTGCCATCAGTTGTTTGTC...... 19 1 1.00 0.07

Total 5.00 0.14

droSec2 FALSE
CTGCACCTCATCACTCACCAAGTTAGT----GCT------------------------T--G---CTATGCCTGATTATATAT----------------------------------------AT----------------------TAACTAATTCCTCTTATGTCCAGGTGCCATCAGTTGTTTGTCAACTAT
..((((((.((((..((.(((((....----)))------------------------)--)---...))..))))...((((----------------------------------------(.----------------------..............)))))..))))))....(((((.....)))))..

Size Hits
Total
Norm

Total
Norm
RPM

No Reads

droYak3dya_707candidate-
rescued

CTGCACCTCATCACTCACCAAGTGGGT----CCT------------------------T--C---ATTTGCCTGTTTATATAC----------------------------------------TTTTGT-----------------TGTAAATGTTGGTCTTATTCACAGGTGCCATCAGTTGTTTGTCAACTAT
..((((((....((((((...))))))----((.------------------------.--(---((((((............----------------------------------------......-----------------.)))))))..))..........))))))....(((((.....)))))..

Size Hits
Total
Norm

Total
Norm
RPM

....................................................................................................................................................TAAATGTTGGTCTTATTCACA.......................... 21 1 31.00 0.93

....................................................................................................................................................TAAATGTTGGTCTTATTCACG.......................... 21 1 2.00 0.34

....................................................................................................................................................TAAATGTTGGTCTTATTCAC........................... 20 1 2.00 0.06

....................................................................................................................................................TAAATGTTGGTCTTATTCACT.......................... 21 1 1.00 0.17

Total 36.00 1.08

Candidate
because:
[MIRTRON
STAR OR URI]
< 3 star
reads, or no
loop or
uridylated
reads

Rescued
because:
[TOTAL-RES]
Total reads
> 10
[DOM-RES]
Dominant
reads are
conserved in
start
position
(+/- 1nt)
[MIRTRON
SYNTHENY] At
least one
other
confident or
candidate
annotation

droEre2 FALSE
CTGCACCTCATCACTCACCAAGTCGGT----CCT------------------------C--A---GTACGCCTTATTATATAC----------------------------------------ATTA-------------------TATACATATTCGCCTTACTCCCAGGTGCCATCAGTTGTTTGTCAACTAT
..((((((........(((.....)))----...------------------------.--(---(((.((..(((((((((.----------------------------------------..))-------------------)))).)))...))..))))...))))))....(((((.....)))))..

Size Hits
Total
Norm

Total
Norm
RPM

No Reads

Generated: 08/02/2016 at 02:09 AM
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dse_121 Complete Alignment

Species Name Confidence Read alignment Confidence
Notes

droSec2dse_121 confident
GTAACGCCCATGTGGCGCAGCAAACGTGAGTTGAGACTTCC-------------------------------------------TTAGTTAGTATTTATAT--------TCCTAA---GTAA-CCCTCAACGTTGCAGGTTCCGATCTAGTGCCCGGCATCCT
.....(((.....(((((((..(((.((.((((((..((.(-------------------------------------------((((..((((....)))--------).))))---).))-..))))))....)).))).....)).))))).))).....

Size Hits Total
Norm

Total
Norm
RPM

.........................GTGAGTTGAGACTTCC-------------------------------------------TTAGT.......................................................................... 21 1 66.00 0.95

................................................................................................................TAA---GTAA-CCCTCAACGTTGCAGT........................ 23 1 21.00 0.30

................................................................................................................TAA---GTAA-CCCTCAACGTTGCAG......................... 22 1 6.00 0.12

.........................GTGAGTTGAGACTTCC-------------------------------------------TTAG........................................................................... 20 1 3.00 0.16

.................................................................................................................AA---GTAA-CCCTCAACGTTGCAGT........................ 22 1 2.00 0.10

.........................GTGAGTTGAGACTTCC-------------------------------------------TTAGC.......................................................................... 21 1 2.00 0.11

.........................GTGAGTTGAGACTTCC-------------------------------------------TTAGTT......................................................................... 22 1 2.00 0.06

................................................................................................................TAA---GTAA-CCCTCAACGTTGC........................... 20 1 2.00 0.12

Total 104.00 1.50

droSim2 FALSE
GTAACGCCCATGTGGCGCAGCAAACGTGAGTTAAGACTTCC-------------------------------------------TTAGTTAGTATTTATAT--------TCCTAT---GTAA-CCCTCAACGTTGCAGGTTCCGATCTAGTGCCCGGCATCCT
....((((.....))))..((((.(((((((((((.....)-------------------------------------------)))).......((((((--------....))---))))-..))).))))))).(((.(((..........))).)))..

