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Abstract  17 

Generation of the primary antibody repertoire requires V(D)J recombination of hundreds of 18 

gene segments in the immunoglobulin heavy chain (Igh) locus. It has been proposed that 19 

interleukin-7 receptor (IL-7R) signalling is necessary for Igh recombination, but this has been 20 

challenging to partition from the receptor’s role in B cell survival and proliferation. By 21 

generating the first detailed description of the Igh repertoire of murine IL-7R-/- bone marrow 22 

B cells, we demonstrate that IL-7R signalling profoundly influences VH gene selection during 23 

VH-to-DJH recombination. We find skewing towards usage of 3’ VH genes during de novo VH-24 

to-DJH recombination that is more severe than the fetal liver (FL) B cell repertoire, and we now 25 

show a role for IL-7R signalling in DH-to-JH recombination. Transcriptome and accessibility 26 

analyses suggests reduced expression of B lineage-specific transcription factors (TFs) and their 27 

targets, and loss of DH and VH antisense transcription in IL-7Rα-/- B cells.  These results refute 28 

models suggesting that IL-7R signalling is only required for survival and proliferation, and 29 

demonstrate a pivotal role in shaping the Igh repertoire by activating underpinning epigenetic 30 

mechanisms. 31 

Keywords: B cell development, Igh recombination, IL-7R signalling, bone marrow, fetal liver, 32 

pro-B cells, non-coding transcription, accessibility  33 
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Introduction 34 

Interleukin-7 (IL-7) is a critical cytokine for B and T lymphocyte development. It is bound by 35 

the IL-7 receptor (IL-7R), composed of the common gamma chain (γc), shared with the IL-2R, 36 

IL-15R and others, and the IL-7-specific IL-7R chain (CD127 - encoded by Il7r), which can 37 

also pair with the thymic stromal lymphopoietin receptor (TSLPR), important in fetal liver (FL) 38 

pro-B and pre-B cell survival (Vosshenrich et al., 2003; Rochman et al., 2009). Binding of IL-39 

7 to the IL-7R in pro-B cells activates several signalling pathways, including Janus 40 

kinase/signal transducers and activators of transcription (JAK/STAT), phosphoinositide-3 41 

kinase (PI3K)/AKT, MAPK/ERK, and PLCγ/PKC/mTOR, and has been associated with 42 

proliferation and survival, B cell lineage commitment and Igh recombination (Corcoran et al 43 

1996; Corcoran 1998; reviewed by Corfe et al., 2012; Yu et al., 2017). 44 

IL-7R signalling is essential for B cell commitment. Its absence in IL-7R-/- mice impairs early 45 

B cell development from the common lymphoid progenitor (CLP) stage, resulting in reduced 46 

B lineage progenitors and impaired B-lineage potential (Peschon et al., 1994; Miller et al., 47 

2002; Erlandsson et al., 2004; Dias et al., 2005, Medina et al., 2013). This is due in part to 48 

failure to activate EBF1, a crucial TF for B lineage specification (Dias et al., 2005; Kikuchi et 49 

al., 2005; Tsapogas et al., 2011; Thal et al., 2009; Pongubala et al., 2008; Roessler et al., 2007; 50 

Boller and Grosschedl, 2014). PAX5, a key TF for B cell commitment (Nutt et al; 1999; Fuxa 51 

et al., 2007; Rumfelt et al., 2006), is also reduced in IL-7R-/- pro-B cells (Corcoran et al., 52 

1998), but since EBF1 contributes to the activation of PAX5 (O’Riordan and Grosschedl 1999; 53 

Decker et al., 2009; Lin et al., 2010), this may be a downstream consequence of reduced EBF1 54 

expression.  However, the block in B cell development in IL-7R-/- mice is not complete, with 55 

some cells progressing to the pre-pro-B stage (Kikuchi et al., 2005; Peschon et al., 1994; Miller 56 
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et al., 2002), and fewer cells progressing to the CD19+ pro-B compartment (Corcoran et al., 57 

1998; Miller et al., 2002).  58 

Although IL-7R-/- B cells in the bone marrow (BM) undergo Igh VH-DJH recombination 59 

(Corcoran et al., 1998), a pro-B-specific feature, their usage of VH genes is severely restricted, 60 

indicating a role of IL-7R signalling in this process.  Importantly, this role is independent of 61 

proliferation: IL-7R-/- cells expressing an IL-7R chain lacking Tyr449, required for PI3K 62 

signalling, expressed a rearranged heavy chain polypeptide (Igµ), indicating they had 63 

undergone V(D)J recombination, but failed to proliferate in vitro (Corcoran et al., 1996).  64 

Conversely, a chimeric receptor comprising the extracellular domain of the IL-7R chain fused 65 

to the intracellular domain of the IL-2Rβ chain restored proliferation in IL-7R-/- cells, but not 66 

Igµ expression, indicating a non-redundant role for the IL-7R in Igh V(D)J recombination. 67 

A diverse antibody repertoire requires inclusion of all the available VH and DH genes. Many 68 

features influence the choice of VH genes for V(D)J recombination. Large-scale processes, 69 

involving sense and antisense non-coding transcription, histone modifications and Ig locus 70 

contraction by DNA looping, are thought to increase the accessibility of distal 5’ VH genes to 71 

the recombination centre over the DJ region, where the Recombination Activating Genes 72 

(RAG) 1 and 2 associate, thereby facilitating equal spatial proximity for V to DJ recombination 73 

(Ji et al., 2010, Corcoran et al., 1998; Bolland et al., 2004; Yancopoulos and Alt, 1985, 74 

Chowdhury and Sen, 2003; Fuxa et al., 2004; Jhunjhunwala et al., 2008; Sayegh, 2005; 75 

Stubbington and Corcoran, 2013). Nevertheless, VH genes recombine at widely different 76 

frequencies (Bolland et al., 2016). Additionally, frequently recombining VH genes have one of 77 

two local, mutually exclusive, active chromatin states close to the recombination signal 78 

sequence (RSS) 3’ of VH genes: the enhancer state, characterised by the active histone 79 
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modification H3K4me1 and PAX5, IRF4, and YY1 binding, and the architectural state, defined 80 

by CTCF and RAD21 binding (Bolland et al., 2016). 81 

IL-7R-/- pro-B cells in vivo displayed decreased germline (non-coding) transcription and 82 

recombination of 5' VH genes (Corcoran et al., 1998), prompting the hypothesis that the IL-7R 83 

may influence Igh recombination through increasing the accessibility of 5’ VH genes. This 84 

hypothesis was supported by subsequent studies linking IL-7R signalling and active histone 85 

modifications. First, histone H3 hyperacetylation occurs over the 5’ VH-J558 genes in an IL-7-86 

dependent manner (Chowdhury et al., 2001; Johnson et al., 2003). Second, IL-7-/- pro-B cells 87 

exhibited reduced H3K36me2 across the Igh locus, whilst transgenic overexpression of IL-7 88 

increased H3K36me2 deposition (Xu et al., 2008). Third, STAT5 knockdown experiments 89 

showed that STAT5 regulates germline transcription, histone acetylation and DNA 90 

recombination of the 5’ VH  gene segments, suggesting that IL-7R activation of the Igh locus 91 

is mediated by its activation of STAT5 (Bertolino et al., 2005). The IL-7R has also been shown 92 

to inhibit Rag recombinase expression. Apparent conflict between this and its role in 93 

proliferation, versus a role in Igh accessibility were resolved by demonstration that 94 

heterogeneous expression of the IL-7R during the cell cycle regulates Rag gene expression to 95 

prevent DNA breaks during replication, while Igh locus accessibility is maintained throughout 96 

the cell cycle (Johnson et al 2012). 97 

However, the link between Igh accessibility and IL-7R signalling has been challenged. 98 

Conditional deletion of STAT5 from the CLP stage resulted in a reduction of all later B cell 99 

stages in a manner similar to IL-7R-/- mice (Malin et al., 2010).  Cells rescued by the pro-100 

survival factor BCL-2 exhibited no deficiency in PAX5 expression or 5’ VH recombination, 101 

and the authors concluded that the dominant role of STAT5 was pro-B cell survival. However, 102 

IL-7Rα-/- B cells cannot be rescued by Eu-BCL-2 expression (Maraskovsky et al., 1998), and 103 

only partially by vav-BCL2 (Malin et al., 2010), indicating that the IL-7R has additional 104 
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downstream signalling mechanisms and roles in B cell development beyond STAT5 activation 105 

and survival.  Furthermore, the IL-7R Y449F mutant that abrogates both STAT5 and PI3K 106 

activation nevertheless enables recombination, indicating that an alternative IL-7R-related 107 

pathway is at play (Corcoran et al., 1996).  108 

Other reports have argued that the lack of IL-7R prevents B cell progression beyond the pre-109 

pro-B stage, and that any committed B cells in the BM originate from the FL (Kikuchi et al., 110 

2005; Peschon et al., 1994; Miller et al., 2002; Carvalho et al., 2001). These models were 111 

supported by similarity in VH repertoire between IL-7R-/- and FL B cells, both preferentially 112 

recombining 3' VH genes (Corcoran et al., 1998; Jeong and Teale, 1988; Yancopoulos et al., 113 

1988). However, definitive conclusions have been hampered by incomplete knowledge of the 114 

VH genes of the Igh locus, provided at a later date (Johnston et al., 2006), and low-resolution 115 

Igh repertoire assays.  116 

With next generation sequencing (NGS) technologies enabling more in-depth and 117 

comprehensive analysis of Igh repertoires and gene expression, we have re-visited the IL-7R-118 

/- mouse strain (Peschon et al., 1994) to resolve the uncertainties described above, which 119 

confound a clear and comprehensive picture of the role of the IL-7R in B cell development. 120 

Using VDJ-seq (Bolland et al., 2016), an unbiased DNA-based NGS technique that captures 121 

Igh DJH and VDJH recombined sequences, we have fully characterised the Igh repertoire in BM 122 

B cells of IL-7R-/- mice. We have found that Igh recombination takes place, but is defective 123 

from the CLP stage onwards in IL-7R-/- mice, since widespread use of gene segments in both 124 

DH-JH (which begins in CLPs and finishes in pre-pro-B cells) and VH-DH  recombination 125 

(occurring in pro-B cells) was severely impaired by the lack of IL-7R signalling. 126 

Importantly, we have also revealed that IL-7R-/- BM B cells expressing a reduced antibody 127 

repertoire are not simply derived from the FL. First, a defining feature of BM V(D)J 128 
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recombination is the expression of terminal deoxynucleotide transferase (TdT), responsible for 129 

junctional insertion of N-nucleotides (Feeney et al., 1990; Li et al., 1993). Junctions between 130 

VH, DH and JH gene segments in IL-7R-/- BM B cell recombined Igh loci, similar to WT, 131 

showed substantially increased variability compared with FL B cell recombined sequences, 132 

indicating that BM pro-B cells in IL-7R-/- mice undergo de novo V(D)J recombination.  133 

Second, IL-7R-/- BM B cells fail to use a large proportion of 5’ VH genes, exhibiting a much 134 

more severe reduction in repertoire diversity than FL. Transcriptome analysis revealed loss of 135 

large-scale antisense intergenic transcripts in both the DH and VH regions and reduced 136 

expression of key transcription factors required for Igh recombination, including EBF1 and 137 

Pax5, while local VH gene accessibility was unaltered. These findings, together with previous 138 

studies, demonstrate that IL-7R signalling specifically promotes Igh repertoire diversity in BM 139 

pro-B cells by activating several underpinning epigenetic mechanisms that enable large-scale 140 

access to VH and DH genes. 141 

 142 

Results 143 

Usage of V and D genes in Igh recombination is severely skewed in pro-B cells lacking the 144 

IL-7R chain  145 

VDJ-seq was performed on two IL-7R-/- BM and two WT FL pro-B cell samples and 146 

compared with two WT BM replicate datasets previously generated in our lab 147 

(GEO: GSE80155), (Bolland et al. 2016). Replicate libraries for all genotypes were highly 148 

correlated indicating VDJ-seq is highly reproducible (Figure S1). The ratio of VDJH to DJH 149 

recombined products in IL-7R-/- was similar to WT, indicating there was no gross defect in 150 

V(D)J recombination, i.e. dynamic progression through first DH to JH, followed by VH to DJH 151 

recombination was not slowed (Figure S2). A binomial test was applied to determine genes 152 
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with significantly greater read counts than expected by chance, which were considered to be 153 

actively recombining (Bolland et al.,  2016) (S Table 1).  Consistent with a requirement for IL-154 

7R signalling to enable participation of  VH genes in recombination, fewer VH genes passed the 155 

binomial test in IL-7R-/- (84 genes) relative to WT pro-B cells (128 genes). All but three of 156 

these 84 VH genes were within the group of 128 recombining VH genes in WT (S Table 1).  157 

To visualise VH gene recombination frequencies and compare between genotypes, VH gene 158 

quantifications were normalised to the total number of reads over all VH genes for each 159 

genotype (Figure 1A). Analysis of VH gene frequency confirmed and expanded previous low-160 

resolution reports on two V gene families in the IL-7R-/- VH repertoire (Corcoran et al., 1998), 161 

showing a much higher proportion of sequences mapped to the most 3’ VH genes than in the 162 

WT repertoire (Figure 1B). In particular, the first five VH genes comprised 45% of the total 163 

repertoire, compared with 20% in WT. Of the 44 VH genes that recombine in WT, but were not 164 

actively recombining in IL-7Rα-/- BM, the vast majority were at the 5’ end of the V region, 165 

including several that normally recombine at high frequency, including J558.16.106, 166 

J558.26.116, J558.67.166.  167 

The 195 VH genes segregate into 16 families within 3 clans that have evolved separately 168 

(Johnston et al., 2006). The evolutionary origin of VH genes correlates with differential TF 169 

binding and chromatin state around VH genes (Bolland et al., 2016). Since accessibility, TF 170 

expression and chromatin state have been linked to IL-7R signalling, we investigated the 171 

relationship between recombination frequency and VH gene clan, or chromatin state in IL-7R-172 

/- pro-B cells. Overall, VH genes in clan 1 recombine at lower frequency in the IL-7Rα-/- samples 173 

relative to WT, while clan 2 and 3 VH genes recombine at similar frequencies to WT (Figure 174 

1C). When the data are broken down to VH gene families, a more nuanced picture emerges. 175 

Within clan 2 and 3, 7183 and Q52, the two largest and most 3’ VH families, recombine more 176 

frequently in IL-7Rα-/-. However, several of the smaller families in the middle region  177 
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 178 

Figure 1: IL-7Rα-/- pro-B cells have impaired VH and DH repertoires. A. Recombination  179 

frequencies of the 195 VH genes measured by VDJ-seq, for BM pro-B cells from WT (blue), and IL-180 

7Rα-/- (red) mice (20 IL-7Rα-/- per replicate). Two replicates were generated and are shown as open 181 

circles (height of bar represents average). Reverse-strand reads were quantified for each VH gene and 182 

shown as a percentage of total number of reads quantified. For VH gene number legend see 183 

supplementary table 1. B. The mean of each VH gene reads in two libraries were divided with the WT 184 

replicate mean value followed by log2-transformations. Only genes that were recombining in either 185 

genotype are shown.  * represents VH genes that had value 0 in IL-7Rα-/- (only occurring in WT 186 

replicates). For list of VH genes with raw read counts and recombining/non-recombining classification, 187 

see supplementary table 1. Log2 values for each gene in graph B (excluding those marked by *) were 188 

grouped by C. evolutionary origin: clan 1 (n = 78), clan 2 (n = 27) and clan 3 (n = 26), ANOVA (degrees 189 

freedom = 2, F-value = 5.39, p-value = 0.005); D. chromatin state: enhancer (n = 68), architectural (n = 190 

30) and background (n = 33); ANOVA (degrees freedom = 2, F-value = 4.54, p-value = 0.012)  E. 191 
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Reads were quantified for each DH gene and shown as a percentage of total number of reads quantified 192 

for two replicates of WT (blue), and IL-7Rα-/- (red) pro-B cells. 193 

 194 

recombine less frequently (Figure S3). The enhancer state VH genes (including those from clan 195 

1 and the distal 3609 family from clan 2) were significantly less frequently recombined overall 196 

relative to the architectural state VH genes (clan 2, except 3609, and clan 3 - Figure 1D). 197 

Nevertheless, some of the architectural state VH families also recombined less frequently. 198 

Together these data suggest that loss of IL-7R impacts on VH genes in the enhancer state (distal 199 

and middle genes) and on several middle region families in the architectural state. This 200 

distribution also applies to the clans: loss of IL7R reduces recombination of Clan 1 (mostly 201 

distal V genes) as well as the middle genes from clans 2 and 3. Importantly this suggests that 202 

the IL-7R does not influence either clans or chromatin states selectively, but rather linear 203 

positioning in the Igh V region i.e. loss of IL-7R impairs recombination of middle and 5’ V 204 

genes in the Igh locus.  205 

Actively recombining DH genes were also identified by binomial test. Although previous 206 

reports did not show a reduction in overall D-J recombination (Corcoran et al., 1998; Bertolino 207 

et al., 2005), our detailed analysis with VDJ-seq revealed profound changes in individual DH 208 

usage in IL-7R-/- pro-B cells. Several DSP DH gene segments (DSP2x5', DSP2x3', DSP2.3 209 

and DSP2.5) that were actively recombined in WT were not represented in the IL-7R-/- 210 

repertoire (Figure 1E), indicating that these centrally positioned DH gene segments do not 211 

recombine in IL-7R-/- pro-B cells. Conversely, relative recombination frequencies of the most 212 

3’ DH gene, DQ52, the most 5’, DFL16.1 and its adjacent DSP, were increased in IL-7R-/- 213 

cells. 214 

 215 
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IL-7R-/- pro-B cells do not originate from the FL 216 