Size Hits
Total
Norm

Total
Norm
RPM

No Reads

dm3 FALSE
GTAACGCCCATGTGGCGCAGCAAACGTGAGTTGAGACTTCC-------------------------------------------TTGATTAGTATTTATAT--------TCCTAA---GTTA-CCTTCAACGTTGCAGGTTCCGATCTAGTGCCTGGCATCCT
((..((((.....))))..)).((((((((....(((((..-------------------------------------------..((.((.......)).--------))..))---))).-..))).))))).(((((...........))))).......

Size Hits
Total
Norm

Total
Norm
RPM

No Reads

droEre2 FALSE
GTAACGCCCATGTGGCGCAGCAAACGTGAGTTGCGACTTCC-------------------------------------------TTAGCTGTTGTATGCAT--------TCCCAA---GTAA-CCCT---CTTTGCAGGTTCCGATCTAGTGCCCGGAATCCT
.((((((......((((((((........)))))).))...-------------------------------------------...)).))))..((((.--------......---....-....---...))))(((((((..........)))))))..

Size Hits Total
Norm

Total
Norm
RPM

No Reads

droYak3dya_1168confident
GTAACGCCCATGTGGCGCAGCAAACGTGAGTTGAGACTTCC-------------------------------------------TTAGCTATTGTATAGGT--------TCCTAA---GTAA-CCCTCAACGCTGCAGGTTCCGATCTAGTGCCCGGAATCCT
.....(((.....)))(((((........((((((..((.(-------------------------------------------((((..(((.....)))--------..))))---).))-..))))))))))).(((((((..........))))))).. Size Hits

Total
Norm

Total
Norm
RPM

.........................GTGAGTTGAGACTTCC-------------------------------------------TTAGC.......................................................................... 21 1 66.00 0.79

................................................................................................................TAA---GTAA-CCCTCAACGCTGCAG......................... 22 1 8.00 0.11

..........................TGAGTTGAGACTTCC-------------------------------------------TTAGC.......................................................................... 20 1 4.00 0.15

.........................GTGAGTTGAGACTTCC-------------------------------------------TTAGCT......................................................................... 22 1 4.00 0.15

................................................................................................................TAA---GTAA-CCCTCAACGCTGCAGC........................ 23 1 3.00 0.14

................................................................................................................TAA---GTAA-CCCTCAACGCTGCAGT........................ 23 1 3.00 0.06

.................................................................................................................AA---GTAA-CCCTCAACGCTGCAG......................... 21 1 1.00 0.04

Total 89.00 1.06

droAna3 FALSE
GTCACGCCCATGTGGCGCAGCAAACGTAAGTCCAGGCGTCCATCGGGAGGGTCTCTAATCAT---------------------------GAAACTGA-------------------------CTATACATCCTTTTAGGTTCCGATTTAGTACCTGGTATCCT
......((((((.(((((.....((....))....)))))))).)))(((..((..((((..---------------------------((..((((-------------------------............))))..)).)))).))..)))........

Size Hits Total
Norm

Total
Norm
RPM

No Reads

dp5 FALSE
GTCACGCCCATGTGGCGCAGCAAGCGTGAGTT------------------------------TTGCGAGTCCTGCTCCATTCCCCTGT----CATAT--------GATT-------------CCTCTCAACCTTCCAGGCTCCGATCTAGTGCCTGGGATCCT
........((((((((((((....(((((...------------------------------)))))....))))...........))----)))))--------)...-------------..........((((((((...........)))))))).... Size Hits

Total
Norm

Total
Norm
RPM

No Reads

droPer2 FALSE
ATCAAGCCGATGTGGCACAGCAAAAGTGAGTTGCTCTTGCA-----------------TATTTTGGAAACCTTAAAATGTTTATTCAT----GTTAT--------CCCC-------------CCCTTCCTCCCATTAGAAACCGATCTCATTCCCGGCCTGGG
.(((.((((..((((((.(((((.......)))))..)))(-----------------((((((((.....)))))))))........----.....--------....-------------..............(((......))))))...)))).))).