A proximity bias in usage of VH genes similar to that observed in IL-7R-/- cells was previously 217 

reported in low resolution studies in FL pro-B cells (Jeong and Teale, 1988; Yancopoulos et 218 

al., 1988). Therefore, we investigated whether recombination events in IL-7R-/- BM were 219 

comparable to those generated by B cells derived from FL, rather than de novo in the BM, as 220 

previously suggested (Carvalho et al., 2001). VDJ-seq was performed on WT embryonic day 221 

15.5 pro-B cells, and the data compared with sequences derived from the BM of IL-7R-/- and 222 

WT mice. Notably, the ratio of DJ to VDJ recombinants in FL was 12:1, in contrast to WT and 223 

IL-7Rα-/- BM ratios of approximately 2:1 and 1:1, respectively (Figure S2).  224 

Consistent with previous reports, the FL VH gene repertoire exhibited a 3’ bias relative to WT, 225 

including more frequent use of the most recombined VH gene, VH-81X (11% compared with 226 

7% for WT BM) (Figure 2A and S4). However, IL-7R-/- cells showed a more pronounced 227 

phenotype, with VH-81X comprising 14% of VDJ recombined sequences.  Additionally, many 228 

5’ VH genes recombined less frequently than in FL pro-B cells (Figure 2A).  229 

If we consider VH usage within Igh VH gene family sub-domains (Figure 2B), this is distributed 230 

evenly across the locus in WT but is somewhat biased towards the D-proximal 3’ gene families 231 

in FL B cells. However, this shift is relatively mild for all but the central and distal J558 genes. 232 

Thus, V gene usage appears biased in favour of the 3’ half of the V region in FL B cells (Figure 233 

2C). The IL-7R-/- repertoire is also biased towards the 7183/Q52 VH family, but much more 234 

so than that of FL B cells. In contrast to FL, this increase in 7183/Q52 VH gene usage was 235 

mirrored by a decrease in usage for every other family except the small J606 family. These 236 

results demonstrate that recombination events in IL-7R-/- cells are markedly more biased 237 

towards the 3’ VH genes than FL, suggesting IL-7R-/- BM pro-B cells do not simply originate 238 

from FL precursors.  239 
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Figure 2: VH recombination frequency in FL pro-B cells is less restricted than IL-7Rα-/- and VDJ 241 

sequences show similar levels of N-incorporations greater than FL sequences. A. The average of 242 

two WT, two FL and two IL-7Rα-/- replicates was calculated for each VH gene. To display changes 243 

between WT and FL frequencies, VH frequencies for FL were divided with the WT mean value and 244 

log2-transformed for comparison between models (light blue). Only genes that were active in either 245 

genotype are shown. The same was done to compare FL and IL-7Rα-/- frequencies (red). * represents 246 

VH genes that had value 0 (only occurring in IL-7Rα-/- replicates). For list of VH gene numbers see 247 

supplementary table 1. B. Representation of all VH gene segments as distributed over the VH region (DH, 248 

JH and CH genes on the left-hand side), coloured by family domains. C. Mapped and quantified VDJ-249 

seq reads over each VH gene were added together for each family domain, and calculated as a percent 250 

of total quantified reads for WT (dark blue) and IL-7Rα-/- (red) BM pro-B cells, and wild-type foetal 251 

liver (FL – light blue) pro-B cells. Each open circle represents a replicate (2 replicates per genotype). 252 

D-E. VDJ-seq libraries were analysed using the webtool IMGT to determine the number of nucleotides 253 

inserted into the gene segment junctions during VDJ recombination. Junction between D. VH and DH 254 

and E. DH and JH gene segments of WT (dark blue) and IL-7Rα-/- (red) BM pro-B cell recombination 255 

events and wild-type FL pro-B cell recombination events (light blue). The number of sequences with 256 

more than 1 N-addition (left) and the distribution of sequences with N-additions (right) is shown as a 257 

percent of all mapped VDJ-seq sequences. Open circles represent each replicate (2 replicates per 258 

genotype). 259 

 260 

To distinguish unambiguously whether VDJH sequences in IL-7R-/- BM cells are derived from 261 

FL or adult BM, we analysed the VDJ-seq libraries using IMGT, to compare non-templated 262 

(N-) incorporations within VDH and DJH junctions. Terminal deoxynucleotide transferase 263 

(TdT), which is responsible for the insertion of N-nucleotides, is absent in FL and first 264 

expressed in pro-B cells in the BM (Feeney et al., 1990; Li et al., 1993). Consistent with this, 265 

we identified very few N-additions in FL junctions, with only 25% and 15% of sequences 266 

showing more than one incorporation in the VD and DJ junction, respectively, while around 267 

80% of VD and DJ junctions in WT BM had N-additions (Figure 2D). Sequences from IL-268 

7R-/- cells also had substantially more N-additions than FL sequences, with around 60% of 269 

recombination events showing N-incorporations in both VD and DJ joins. IL-7R-/- sequences 270 

.CC-BY-NC-ND 4.0 International licenseperpetuity. It is made available under a
preprint (which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in 

The copyright holder for thisthis version posted September 25, 2020. ; https://doi.org/10.1101/2020.09.24.298000doi: bioRxiv preprint 

https://doi.org/10.1101/2020.09.24.298000
http://creativecommons.org/licenses/by-nc-nd/4.0/


14 
 

also showed a similar distribution to WT sequences, including up to 10 additions (Figure 2E). 271 

Together these data demonstrate that IL-7R-/- pro-B cells undergo V(D)J recombination de 272 

novo in the BM, but that loss of the IL-7R severely restricts usage of VH and DH genes in the 273 

formation of the primary Igh repertoire in BM.  274 

IL-7R signalling does not influence local V gene chromatin state 275 

We next investigated mechanisms by which IL-7R signalling may regulate V(D)J 276 

recombination. The reduction in recombination of 5’ VH genes in IL-7R-/- BM pro-B cells, 277 

together with normal DJ/VDJ ratios, suggests that signalling through IL-7R is specifically 278 

required to enable 5’ VH gene recombination, rather than more generally for V(D)J 279 

recombination. We first investigated whether altered RSS accessibility could account for the 280 

reduced recombination of those VH genes in IL-7R-/- cells, since the local enhancer chromatin 281 

state is predominantly associated with 5’ VH genes (Bolland et al 2016). We performed ATAC-282 

seq to identify accessible DNA in a chromatin context. We performed these experiments in 283 

Rag recombinase-deficient models, which allow the study of pro-B cells that cannot recombine 284 

Ig loci, thereby enabling analysis of the intact Igh locus poised for recombination, and avoiding 285 

interference from loss of sequence, or elevated VH gene expression, due to recombination.   We 286 

compared Rag2-/- pro-B cells (which express the endogenous IL-7R) with those from IL-7R-287 

/- x Rag2-/- (referred to as IL-7R/Rag2-/-) mouse BM. Duplicate libraries for both genotypes 288 

were highly correlated indicating these data are highly reproducible (Figure S5). 289 

In Rag2-/- pro-B cells, VH RSSs coincided with a peak of accessibility, while the surrounding 290 

area was less accessible (Figure 3A). VH RSSs in IL-7R/Rag2-/- cells had a similar highly 291 

accessible profile, suggesting IL-7R signalling does not activate local accessibility over VH 292 

RSSs. The Igκ light chain V gene (Vκ) RSSs were used as a negative control, since the Igκ 293 

locus does not become fully activated until the next developmental stage (pre-B) (Matheson et  294 
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Figure 3: IL-7R-/-Rag2-/- pro-B cell VH RSSs show no significant changes in RSS accessibility 296 

relative to Rag2-/- VH RSSs but show differences in non-coding transcription over the Igh locus in 297 

Rag2-/- and IL-7R-/-Rag2-/- pro-B cells.  A. Profile of accessibility over the VH and V RSSs in Rag2-298 
/- and IL-7R-/-Rag2-/- pro-B cells. Accessibility tracks are shown over a 1000 bp region centred on the 299 

RSS. ATAC-seq reads were quantified over each bp and each track is an average for all Rag2-/- VH 300 

(blue) and V (dotted grey) RSSs, and IL-7R-/-/Rag2-/- VH RSSs (red) and V (dotted black). Average 301 

counts per bp were calculated relative to the total average counts over the whole region (2000 bp). 302 

Purple area represents the location of the RSS. B. ATAC-seq reads over a 50 bp region centred over VH 303 

(n = 195) and Vκ (n = 162) RSS for Rag2-/- and IL-7Rα/Rag2-/- were quantified and log2 transformed 304 

using DESeq2. ANOVA (degrees freedom = 3, F-value = 3.68, p-value = 0.012). The differential 305 

expression values for each RSS as calculated by DESeq2 were grouped by C. evolutionary origin: clan 306 

1 (n = 78), clan 2 (n = 27) and clan 3 (n = 26), ANOVA (degrees freedom = 2, F-value = 0.27, p-value 307 

= 0.77); D. chromatin state: enhancer (n = 68), architectural (n = 30) and background (n = 33); Kruskal-308 