Size Hits Total
Norm

Total
Norm
RPM

No Reads

droWil2 FALSE
GTCACGCCCATGTGGCGTAGTAAACGTAAGTTCCGTACTCCAAAGAAATGATTTTGAGTGAT---------------------------TTGACCTT-------------------------TGACCTTTATTTATAGGATCCGATTTAGTGCCTGGCATATT
...(((((.....))))).......(((.(((..(((((.(((((....((((......)))---------------------------)....)))-------------------------)).(((........))).........)))))..))).))). Size Hits

Total
Norm

Total
Norm
RPM

No Reads

droVir3 FALSE
GTAATACCCATGTGGCACAGCAAACGTGAGTCGCTGGC---AAAGCAGCTAAATCTAATCCT----------------------TTAGCTGACAAGTGCGC--------TTC------------------TCTTGCAGGCTCCGATCTGGTGCCTGGTGTCTT
..((....(((..(((((((....((.(((((((..((---(...((((((((........)----------------------))))))).....)))..--------...------------------....)).)))))))..))).))))..)))..))

Size Hits Total
Norm

Total
Norm
RPM

GTAATACCCATGTGGCACAGCA............................................................................................................................................. 22 1 1.00 0.03

...........................GAGTCGCTGGC---AAAGCAG................................................................................................................... 18 1 1.00 0.35

Total 2.00 0.06

droMoj3 FALSE
GTAATACCCATGTGGCGCAGTAAACGTAAGCGAGAGCA---------ATCA---------------------------------TTGATTTCCTCTTCTCT--------CCCTACTCCAGCA-CTTTCCTCGTTCTAGGCTCTGATCTGTTGCCCGGTATTTT
..((......((.(((((((............(((((.---------....---------------------------------.(((.............--------.............-......)))......)))))...)))).))))).....))

Size Hits
Total
Norm

Total
Norm
RPM

No Reads

droGri2 FALSE
GTGTTGCCCTTGTGGCGCAGCAAGCGTGAGTTGAAGTCATC-------------------------------------------TATTCCAATACTGCAGTTCTTAT--TTAC-------AA-TTCTTCAATTTTCAGGCTCCGATCTTGTGCCTGGCGTGCT
.((((((((....)).)))))).(((((((((((((.....-------------------------------------------.........((....))......--....-------..-..))))))))).(((((...........)))))))))...

Size Hits
Total
Norm

Total
Norm
RPM

...........GTGGCGCAGCAAGCGTGC...................................................................................................................................... 18 1 1.00 0.03

...........GTGGCGCAGCAAGCGTGCTG.................................................................................................................................... 20 12 0.08 0.00

Total 1.08 0.02
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dps_15 Complete Alignment

Species Name Confidence Read alignment Confidence
Notes

dp5 dps_15 confident
ACCTATCATGATCTGGGCCTAAACTGTGAGTACTGTTCTT---------------------TAAACTGA------AGTAAGCTCCAGTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAGATGCCACCAGCTTCGCTGGCTTCTT
...............(((......(((((((((((((((.---------------------...((((.------((....)).))))...)))))).))------------------------------))))-----------------------------------------------------------------------------------))).....))).(((((...)))))......

Size Hits Total
Norm

Total
Norm
RPM

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACA.......................... 23 1 1524.00 12.39

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAG......................... 24 1 440.00 3.49

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAC........................... 22 1 425.00 4.71

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCA............................ 21 1 288.00 2.58

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACA.......................... 22 1 239.00 2.33

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAC........................... 21 1 138.00 1.35

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAG......................... 23 1 84.00 0.82

.........................GTGAGTACTGTTCTT---------------------TAAACTG.................................................................................................................................................................................... 22 1 78.00 0.66

.........................GTGAGTACTGTTCTT---------------------TAAACTGA------AG........................................................................................................................................................................... 25 1 70.00 0.79

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCA............................ 20 1 38.00 0.42

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAA......................... 24 1 34.00 0.43

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GC............................. 20 1 30.00 0.38

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAA........................... 22 1 25.00 0.29

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACC.......................... 23 1 23.00 0.26

.........................GTGAGTACTGTTCTT---------------------TAAACTGA------A............................................................................................................................................................................ 24 1 22.00 0.25

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAGT........................ 25 1 20.00 0.24

.........................GTGAGTACTGTTCTT---------------------TAAACT..................................................................................................................................................................................... 21 1 18.00 0.17

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACT.......................... 23 1 17.00 0.19

........................................................................................CTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACA.......................... 21 1 16.00 0.24

.........................GTGAGTACTGTTCTT---------------------TAAACTGA------............................................................................................................................................................................. 23 1 13.00 0.15