Wallis test (degrees freedom = 2,  chi-squared = 7.51, p-value = 0.023) followed by pairwise Wilcox 309 

test (adjusted by Benjamini and Hochberg method) to calculate p-value. E-F. RNA-seq reads for Rag2-310 
/- and IL-7R-/-Rag2-/- were quantified per 60 bp bins along the Igh locus and normalised by reads per 311 

million (generated using Seqmonk). The height and colour of each bar represents a relative number of 312 

reads over each probe: high red bars have more reads than short blue bars, with ranging colours and 313 

heights representing intermediate quantities of reads. Each track was generated from an average of two 314 

RNA-seq libraries. E. Transcription over the VH region of the Igh. The top of the figure shows the 315 

location of all VH gene segments (light blue track).  Transcription over ten VH genes which were 316 

significantly differentially expressed (see Table 2) is shown in the green track (grey dotted line marking 317 

their location), and the location of antisense intragenic non-coding transcripts are shown as black 318 

arrows. F. Transcription over the DH, JH and CH regions of the Igh. DH, JH and CH gene segment locations 319 

are shown in the light blue track. Intergenic non-coding transcripts are shown as black arrows at the 320 

bottom the figure. 321 

 322 

al., 2017). Accordingly, Vκ RSSs were less accessible than VH RSSs (Figure 3A and 3B). 323 

Notably, the pattern for Igκ Vκ genes was similar in Rag2-/- and IL-7R/Rag2-/- pro-B cells, 324 

suggesting that these are not activated prematurely in the absence of the IL-7R.  325 

We then divided the RSSs into clans and chromatin states to test if RSS from these groups 326 

showed different accessibility patterns in IL-7R/Rag2-/-. This analysis showed no significant 327 
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difference between clans (Figure 3C).  RSS accessibility in the enhancer and architectural 328 

groups was significantly reduced compared to the background state VH genes, which showed 329 

a small increase in RSS accessibility relative to WT (Figure 3D). Taken together, these data 330 

indicate little difference in local accessibility at VH genes in the absence of the IL-7R. 331 

Igh antisense intergenic transcription, but not VH genic transcription, is impaired in IL-332 

7R-/- pro-B cells 333 

Because of the precise developmental timing of its appearance and disappearance, non-coding 334 

transcription has been proposed to promote chromatin accessibility to facilitate Igh V gene 335 

recombination (Yancopoulos & Alt 1985, Corcoran et al., 1998; Bolland et al., 2004).  The Igh 336 

locus has two types of non-coding transcripts in the VH region: short genic sense transcripts 337 

which begin at VH promoters (Yancopoulos & Alt 1985; Corcoran et al. 1998), and long 338 

intergenic antisense transcripts (Bolland et al. 2004; Verma-Gaur et al. 2012; Bolland et al. 339 

2016). To investigate changes in non-coding transcription in the absence of IL-7R signalling, 340 

we performed RNA-seq on Rag2-/- and IL-7R/Rag2-/- pro-B cells (Figure S6a-c). This 341 

revealed that there is generally little VH genic transcription over the 3’ V genes with 31 of the 342 

39 most D-proximal V genes showing no transcription in Rag2-/- pro-B cells.  Very few non-343 

coding VH genic transcripts were differentially expressed between IL-7R/Rag2-/- and Rag2-/- 344 

cells (Table 1 – for full results see S Table 2). Notable exceptions included a few VH genes in 345 

the middle-families domain (including all four members of the SM7 family), which were highly 346 

abundant in Rag2-/-, but almost completely absent in IL-7R/Rag2-/- cells. Conversely, two of 347 

the most 5’ VH genes, J558.88.194 and J558.87.193, which are not transcribed in Rag2-/- pro-348 

B cells, are highly expressed in IL-7R/Rag2-/- pro-B cells (Figure 3E).  349 

 350 

 351 
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Table 1: Significantly differentially expressed transcripts over VH gene segments in Rag2-/- and 352 

IL-7R-/-Rag2-/- pro-B cells.  RNA-seq raw reads were quantified over each VH gene probe. Each of 353 

two replicates was quantified separately to determine differences in transcription between Rag2-/- and 354 

IL-7R-/- Rag2-/- pro-B cells. The adjusted mean for each probe, as well as the log2-fold change and 355 

adjusted p-value in the IL-7R-/- Rag2-/- relative to Rag2-/- samples was calculated by DESeq2. See 356 

supplementary Table 2 for full results of analysis. 357 

VH gene mean Rag2-/- mean IL-7R/Rag2-/- 

Fold Change 
log2 p-adj 

J558.88.194 0 104.62 5.94 9.29E-06 
J558.87.193 2.24 53.11 3.32 2.97E-02 
PG.19.161 308.57 26.41 -3.37 9.78E-08 
J558.57pg.152 464.11 34.51 -3.64 8.52E-15 
J606.1.79 127.48 9.12 -3.55 1.69E-06 
3609N.1pg.68 17.78 0 -3.84 2.31E-02 
SM7.4.63 19.47 0.44 -3.38 4.34E-02 
SM7.3.54 17.68 0 -3.86 2.15E-02 
SM7.2.49 362.92 5.8 -5.58 1.85E-16 
SM7.1.44 57.96 2.19 -3.8 2.58E-03 

 358 

Long intergenic antisense non-coding transcripts in the VH (PAIR4, PAIR6, J558 and J606) 359 

and DJH regions (Iµ, µ0 and DH-antisense) were also analysed. Although the RNA-seq libraries 360 

generated were not strand-specific, these known transcripts are easily distinguished from the 361 

much less frequently transcribed genic transcripts in Rag2-/- pro-B cells (Figure 3E).  362 

Strikingly, antisense transcription throughout the VH region was almost completely absent in 363 

IL-7R/Rag2-/- pro-B cells, and in some cases was difficult to distinguish from the surrounding 364 

genic transcription. DESeq2 differential expression analysis revealed a significant reduction in 365 

all VH antisense transcripts tested (Table 2).  Furthermore, DH antisense transcription was 366 

almost completely lost over the entire DJH region (Figure 3F), while sense transcription over 367 

the JH (µ0 transcript) or the CH (Iµ transcript) regions was relatively unchanged in IL-368 

7R/Rag2-/- relative to Rag2-/- cells (Table 2).  369 

 370 
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EBF1, PAX5 and other key B cell lineage-specifying genes are mis-regulated in IL-7R-/- 371 

pro-B cells 372 

We next examined genome-wide alterations in gene expression in the absence of the IL-7R.  373 

Out of 4,793 differentially expressed genes in IL-7R/Rag2-/- pro-B compared with Rag2-/- 374 

pro-B cells, 3,780 genes were upregulated, while 1,013 genes were downregulated (Figure 375 

S6d).  EBF1 and PAX5 are two of the most important transcription factors driving B cell 376 

specification and commitment (Pongubala et al., 2008; Fuxa et al., 2007; Rumfelt et al., 2006; 377 

O’Riordan, & Grosschedl., 1999) and both have been implicated as effectors of IL-7R 378 

signalling (Kikuchi et al., 2005; Roessler et al., 2007; Decker et al., 2009; Corcoran et al., 379 

1998). Consistent with previous reports, expression of both Ebf1 and Pax5 was substantially 380 

reduced in IL-7R/Rag2-/- relative to Rag2-/- pro-B cells (Table 3). Importantly, several key B-381 

lineage genes regulated by Ebf1 and Pax5 had reduced transcription levels in IL-7R/Rag2-/- 382 

cells, including Foxo1, Rag1 and Cd79a (which codes for Igα, part of the pre-B cell receptor 383 

complex), previously shown to be downregulated in EBF1-deficient cells (Györy et al., 2012).  384 

PAX5-activated genes including Smarca4 (which encodes BRG1) and Lef1 were also 385 

decreased. Conversely, FLT3R (Flt3), active in pre-pro-B cells and downregulated in pro-B 386 

cells in a PAX5-dependent manner (Pridans et al., 2008), was upregulated in IL-7R/Rag2-/- 387 

pro-B cells.  388 

Table 2:  Significantly differentially expressed transcripts over Igh V intergenic regions in Rag2-389 
/- and IL-7R-/-Rag2-/- pro-B cells.  RNA-seq raw reads were quantified over intergenic non-coding 390 

transcript probes (see Figure 3E – length of probes shown in bp). Each of two replicates was quantified 391 

separately to determine differences in transcription between Rag2-/- and IL-7R-/- Rag2-/- pro-B cells. 392 

The adjusted mean for each probe, as well as the log2-fold change and adjusted p-value in the IL-7R-393 
/-Rag2-/- relative to Rag2-/- samples was calculated by DESeq2. Transcripts that were significantly 394 

differentially expressed are marked with *.  395 
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Intergenic 
transcript 