.........................................................................................TTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACA.......................... 20 1 13.00 0.14

.........................GTGAGTACTGTTCTT---------------------TAAACTGA------AGTA......................................................................................................................................................................... 27 1 10.00 0.13

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAA......................... 23 1 8.00 0.11

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------G.............................. 19 1 7.00 0.10

..........................TGAGTACTGTTCTT---------------------TAAACTG.................................................................................................................................................................................... 21 1 7.00 0.10

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAA........................... 21 1 6.00 0.09

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACT.......................... 22 1 6.00 0.08

.........................GTGAGTACTGTTCTT---------------------TAAAC...................................................................................................................................................................................... 20 1 5.00 0.06

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACTT......................... 24 1 5.00 0.07

........................................................................................CTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAC........................... 20 1 5.00 0.07

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAGT........................ 24 1 5.00 0.07

.........................GTGAGTACTGTTCTT---------------------TAAACTGA------AGTAA........................................................................................................................................................................ 28 1 4.00 0.05

........................................................................................CTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAG......................... 22 1 4.00 0.06

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAC......................... 24 1 4.00 0.05

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACC.......................... 22 1 4.00 0.05

.........................................................................................TTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAG......................... 21 1 4.00 0.06

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GT............................. 20 1 3.00 0.04

..........................................................................................TAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACA.......................... 19 1 3.00 0.04

..........................TGAGTACTGTTCTT---------------------TAAACT..................................................................................................................................................................................... 20 1 3.00 0.04

.....................................................................................AGTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAC........................... 23 1 3.00 0.04

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAGA........................ 25 1 3.00 0.04

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACCA......................... 23 1 2.00 0.03

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAT......................... 23 1 2.00 0.03

..........................TGAGTACTGTTCTT---------------------TAAAC...................................................................................................................................................................................... 19 1 2.00 0.03

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAT......................... 24 1 2.00 0.03

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACCA......................... 24 1 2.00 0.03

...........................................................................AGTAAGCTCCAGTCTTAGAATACGT------------------------------GCT................................................................................................................... 28 1 2.00 0.03

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAT........................... 22 1 2.00 0.03

..........................................................................................TAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAC........................... 18 1 2.00 0.03

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GC............................. 19 1 1.00 0.02

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACCT......................... 23 1 1.00 0.02

..................................GTTCTT---------------------TAAACTGA------AGTAAGCTCC................................................................................................................................................................... 24 1 1.00 0.16

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCATT.......................... 22 1 1.00 0.02

.........................GTGAGTACTGTTCTT---------------------TAAACTGT------............................................................................................................................................................................. 23 1 1.00 0.13

.....................................................................................AGTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAG......................... 25 1 1.00 0.02

...........................................................................................AGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAT......................... 19 1 1.00 0.02

..................................................................................TCCAGTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCA............................ 25 1 1.00 0.02

........................................................................................CTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACC.......................... 21 1 1.00 0.02

.........................................................................................TTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAC........................... 19 1 1.00 0.02

.................................................................................CTCCAGTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GC............................. 25 1 1.00 0.16

..................................................................................TCCAGTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAG......................... 28 1 1.00 0.02

............................................................................GTAAGCTCCAGTCTTAGAATACGT------------------------------GC.................................................................................................................... 26 1 1.00 0.08

........................................................................................CTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCA............................ 19 1 1.00 0.02

.........................................................................................TTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACC.......................... 20 1 1.00 0.02

...................................................................................CCAGTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------G.............................. 22 1 1.00 0.11

........................................................................................CTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAA......................... 22 1 1.00 0.02

.................................................................................CTCCAGTCTTAGAATACGT------------------------------GC.................................................................................................................... 21 1 1.00 0.08

.............................GTACTGTTCTT---------------------TAAACTGA------A............................................................................................................................................................................ 20 1 1.00 0.02

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAGC........................ 25 1 1.00 0.08

.........................GTGAGTACTGTTCTT---------------------TAAACTGA------AGTAAA....................................................................................................................................................................... 29 1 1.00 0.02

..........................TGAGTACTGTTCTT---------------------TAAACTA.................................................................................................................................................................................... 21 1 1.00 0.02

...........................................................................AGTAAGCTCCAGTCTTAGA.......................................................................................................................................................... 19 1 1.00 0.02

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCATT.......................... 23 1 1.00 0.02

..........................TGAGTACTGTTCTT---------------------TAAACTGA------AG........................................................................................................................................................................... 24 1 1.00 0.02