Probe length 
(bp) Rag2-/- mean 

IL-
7R/Rag2-/- 

mean 

log2 Fold 
Change p-adj 

RNA-PAIR4* 26,160 8408.81 1140.45 -2.79 3.23E-08 

RNA-PAIR6* 23,314 18185.29 1951.23 -3.1 3.17E-08 

RNA-J558* 89,679 1043.85 186.02 -2.44 1.95E-09 

RNA-J606* 29,461 1475.66 213.42 -2.74 2.49E-13 

RNA-DH 

region* 
57,688 1149.29 248.44 -2.09 5.17E-03 

RNA - 0 2,572 8381.6 4372.01 -0.91 1.62E-01 

RNA-I 4,152 55090.86 28612.49 -0.91 2.80E-01  

 396 

Table 3: EBF1, PAX5 and their key targets are differentially expressed in IL-7R-/- Rag2-/- 397 

relative to Rag2-/- pro-B cells.  RNA-seq raw reads were quantified over all genes. Each of two 398 

replicates was quantified separately and analysed to determine differences in transcription between 399 

Rag2-/- and IL-7R-/- Rag2-/- pro-B cells. The adjusted mean for each probe, as well as the log2-fold 400 

change and adjusted p-value in the IL-7R-/- Rag2-/- relative to Rag2-/- samples was calculated by 401 

DESeq2. 402 

 403 

Gene Rag2-/- mean IL-7R/Rag2-/- 
mean 

log2 
FoldChange 

p-adj 

Ebf1 198467.7 31632.21 -2.57 2.79E-07 
Pax5 22013.66 5049.33 -2.05 5.39E-04 
Flt3 371.14 2680.54 2.8 1.31E-14 
Irf8 1727.72 7817.74 2.15 1.34E-09 
Ikzf3 453.74 2896.93 2.58 6.89E-06 
Lef1 50047.29 7152.81 -2.69 1.39E-05 
Foxo1 19360.34 5176.08 -1.86 2.37E-05 
Cd79a 36517.38 5427.5 -2.6 2.64E-04 
Rag1 24672.56 4710.95 -2.26 2.37E-03 
Smarca4 94899.66 25252.66 -1.84 3.19E-03 
Ezh2 21004.9 8795.46 -1.23 3.77E-03 
Myb 29838.38 16868.3 -0.8 2.41E-01 
Irf4 5144.04 2515.98 -0.98 3.14E-01 
Pdcd1 0 2.37 0.86 7.68E-01 
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However, other B cell-specific genes that are under PAX5 and EBF1 control were expressed 404 

normally: Irf4 (a direct target of PAX5 and EBF1), Myb (reduced in EBF1-deficient cells) and 405 

Pdcd1 (repressed by EBF1) showed no significant transcriptional changes between IL-406 

7R/Rag2-/- and Rag2-/- cells (Györy et al., 2012; Pridans et al., 2008; Treiber et al., 2010). 407 

Indeed, Irf8 and Ikzf3 (Aiolos), which are also PAX5-activated targets and are directly bound 408 

by EBF1, were both more highly expressed in IL-7R/Rag2-/- cells.  Together, these results 409 

suggest that EBF1 and PAX5 function is mis-regulated in IL-7R-/- cells. To determine whether 410 

IL-7R signalling additionally influences the binding pattern of these and other TFs, we 411 

compared accessible hypersensitivity sites between the genotypes with ATAC-seq, using the 412 

MACS caller (Zhang et al., 2008) function in Seqmonk within our ATAC-seq datasets. We 413 

divided the sites into two groups: those which had fewer reads (less accessible), and those 414 

which had more reads (more accessible) in IL-7R/Rag2-/- than Rag2-/- cells. We then used 415 

Hypergeometric Optimization of Motif EnRichment (HOMER) to identify TF motifs within 416 

these sites. This allowed us to infer TFs which are binding less often (sites which are less 417 

accessible) in IL-7R/Rag2-/-relative to Rag2-/-, and vice versa. This identified EBF1 as binding 418 

less often in IL-7R/Rag2-/- cells relative to Rag2-/- cells, correlating with a reduction in its 419 

expression and in the expression of EBF1-target genes. The motif for PAX5 was not found in 420 

this analysis, although the PAX8 motif (which has a similar binding pattern to PAX5) was 421 

detected. We infer that this is in fact PAX5, since PAX8 is not expressed in B cells.  Again, 422 

our analysis found reduced representation of this motif in ATACseq-accessible sites in 423 

7R/Rag2-/- cells (Table 4A). This analysis also detected reduced accessibility at motifs of 424 

other important TFs involved in B cell specification and development, including E2A, which 425 

activates many B-lineage genes and represses non-B-lineage genes (Dias et al., 2008; Kee et 426 

al., 1998; Ikawa et al., 2004; Lin et al., 2010). 427 

 428 
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Table 4: TF motif analysis at genomic sites of altered accessibility. Peaks of accessibility were 429 

identified from ATAC-seq data by the MACS peak calling function in Seqmonk. A. Sites that were less 430 

accessible in IL-7Rα/Rag2-/- relative to Rag2-/- cells were analysed using DESeq2 and TF motif 431 

enrichment was carried out using HOMER. Relevant significantly enriched motifs are shown in order 432 

of significance (rank indicated their position in the list), with the motif, TF name, P-value, percent of 433 

target regions which contained this motif, and percent of background regions which had this motif. B. 434 

The same analysis was done as in A for peaks that were more accessible in IL-7Rα/Rag2-/- relative to 435 

Rag2-/- cells. 436 

 437 

 438 

 439 
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This reduction in B cell specification was also reflected in TF motifs within sites which are 440 

more accessible in IL-7R/Rag2-/- cells relative to Rag2-/- pro-B cells. T cell development 441 

programme TF motifs, including several GATA family TFs, as well as early B cell priming 442 

TFs including PU.1, MYB and RUNX, were associated with more accessible regions in IL-443 

7R/Rag2-/- pro-B cells (Table 4B). Overall, the pattern of TF motif accessibility suggests that 444 

a function of the IL-7R in pro-B cells is to enforce commitment to the B cell lineage. 445 
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Discussion 446 

In this study, against a background of conflicting reports in the literature, we set out to 447 

determine whether and how the IL-7R plays a role in de novo immunoglobulin gene 448 

recombination in BM B cells. We compared the Igh repertoire in BM pro-B cells lacking the 449 

signalling portion of the IL-7R (IL-7R-/-) with the repertoire in WT BM and FL pro-B cells. 450 

As previously reported (Jeong and Teale., 1988; Yancopoulos et al., 1988), we found that pro-451 

B cells from FL cells showed a bias towards usage of V genes from the 3’-end of the VH region. 452 

However, this bias was much less than expected, since virtually all recombining V genes in 453 

WT BM also participated in recombination in FL, albeit in reduced proportions in some cases. 454 

Thus, we show for the first time that the FL B cell antibody repertoire is far less restricted than 455 

previously thought. Our study calls into question the current model of B cell ontogeny, in which 456 

complex antibody repertoires do not develop until a few weeks of age in the mouse, or a few 457 

months in human (Siegrist and Aspinall 2009). It will be important to investigate which 458 

mechanisms that underpin adult Igh repertoire formation are already in place in FL, including 459 

long-range 3D looping of the V region, and local V gene activation. These mechanisms are 460 

dependent on factors including CTCF, PAX5 and YY1 in BM B cells (Gerasimova et al., 2015; 461 

Bolland et al., 2016; Jain et al., 2018).  Since PAX5 is essential for FL B cell development and 462 

Igh VH to DJH recombination (Nutt et al., 1997), it may play similar roles in local V gene 463 

activation and/or long-range looping in FL B cells. 464 

The unprecedented depth of analysis of individual IL-7R-/- VDJH and DJH sequences we have 465 

achieved here by means of VDJ-seq demonstrates that IL-7R-/- pro-B cells display widespread 466 

defects at both stages of Igh recombination. Most importantly, the VH repertoire was highly 467 

biased towards 3’ VH genes, to the detriment of both middle and 5’ VH genes. Reduced use of 468 

5’ VH genes was much more pronounced in IL-7R-/- BM pro-B cells than in WT FL pro-B 469 
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cells, indicating that IL-7R signalling is specifically needed in the BM to make all V genes 470 

available to the primary antibody repertoire. The presence of N-additions within the VDJH and 471 

DJH sequences obtained from IL-7R-/- cells is an important demonstration that they are derived 472 

from BM rather than FL progenitors. Thus, our findings concur with a previous study in 473 

neonatal IL-7R-/- BM (Hesslein et al., 2006), and disagree with reports that suggested a 474 

complete block in B cell development in IL-7R-/- BM (Kikuchi et al., 2005; Peschon et al., 475 

1994; Miller et al., 2002; Carvalho et al., 2001).  Because the IL-7R is required for proliferation 476 

and survival, the latter studies inferred that B cells progressing through development had 477 

originated in the FL, where the IL-7R is not essential (Erlandsson et al., 2004). We agree that 478 

loss of the IL-7R severely depletes BM B cell numbers, but we show here that V(D)J 479 

recombination continues to occur, enabling us to uncover very specific roles of the IL-7R in 480 