........................................................................................CTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAT......................... 22 1 1.00 0.02

...........................GAGTACTGTTCTT---------------------TAAACTGA------A............................................................................................................................................................................ 22 1 1.00 0.02

..........................TGAGTACTGTTCTT---------------------TAAACTGA------A............................................................................................................................................................................ 23 1 1.00 0.02

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GTT............................ 21 1 1.00 0.02

.........................GTGAGTACTGTTCTT---------------------TAAACTGA------AGT.......................................................................................................................................................................... 26 1 1.00 0.28

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAGA........................ 24 1 1.00 0.02

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAG........................... 22 1 1.00 0.02

...............................................................................AGCTCCAGTCTTAGAATACGT------------------------------...................................................................................................................... 21 1 1.00 0.13

...................................................................GA------AGTAAGCTCCAGTCTTAGA.......................................................................................................................................................... 21 1 1.00 0.02

..........................................................................................TAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAG......................... 20 1 1.00 0.28

.....................................................................................AGTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCA............................ 22 1 1.00 0.02

.....................................................................................AGTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACC.......................... 24 1 1.00 0.02

.............................GTACTGTTCTT---------------------TAAACTGA------............................................................................................................................................................................. 19 1 1.00 0.02

.........................GTGAGTACTGTTCTT---------------------TAAA....................................................................................................................................................................................... 19 1 1.00 0.02

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACCT......................... 24 1 1.00 0.02

........................................................................................CTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAGT........................ 23 1 1.00 0.02

......................................................................................GTCTTAGAATACGT------------------------------GCTT-----------------------------------------------------------------------------------T.............................. 19 2 0.50 0.01

Total 3711.50 27.33

droPer2dpe_68 confident
ACCTATCATGATCTGGGCCTAAACTGTGAGTACTGTTCTT---------------------TAAACTGA------AGTAAGCTCCAGTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAGATGCCACCAGCTTCGCTGGCTTCTT
...............(((......(((((((((((((((.---------------------...((((.------((....)).))))...)))))).))------------------------------))))-----------------------------------------------------------------------------------))).....))).(((((...)))))......

Size Hits Total
Norm

Total
Norm
RPM

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACA.......................... 23 1 453.00 7.00

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCA............................ 21 1 145.00 2.24

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAG......................... 24 1 128.00 1.98

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAC........................... 22 1 113.00 4.19

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACA.......................... 22 1 83.00 1.28

.........................GTGAGTACTGTTCTT---------------------TAAACTG.................................................................................................................................................................................... 22 1 56.00 0.87

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAC........................... 21 1 40.00 1.01

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAA........................... 22 1 28.00 0.76

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAG......................... 23 1 27.00 0.54

.........................GTGAGTACTGTTCTT---------------------TAAACTGA------A............................................................................................................................................................................ 24 1 25.00 0.78

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAA......................... 24 1 25.00 0.46

.........................GTGAGTACTGTTCTT---------------------TAAACTGA------AG........................................................................................................................................................................... 25 1 10.00 0.22

.........................GTGAGTACTGTTCTT---------------------TAAACT..................................................................................................................................................................................... 21 1 10.00 0.44

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACC.......................... 23 1 7.00 0.18

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACT.......................... 23 1 6.00 0.15

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAGT........................ 25 1 6.00 0.20

.........................GTGAGTACTGTTCTT---------------------TAAACTGA------............................................................................................................................................................................. 23 1 6.00 0.17

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCA............................ 20 1 6.00 0.22

........................................................................................CTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACA.......................... 21 1 4.00 0.20

.........................GTGAGTACTGTTCTT---------------------TAAA....................................................................................................................................................................................... 19 1 4.00 0.10

.........................................................................................TTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACA.......................... 20 1 3.00 0.11

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAA......................... 23 1 3.00 0.15

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------............................... 18 1 3.00 0.09

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAGA........................ 25 1 3.00 0.15

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------G.............................. 19 1 3.00 0.11

.........................GTGAGTACTGTTCTT---------------------TAAAC...................................................................................................................................................................................... 20 1 3.00 0.24

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACG.......................... 23 1 3.00 0.17

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GC............................. 20 1 3.00 0.06

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCG............................ 21 1 3.00 0.62

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAC......................... 24 1 2.00 0.06

.........................GTGAGTACTGTTCTT---------------------TAAACTGA------AGT.......................................................................................................................................................................... 26 1 2.00 0.09

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAA........................... 21 1 2.00 0.10