DH and VH gene usage in the Igh repertoire. 481 

It is noteworthy that our data show N-additions were also detected at the DH-JH junction, 482 

indicating that TdT is expressed from the CLP stage in IL-7R-/- BM, and that DH to JH 483 

rearrangements also took place de novo in the BM. Thus, in the absence of IL-7R, V(D)J 484 

recombination progressed with normal dynamics but with severely restricted participation of 485 

VH and DH genes. A higher percentage of IL-7R-/- sequences (20%) had no N-additions 486 

relative to WT, but this is likely to be due to the difference in age between the WT (12 weeks) 487 

and IL-7R-/- (6-8 weeks) mice analysed, since recombination junctions in the BM are less 488 

complex early after birth, and progressively become more diverse with age (Delassus et al., 489 

1998). Since most sequences from IL-7R-/- cells have the properties of WT BM-derived B cell 490 

sequences, we conclude that the impaired V(D)J repertoire observed in IL-7R-/- BM B cells 491 

is specifically due to loss of stage-specific IL-7R function in the BM.  492 
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Our results are also at odds with the conclusions of Malin et al., (2010), who suggested that IL-493 

7R signalling is not required for recombination in BM B cells. It is important to note, however, 494 

that their study focussed on the role of STAT5, and did not account for PI3K or other signalling 495 

mechanisms engaged by the IL-7R. Moreover, RAG1-Cre deletion of Stat5 was not complete 496 

in CLPs which may have expressed sufficient STAT5 to establish the necessary positive 497 

feedback loop between EBF1 and PAX5 (Zandi et al., 2010). The authors showed that IL-7R-498 

/- B cell development could be partially rescued using a vav-cre expressed bcl2 transgene, 499 

suggesting a crucial role for the IL-7R in survival of CLPs. However, Bcl2 under the control 500 

of the Igh Eµ intronic enhancer did not rescue B cell development (Maraskovsky et al., 1998). 501 

Thus, the IL-7R has important functions beyond survival at the stage at which V(D)J 502 

recombination is taking place. Furthermore, the IL-7R does not require STAT5 activation or 503 

PI3K signalling to promote V(D)J recombination in vitro (Corcoran et al., 1996).  504 

Our study has uncovered mechanisms underpinning impaired recombination of 5’ and middle 505 

VH genes. Local accessibility of antigen receptor gene segments for recombination is thought 506 

to be influenced by several mechanisms including nucleosome remodelling (Bevington and 507 

Boyes., 2013; Pulivarthy et al., 2016), which in turn could modulate or be modulated by the 508 

activity of factors associated with local V gene active chromatin states (Bolland et al., 2016).  509 

Here, ATAC-seq showed that while there was a wide range of accessibility values among VH 510 

genes within different clans and chromatin states in both genotypes, there were no significant 511 

differences between clans or states in either genotype, and overall local accessibility over VH 512 

gene RSSs was unchanged in IL-7R/Rag2-/- relative to Rag2-/- cells. In both models there was 513 

very low accessibility at Vκ gene RSSs, consistent with Vκ genes being inactive until the next 514 

developmental stage. Importantly, this suggests that the surviving IL-7R-/- B cells have not 515 

‘rushed through’ to the IL-7R-independent pre-B cell stage where increased Vκ access would 516 

be expected.  Interestingly, it has been shown that IL-7R signalling must be downregulated to 517 
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enable Igκ accessibility and recombination (Johnson et al., 2008; Mandal et al., 2011).  In our 518 

hands, the lack of increased accessibility at Vκ gene RSSs in IL-7R/Rag2-/- B cells indicates 519 

that loss of the IL-7R is not sufficient to activate Vκ genes, and suggests that additional 520 

mechanisms must be at play, perhaps involving CXCR4, recently shown to activate Igκ 521 

(Mandal et al., 2019). Overall, we find no evidence to indicate that defects in local accessibility 522 

at the 5’ and middle V genes account for the preference for recombination of 3’ VH genes in 523 

IL-7R-/- cells. 524 

Our detailed analysis of Igh VH genic sense non-coding transcription in IL-7R-/- pro-B cells 525 

revealed that this transcription generally did not change. The few changes observed did not 526 

correlate with the skewed recombination found in the absence of IL-7R signalling. This 527 

corroborates recent integrated multiomics studies that found no correlation between VH genic 528 

non-coding transcription and VH usage frequency in normal Igh recombination (Choi et al., 529 

2013; Bolland et al., 2016).  Earlier studies using PCR-based methods (Corcoran et al., 1998; 530 

Bertolino et al., 2005) showed reduced sense transcription over 5’ VH genes in IL-7R-/- cells. 531 

These studies used primers that did not distinguish between sense and then undiscovered 532 

antisense intergenic transcripts in the Igh locus. Since the latter overlap 5’ VH gene segments 533 

(Bolland et al., 2004), and are transcribed at levels orders of magnitude higher than genic 534 

transcripts (Choi et al., 2013; Bolland et al., 2016), the previous reports probably identified the 535 

downregulation of these antisense transcripts. Indeed, several of the few V genes observed here 536 

with reduced sense transcripts overlap regions of antisense transcription. 537 

Non-coding intergenic transcription has been shown to activate recombination of 538 

corresponding J genes in the TCR locus in vivo (Abarrategui and Krangel, 2006), while de 539 

novo antisense transcription over 3’ VH genes increases Igh 3’ VH gene recombination (Guo et 540 

al., 2011). Together, these and other findings have supported a model in which V intergenic 541 
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transcription drives recombination (Corcoran et al., 2010). Here we found widespread loss of 542 

all of the major PAX5-dependent (PAIRs 4 and 6) and PAX5-independent (J558, J606) 543 

antisense intergenic transcripts (Bolland et al., 2004; Ebert et al., 2011; Verma-Gaur et al., 544 

2012; Choi et al., 2013; Bolland et al., 2016). This suggests that the IL-7R regulates expression 545 

of all Igh antisense transcripts and downstream functions, and supports a role for the receptor 546 

in promoting long-range mechanisms underpinning VH to DH recombination.  We did not 547 

observe de novo antisense transcription over 3’ VH genes in IL-7R-/- pro-B cells. Importantly, 548 

this is consistent with the relative increase in 3’ VH gene recombination being secondary to the 549 

defect in 5’ recombination, rather than a bona fide increase in 3’ recombination (Guo et al., 550 

2011). 551 

IL-7R signalling, mediated by Pax5, may also influence V(D)J recombination through 552 

contraction and looping of the Igh locus. PAX5, downregulated in IL-7R-/- cells, is essential 553 

for Igh locus contraction and looping (Fuxa et al., 2004; Nutt et al., 1997; Hesslein et al., 2003; 554 

Medvedovic et al., 2013; Montefiori et al., 2016). PAX5 has pleiotropic functions, but the 555 

specific downregulation of PAX5-dependent PAIR transcription observed here in the IL-7R-556 

/- suggests that PAX5 binding and function at these regulatory regions is directly impaired 557 

(Ebert et al., 2011).  558 

A key insight provided by VDJ-seq was that V(D)J recombination in IL-7R-/- cells is 559 

compromised as early as the pre-pro-B stage, when DH to JH recombination is taking place. 560 

Representation of several of the non-flanking DSP family of DH genes was severely reduced 561 

on DJ recombined alleles in IL-7R-/- pro-B cells.  This finding is at odds with previous 562 

analyses, but these did not have sufficient resolution to distinguish between DSP gene family 563 

members (Corcoran et al., 1998; Bertolino et al., 2005). Strikingly, antisense non-coding 564 

transcription over the DH region was also severely reduced. Conversely, recombination of the 565 
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most 3’ D gene, DQ52, located in a separate chromatin domain shared with the JH genes, where 566 

transcription was unaffected by loss of the IL-7R, was proportionally increased.  These findings 567 

support our previous model that antisense transcription over the DSP genes activates their 568 

recombination (Bolland et al., 2007). They provide additional evidence against the opposing 569 

model that this transcription represses recombination of the DSPs (Chakraborty et al., 2007), 570 

and reveal a new role for the IL-7R in activating DH antisense transcription to drive DH to JH 571 

recombination. 572 

Our genome-wide RNA-seq and ATAC-seq analyses also allowed us to look in detail at key 573 

effectors of IL-7R signalling, and their targets. We confirmed that the IL-7R regulates EBF1 574 

and PAX5, and provided a detailed picture of their targets that are dysregulated by loss of IL-575 

7R signalling. Importantly, analysis of TF binding motifs in regions of increased and decreased 576 

accessibility, albeit in silico, gave powerful conceptual insights. Reduced accessibility at 577 

putative EBF1 binding sites pointed to specific concrete consequences of reduced EBF1 578 

expression. Conversely, increased accessibility at TF motifs associated with T cell 579 

development suggests that, although IL-7Rα-/- B cells are committed to the B cell lineage in 580 

the sense that they have undergone V to DJ recombination, they nevertheless may remain 581 

plastic. This is reminiscent of PAX5-/- B cells which also can revert to other lineages despite 582 

undergoing V(D)J recombination (Nutt et al., 1999).   583 

Our findings also have important implications for understanding of human B cell development. 584 

Studies of early paediatric severe combined immunodeficiency disease (SCID) patients 585 

suggested that, in surprising contrast to mouse, human T cell development required IL-7, but 586 

human B cell development did not (LeBien, 2000). However, more recent studies have shown 587 

that while fetal and neonatal human B cell development can proceed without IL-7, adult B cell 588 

development is critically dependent on IL-7R signalling, thereby closely aligning the dynamics 589 

of mouse and human IL-7R dependency (Parrish et al., 2009; Milford et al., 2016). These 590 
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studies focused on B cell numbers and progression through development, and underlying 591 

mechanisms are unclear. It will be important to determine whether the IL-7R plays a role in 592 

immunoglobulin gene recombination during human B cell development. Our findings provide 593 

an important way forward for investigations in human immunodeficiency diseases and ageing, 594 

both characterised by restricted antibody repertoires and poor antibody response to infection 595 

(Siegrist & Aspinall 2009; Martin et al 2015). Indeed, both Igh recombination and IL-7R 596 

signalling are impaired in ageing in mouse (Stephan et al 1997; Szabo et al 1999) and human, 597 

and the role and therapeutic potential of the IL-7R in human ageing is an emerging area of 598 

interest (Passtoors et al., 2015).  Our findings make a strong case for investigating the potential 599 

of IL-7 for boosting antibody repertoires therapeutically, since we show that its receptor 600 

underpins the diversity of the naïve antibody repertoire that responds to new infections. 601 

In conclusion, we reveal that IL-7R signalling shapes the Igh repertoire at both the DH-to-JH 602 

and VH-to-DJH stages of Igh V(D)J recombination in mouse BM and identify several 603 

mechanisms by which IL-7R signalling can activate the Igh locus.  IL-7R signalling is therefore 604 

essential for promoting the use of the wide repertoire of VH and DH gene segments during 605 

V(D)J recombination, which expands antibody diversity and ensures a robust activation of the 606 

adaptive immune system. 607 

 608 

Methods 609 

Mice. RAG2-/- (Shinkai et al., 1992), IL-7R-/-  (Peschon et al., 1994) and IL-7R-/-  crossed 610 

with RAG2-/-  (IL-7R-/- x RAG2-/-) C57BL/6 mice were maintained in accordance with 611 

Babraham Institute Animal Welfare and Ethical Review Body and Home Office rules under 612 

Project Licence 80/2529.  Recommended ARRIVE reporting guidelines were followed. Mice 613 

were bred and maintained in the Babraham Institute Biological Services Unit under Specific 614 
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Opportunistic Pathogen Free (SOPF) conditions. After weaning, mice were maintained in 615 

individually ventilated cages (2–5 mice per cage). Mice were fed CRM (P) VP diet (Special 616 

Diet Services) ad libitum, and millet, sunflower or poppy seeds at cage-cleaning as 617 

environmental enrichment. Health status was monitored closely and any mouse with clinical 618 

signs of ill-health or distress persisting for more than three days was culled. Treatment with 619 

antibiotics was not permitted to avoid interference with immune function. Thus, all mice 620 

remained ‘sub-threshold’ under UK Home Office severity categorization. 6-8-week-old IL-621 

7R-/- and IL-7R-/- x RAG2-/- mice (all mixed sex), and 10-12 week old RAG2-/- mice (one 622 

female replicate and one male replicate) were used. Although wild-type (WT) comparison data 623 

was from 12 week old mice, IL-7R-/- animals were taken before 10 weeks because they 624 

produce fewer BM B cells as they age, with very few produced after 10 weeks (Peschon et al., 625 

1994; Erlandsson et al., 2004).  To maximise cell numbers and considering IL-7R-/- mice as 626 

young as 3 weeks have adult B cell populations (Hesslein et al., 2006), pro-B cells from 6-8-627 

week old mice were taken for sorting. Fetal livers (FL) were harvested from day 15.5 mouse 628 

embryos. 629 

Primary cells.  BM was depleted of macrophages, granulocytes, erythroid lineage and T cells 630 

using biotinylated antibodies against CD11b (MAC-1; ebioscience), Ly6G (Gr-1; ebioscience), 631 

Ly6C (Abd Serotec), Ter119 (ebioscience) and CD3e (ebioscience) followed by streptavidin 632 

MACs beads (Miltenyi). MACS depletion was carried out as for BM, using TER119-biotin at 633 

a higher concentration (1:200). Thereafter, pro-B cells from IL-7R-/- BM and WT FL were 634 

flow-sorted as B220+ CD19+, while IL-7R-/- x RAG2-/- and RAG2-/- BM B pro-B cells were 635 

sorted as a B220+ CD19+ CD43+ population on a BD FACSAria in the Babraham Institute Flow 636 

Cytometry facility. WT BM pro-B cells were sorted as B220+ CD19+ CD25- sIgM- CD43+ 637 

(Bolland et al., 2016). Sorting antibodies were from BD Bioscience. 638 
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DNA extraction. Genomic DNA was isolated from mouse B cells using the DNeasy kit 639 

(Qiagen) according to the manufacturer’s instructions. 640 

RNA-seq. Total RNA was extracted from ~200,000 cells for each replicate using the RNeasy 641 

Plus kit (Qiagen). cDNA preparation was performed using the Ovation V2 kit (NuGen) 642 

protocol, and 200 ng of cDNA carried through to generate 50bp paired-end RNA-seq libraries 643 

for Illumina sequencing as described in Parkhomchuk et al., (2009) except polyA+ RNA 644 

selection and strand-specificity steps were omitted, and first strand cDNA synthesis was 645 

performed with random hexamer primers. Libraries were sequenced on an Illumina HiSeq2500 646 

(4 libraries per lane). Reads were mapped to the mouse genome build NCBI37/mm9 using 647 

Bowtie2 and quantified using Seqmonk (Babraham Bioinformatics; 648 

http://www.bioinformatics.babraham.ac.uk/projects/seqmonk/). Differential expression 649 

analysis was performed using DESeq2 (Love et al., 2014), using all annotated genes, VH genic 650 

transcripts and intergenic transcripts in a single analysis. 651 

VDJ-seq. VDJ-seq was performed as described (Bolland et al., 2016) for WT BM pro-B cells. 652 

VDJ-seq libraries for IL-7R-/- pro-B cells were constructed similarly with two exceptions: 653 

firstly, due to reduced cell numbers, IL-7R-/- VDJ-seq libraries were generated from 1.5-2 µg 654 

of DNA, compared to 10 µg of starting material used to generate the WT BM and FL libraries; 655 

secondly, due to the expectation for less variable VDJ events in IL-7R-/- cells, measures were 656 

taken to distinguish and discount technical duplicates in VDJ-seq libraries. VDJ-seq libraries 657 

were de-duplicated based on the sequence of read 2 (containing both VH-DJH and DH-JH 658 

junctions) and the sequence and position of the VH gene (LinkON pipeline described in Bolland 659 

et al., 2016). This method relies on the variability of gene usage, junction diversity and the 660 

sonication step; therefore, reduced variability in the junctions and in VH usage would lead to 661 

sequences being more likely to be identical, particularly in partially (DH-JH) recombined alleles. 662 

To overcome this issue, modified PE1 adaptors containing random barcodes were used to 663 
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generate the IL-7R-/- and FL libraries, allowing PCR duplicates, biological duplicates and 664 

Illumina sequencing errors to be distinguished (Chovanec et al., 2018). Libraries were 665 

sequenced on an Illumina HiSeq (8-12 libraries/lane; 250 BP paired-end). Reads were mapped 666 

to the mouse genome build NCBI37/mm9 using Bowtie2. To quantify individual V and D 667 

genes, probes were created over each gene segment and correctly orientated reads were 668 

quantified over each probe using Seqmonk. Libraries were also analysed using IMGT 669 

(International ImMunoGeneTics information system – http://www.imgt.org/ Lefranc et al., 670 

2014). Analysis of VDJ-recombined sequences was carried out as described previously 671 

(Bolland et al., 2016); however, to analyse DJ-recombined sequences using IMGT, it was 672 

necessary to artificially add a VH gene 5’ of the DH sequence, as IMGT/HighVQUEST can 673 

only process VDJ sequences. The J558.78.182 VH gene was appended, as it is functional and 674 

in-frame. These data were kept separate, and only DH genes and the DJH junction were used 675 

for the analysis. Due to the low number of cells in IL-7Rα-/- BM, VDJ-seq libraries were 676 

generated with approximately 6-fold less starting material, resulting in reduced numbers of 677 

sequences relative to the WT BM VDJ-seq libraries (STable 3). Nevertheless, this amount of 678 

starting material does not compromise detection of the wide dynamic range of frequency of 679 

VDJ and DJ recombined sequences (Chovanec et al., 2018).  680 

ATAC-seq.  ATAC-seq (Assay for Transposase-Accessible Chromatin using sequencing) was 681 

performed as previously described (Buenrostro et al., 2013; 2015) on 70,000-100,000 cells. 682 