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACT.......................... 22 1 2.00 0.10

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACC.......................... 22 1 2.00 0.08

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCC............................ 21 1 2.00 0.42

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAT........................... 22 1 1.00 0.05

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAG........................... 22 1 1.00 0.05

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAC......................... 23 1 1.00 0.05

.........................GTGAGTACTGTTCTT---------------------TAAACC..................................................................................................................................................................................... 21 1 1.00 0.08

...........................GAGTACTGTTCTT---------------------TAAACTGA------AG........................................................................................................................................................................... 23 1 1.00 0.05

..........................................................................................TAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAG......................... 20 1 1.00 0.05

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GC............................. 19 1 1.00 0.05

........................................................................................CTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCAC........................... 20 1 1.00 0.05

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAGA........................ 24 1 1.00 0.05

.......................................................................................TCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACG.......................... 22 1 1.00 0.05

........................................................................................CTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCA............................ 19 1 1.00 0.05

.............................GTACTGTTCTT---------------------TAAACTGA------A............................................................................................................................................................................ 20 1 1.00 0.08

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAGAAA...................... 27 1 1.00 0.05

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAT......................... 24 1 1.00 0.05

...........................................................................AGTAAGCTCCAGTCTTAG........................................................................................................................................................... 18 1 1.00 0.05

......................................................................................GTCTTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACCA......................... 24 1 1.00 0.08

.........................GTGAGTACTGTTCTT---------------------TAAACTGG------............................................................................................................................................................................. 23 1 1.00 0.08

.....................................CTT---------------------TAAACTGA------AGTAAGCTCC................................................................................................................................................................... 21 1 1.00 0.04

.........................................................................................TTAGAATACGT------------------------------GCTC-----------------------------------------------------------------------------------GCACAG......................... 21 1 1.00 0.21

Total 1240.00 19.15

droWil2 FALSE
ACCTATCATGATTTGGGTCTGAATTGTAAGTC---CTTTCTA----------------------------------------------------GTTCTTAT--AATAAACTGTATCCTAACTAATTCTCC---TTT----TTCTCTGGGA-----------------------------------------------------------------TAAACAGATGCTACCAGCTTTGCTGGCTTCTT
(((((........)))))....((((((((..---((....)----------------------------------------------------)..)))))--)))...((((((((((...........---...----.....)))))-----------------------------------------------------------------)..))))......(((((...)))))...... Size Hits

Total
Norm

Total
Norm
RPM

..CTATCATGATTTGGGTCTGG.................................................................................................................................................................................................................................. 20 1 2.00 0.12

.......ATGATTTGGGTCTGAATT............................................................................................................................................................................................................................... 18 1 1.00 0.06

Total 3.00 0.18

droVir3 FALSE
ACCTACCACGATCTGGGACTCAACTGTGAGTT---CTCACAATTGACGCC----------------------------------------------------------------------------------------------------ACGAGCATCTGAGCCAACGCATATTT---CATTTTCAT-----------TTTCATTTTG-ACTTC--AAACAGATGCCACCAGTTTCGCTGGCTTCTT
.....((((((.((((...((((.(((((...---.))))).))))....----------------------------------------------------------------------------------------------------....(((((((.((....))......---.........-----------......((((-....)--))))))))))..))))..))).)))......

Size Hits
Total
Norm

Total
Norm
RPM

Species Name Confidence Read alignment Confidence
Notes

....ACCACGATCTGGGACTCAACT............................................................................................................................................................................................................................... 21 1 1.00 0.26

.......ACGATCTGGGACTCAACT............................................................................................................................................................................................................................... 18 1 1.00 0.08

Total 2.00 0.12

droMoj3 FALSE
ACTTATCACGATTTGGGACTCAACTGTAAGCA---AG----C--------------------------------------------------------CT------------------------------GCCT--G----CCACCTGCCACCCACACCTGAACTAATACAGATATATATATATATATATTTATATGTATTTCATGTTGTAT--AAAAAACAGATGCCACCAGTTTCGCTGGCTTCTT
...........................(((.(---((----(--------------------------------------------------------(.------------------------------((..--.----..............((.(((.....((((((......(((((((((....)))))))))......))))))--......))).))...........)).))))))))

Size Hits Total
Norm

Total
Norm
RPM

.......ACGATTTGGGACTCAACT............................................................................................................................................................................................................................... 18 1 1.00 0.04

Total 1.00 0.04

droGri2 FALSE
ACCTACCACGATCTGGGACTCAACTGTAAGTT---C--AATC--ATTTC---TACTATTTTTGAAATCATCATCAACAATGCAA--------------------------------------------------------------------------------CAATGCATTCTT---CA------------------------------CTCT--GATCAGATGCCACCAGTTTTGCTGGCTTCTT
.........((((.((((((........))).---.--....--(((((---..........)))))..........((((((.--------------------------------------------------------------------------------...))))))...---..------------------------------))).--))))(((.((((.((....)).)))).))). Size Hits

Total
Norm

Total
Norm
RPM

No Reads

droAna3 FALSE
ACCTACCACGATCTGGGCCTCAATTGTAAGTG---TTTTT---------------------TGAAGTTACTACCCAGAGAGTGTCA-TCTTAAAA---------------------------------GTG---TTTT-------------------------------------------------------------------------------TTTTAGATGCCACCAGCTTTGCTGGCTTCTT
......(((..((((((....((((.((((..---...))---------------------)).))))....))))))..))).((-(((.((((---------------------------------(..---..))-------------------------------------------------------------------------------))).)))))...(((((...)))))......

Size Hits
Total
Norm

Total
Norm
RPM

.......................................................................ACCCAGAGAGTGTCA-TCTTAAA.......................................................................................................................................................... 22 1 1.00 0.04

Total 1.00 0.04

dm3 FALSE
ACCTACCACGATTTGGGCCTCAACTGTAAGTG---TTCA--A----------------------------------------------------ATACCTGCTCA---AATCGG-ATCGTACTAATCGGTA---TTGTTCTA------------------------------------------------------------------------CCATTGTAGACGCCACCAGCTTTGCTGGCTTCTT
........((((((((((......((......---..))--.----------------------------------------------------......)))))---))))).-..(((.(((...((((---......))------------------------------------------------------------------------))....))))))...(((((...)))))......

Size Hits Total
Norm

Total
Norm
RPM

...TACCACGATTTGGGCCTCAACT............................................................................................................................................................................................................................... 22 1 1.00 0.04

......................................................................................................................................TTGTTCTA------------------------------------------------------------------------CCATTGTAGACGCCACCAGC.............. 28 1 1.00 0.04

......................................................................................................................GTACTAATCGGTA---TTGTTCTA------------------------------------------------------------------------.................................. 21 1 1.00 0.05

.................................................................................................................................................................................................................................GCCACCAGCTTTGCTGGCTT... 20 1 1.00 0.27

ACCTACCACGATTTGGGCCTCAAC................................................................................................................................................................................................................................ 24 1 1.00 0.08

ACCTACCACGATTTGGGCCTC................................................................................................................................................................................................................................... 21 1 1.00 0.04

.....CCACGATTTGGGCCTCAACTGT............................................................................................................................................................................................................................. 22 1 1.00 0.04

.............................................................................................................................................................................................................................AGACGCCACCAGCTTTGCTGGC..... 22 1 1.00 0.41

Total 8.00 0.07

droSim2 FALSE
ACCTACCACGATTTGGGCCTCAACTGTGAGTG---GTCCAAA----------------------------------------------------ATACCTGTTCA---ATTCGG-ATCATGCTAATCAGTA---TTTTCCTC------------------------------------------------------------------------CCATTGTAGACGCCACCAGCTTTGCTGGCTTCTT
.........((...(((((.(((..((..(((---((.....----------------------------------------------------......(((((---((..((-(..(((((....))))---)..)))..------------------------------------------------------------------------..))))..))))))))..)).)))..))))).)) Size Hits

Total
Norm

Total
Norm
RPM

No Reads

droSec2dse_1620candidate-
rescued

ACCTACCACGATTTGGGCCTCAACTGTGAGTG---GTCAAAA----------------------------------------------------ATACCTGTTAA---ATTTGG-ATCTTACTAATCGGTA---TTGCTCTT------------------------------------------------------------------------CCATTGCAGACGCCACCAGCTTTGCTGGCTTCTT
...............(((.....((((.((((---(.....(----------------------------------------------------(((((.((((.---......-.......)))).))))---))......------------------------------------------------------------------------)))))))))..))).(((((...)))))......

Size Hits Total
Norm

Total
Norm
RPM

.............................................................................................................................TCGGTA---TTGCTCTT------------------------------------------------------------------------CCATTGCAG......................... 23 1 7.00 0.20

.............................................................................................................................TCGGTA---TTGCTCTT------------------------------------------------------------------------CCATTGCA.......................... 22 1 4.00 0.12

ACCTACCACGATTTGGGCCT.................................................................................................................................................................................................................................... 20 1 1.00 0.05

.............................................................................................................................TCGGTA---TTGCTCTT------------------------------------------------------------------------CCATTG............................ 20 1 1.00 0.05

..............................................................................................................................CGGTA---TTGCTCTT------------------------------------------------------------------------CCATTGCA.......................... 21 1 1.00 0.05

Total 14.00 0.26

Candidate
because:
[MIRTRON STAR
OR URI] < 3
star reads, or
no loop or
uridylated
reads
[TOTAL] Total
number of
reads < 30

Rescued
because:
[TOTAL-RES]
Total reads >
10
[DOM-RES]
Dominant reads
are conserved
in start
position (+/-
1nt)
[MIRTRON
SYNTHENY] At
least one
other
confident or
candidate
annotation

droYak3 FALSE
ACCTACCACGATTTGGGCCTCAACTGTGAGTA---ATTA------ATACTAGTACTAGT--------------------------------------------------TTTGC-CAATTACTAATCCGTA---TAACTCTT------------------------------------------------------------------------CAATTACAGACGCCACCAGCTTTGCTGGCTTCTT
...............(((.....(((((((((---((((------(.((((....))))--------------------------------------------------.))).-..))))))........---........------------------------------------------------------------------------....)))))..))).(((((...)))))...... Size Hits

Total
Norm

Total
Norm
RPM

............................................................................................................................ATCCGTA---TAACTCTT------------------------------------------------------------------------CAATTACAG......................... 24 1 2.00 0.34

...................................................................................................................................................................................................................................CACCAGCTTTGCTGGCTTCTT 21 1 1.00 0.04

Total 3.00 0.09

droEre2 FALSE
ACCTACCACGATTTAGGCCTAAACTGTGAGTG---TTCA--A---CTACTTG---------TG----------------------------------------CAGGTACCCGCCCTCTTACTAATCCGTA---TATTTATC------------------------------------------------------------------------CAATTACAGACGCCACCAGCTTTGCTGGCTTCTT
.........((...((((((((((((((.(((---((..--.---.......---------..----------------------------------------...((((..................)))---).......------------------------------------------------------------------------........)))))))).)).))))..))))).)) Size Hits

Total
Norm

Total
Norm
RPM

No Reads
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Supplementary Figure S23. Differential expression of miRNAs between obscura group species. Scatterplot 
depicting the correlation of miRNA expression of all D. pseudoobscura and D. persimilis ortholog pairs (RPMM 
= Reads Per Million Mapped MiRNA Reads). All miRNA alignments with orthologs in both species are shown. 
Points that lie on or near the diagonal represent similarly expressed ortholog pairs. Orthologs with > 6-fold 
log10(RPMM) difference (denoted by the blue-dashed line and labeled points) are examples of significantly 
differentially expressed orthologs. Points are colored by miRNA age, and shapes represent miRNAs with or 
without miR:miR* duplex region substitutions (fraction of duplex sites with substitutions are labeled). Note that 
the mir-309 cluster (yellow) loci are expected to be expressed in the very early embryo, and given that the 
embryo development and timing were not controlled in library preparation, their differential accumulation may 
not be genuine. Amongst loci changed by >6-fold, dme-mir-2b-1 and dme-mir-310 are deeply conserved, but 
all others are specific to the obscura group species.
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A

B

Supplementary Figure S24: 3’ end untemplated nucleotide additions for canonical miRNAs and 
mirtrons in 12 Drosophila species. (A) Proportion of AG ending 3’ arm miRNAs and mirtrons that 
contain reads within mono-A, C, G or U untemplated additions. Error bars represent the standard 
error of the mean. More mirtrons contain untemplated uridylation than comparable 3’ end AG-ending 
canonical miRNAs. (B) Species-specific empirical cumulative distribution function of mono-uridyla-
tion for mirtrons and canonical miRNAs with 3’ end ‘G’ nucleotide or non-‘G’ nucleotides (i.e. IUPAC 
ambiguity code ‘H’). P-value computed from two-tailed Wilcoxon Rank Sum Test between canonical 
3’-end ‘H’ miRNAs and mirtrons. Significant differences in mono-uridylation distributions between 
these two classes are noted in blue text. P-values from comparisons between canonical 3’ end ‘H’ 
miRNAs and 3’ end ‘G’ miRNAs are all non-significant and not shown. 

miRNA class mirtron−3pcanonical−3p end Gcanonical−3p end H
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