Sorted cells were washed, centrifuged and resuspended in 50 µl of lysis buffer (10 mM Tris-683 

HCl pH 7.4, 10 mM NaCl, 3 mM MgCl2, 0.1% NP40) on ice for 15 min. Nuclei were 684 

centrifuged for 10 min at 4oC, resuspended in 50 µl 1xTD buffer containing 2.5 µl TDE1 685 

transposase (Illumina Nextera DNA Sample Preparation Kit), and incubated for 30 min at 37oC. 686 

Samples were purified using MiniElute columns (Qiagen) according to the manufacturer’s 687 

instructions and eluted in 21 µl RSB buffer (10mM Tris HCl pH7.6, 10mM NaCl, 1.5mM 688 
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MgCl2, 0.1% NP40). PCR amplification and index incorporation were performed in a 50 µl 689 

reaction containing 5 µl of forward and reverse index primers (Illumina Nextera Index Kit), 15 690 

µl NPM, 5 µl PPC (Illumina Nextera DNA Sample Preparation Kit) and 20 µl DNA. Libraries 691 

were purified using QIAquick PCR clean-up columns (Qiagen) and sequenced on an Illumina 692 

HiSeq (6 libraries/lane). Reads were mapped to the mouse genome build NCBI37/mm9 using 693 

Bowtie2 and quantified using the MACS peak caller within Seqmonk. DESeq2 was used to 694 

identify genomic locations exhibiting significant differences in ATAC-seq reads in IL-695 

7R/Rag2-/- relative to Rag2-/-, and these sites were tested for TF motifs using the HOMER 696 

analysis tool (http://homer.salk.edu/homer/ngs/peaks.html - Heinz et al., 2010).  697 

Statistical test.  A two-tailed ANOVA (type III) together with a pairwise t-test (adjusted by 698 

Benjamini and Hochberg method) were used to calculate significance and p-values unless 699 

otherwise stated. 700 

Data Availability. The VDJ-seq, ATAC-seq and RNA-seq raw sequencing files generated in 701 

this study, as well as processed files have been deposited with GEO, accession number 702 

GSE157603.  703 

  704 

.CC-BY-NC-ND 4.0 International licenseperpetuity. It is made available under a
preprint (which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in 

The copyright holder for thisthis version posted September 25, 2020. ; https://doi.org/10.1101/2020.09.24.298000doi: bioRxiv preprint 

https://doi.org/10.1101/2020.09.24.298000
http://creativecommons.org/licenses/by-nc-nd/4.0/


35 
 

References 705 

Abarrategui, I., & Krangel, M. S. (2006). Regulation of T cell receptor-alpha gene 706 
recombination by transcription. Nature Immunology, 7(10), 1109–15. 707 
http://doi.org/10.1038/ni1379 708 

Abarrategui, I., & Krangel, M. S. (2007). Noncoding transcription controls downstream 709 
promoters to regulate T-cell receptor alpha recombination. The EMBO Journal, 26(20), 710 
4380–90. http://doi.org/10.1038/sj.emboj.7601866 711 

Banerjee, A., Northrup, D., Boukarabila, H., Jacobsen, S., & Allman, D. (2013). 712 
Transcriptional Repression of Gata3 Is Essential for Early B Cell Commitment. Immunity, 713 
38(5), 930–942. http://doi.org/10.1016/j.immuni.2013.01.014 714 

Bertolino, E., Reddy, K., Medina, K. L., Parganas, E., Ihle, J., & Singh, H. (2005). Regulation 715 
of interleukin 7-dependent immunoglobulin heavy-chain variable gene rearrangements by 716 
transcription factor STAT5. Nature Immunology, 6(8), 836–43. 717 
http://doi.org/10.1038/ni1226 718 

Bevington, S., & Boyes, J. (2013). Transcription-coupled eviction of histones H2A/H2B 719 
governs V(D)J recombination. The EMBO Journal, 32(10), 1381–92. 720 
http://doi.org/10.1038/emboj.2013.42 721 

Bolland, D. J., Wood, A. L., Johnston, C. M., Bunting, S. F., Morgan, G., Chakalova, L.,  722 
Corcoran, A. E. (2004). Antisense intergenic transcription in V(D)J recombination. 723 
Nature Immunology, 5(6), 630–7. http://doi.org/10.1038/ni1068 724 

Bolland, D. J., Wood, A. L., Afshar, R., Featherstone, K., Oltz, E. M., & Corcoran, A. E. 725 
(2007). Antisense intergenic transcription precedes Igh D-to-J recombination and is 726 
controlled by the intronic enhancer Emu. Molecular and Cellular Biology, 27(15), 5523–727 
33. http://doi.org/10.1128/MCB.02407-06 728 

Bolland, D. J., Koohy, H., Wood, A. L., Matheson, L. S., Krueger, F., Stubbington, M. J. T., 729 
… Corcoran, A. E. (2016). Two Mutually Exclusive Local Chromatin States Drive 730 
Efficient V(D)J Recombination. Cell Reports, 15(11), 2475–2487. 731 
http://doi.org/10.1016/j.celrep.2016.05.020 732 

Boller, S., & Grosschedl, R. (2014). The regulatory network of B-cell differentiation: A 733 
focused view of early B-cell factor 1 function. Immunological Reviews, 261(1), 102–115. 734 
http://doi.org/10.1111/imr.12206 735 

Buenrostro, J. D., Giresi, P. G., Zaba, L. C., Chang, H. Y., & Greenleaf, W. J. (2013). 736 
Transposition of native chromatin for fast and sensitive epigenomic profiling of open 737 
chromatin, DNA-binding proteins and nucleosome position. Nature Methods, 10(12), 738 
1213–8. http://doi.org/10.1038/nmeth.2688 739 

Buenrostro, J., Wu, B., Chang, H., & Greenleaf, W. (2015). ATAC-seq: A Method for 740 
Assaying Chromatin Accessibility Genome-Wide. Curr Protoc Mol Biol., 109(21.29.1–741 
9. doi:10.1002/0471142727.mb2129s109). http://doi.org/10.1016/bs.mcb.2015.01.016 742 

.CC-BY-NC-ND 4.0 International licenseperpetuity. It is made available under a
preprint (which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in 

The copyright holder for thisthis version posted September 25, 2020. ; https://doi.org/10.1101/2020.09.24.298000doi: bioRxiv preprint 

https://doi.org/10.1101/2020.09.24.298000
http://creativecommons.org/licenses/by-nc-nd/4.0/


36 
 

Carvalho, T. L., Mota-Santos, T., Cumano, A., Demengeot, J., & Vieira, P. (2001). Arrested B 743 
lymphopoiesis and persistence of activated B cells in adult interleukin 7(-/)- mice. The 744 
Journal of Experimental Medicine, 194(8), 1141–50. 745 

Chakraborty, T., Chowdhury, D., Keyes, A., Jani, A., Subrahmanyam, R., Ivanova, I., & Sen, 746 
R. (2007). Repeat Organization and Epigenetic Regulation of the DH-Cμ Domain of the 747 
Immunoglobulin Heavy-Chain Gene Locus. Molecular Cell, 27(5), 842–850. 748 
http://doi.org/10.1016/j.molcel.2007.07.010 749 

Chakraborty, T., Perlot, T., Subrahmanyam, R., Jani, A., Goff, P. H., Zhang, Y., … Sen, R. 750 
(2009). A 220-nucleotide deletion of the intronic enhancer reveals an epigenetic hierarchy 751 
in immunoglobulin heavy chain locus activation. The Journal of Experimental Medicine, 752 
206(5), 1019–1027. http://doi.org/10.1084/jem.20081621 753 

Choi, N. M., Loguercio, S., Verma-Gaur, J., Degner, S. C., Torkamani, A., Su, A. I., … Feeney, 754 
A. J. (2013). Deep sequencing of the murine IgH repertoire reveals complex regulation of 755 
nonrandom V gene rearrangement frequencies. Journal of Immunology (Baltimore, Md. : 756 
1950), 191(5), 2393–402. http://doi.org/10.4049/jimmunol.1301279 757 

Chovanec, P., Bolland, D. J., Matheson, L. S., Wood, A. L., Krueger, F., Andrews, S., & 758 
Corcoran, A. E. (2018). Unbiased quantification of immunoglobulin diversity at the DNA 759 
level with VDJ-seq. Nature Protocols, 13(6), 1232–1252. 760 
http://doi.org/10.1038/nprot.2018.021 761 

Chowdhury, D., & Sen, R. (2001). Stepwise activation of the immunoglobulin mu heavy chain 762 
gene locus. The EMBO Journal, 20(22), 6394–403. 763 
http://doi.org/10.1093/emboj/20.22.6394 764 

Chowdhury, D., & Sen, R. (2003). Transient IL-7/IL-7R signaling provides a mechanism for 765 
feedback inhibition of immunoglobulin heavy chain gene rearrangements. Immunity, 766 
18(2), 229–41. https://doi.org/10.1016/S1074-7613(03)00030-X 767 

Corcoran, A. E., Smart, F. M., Cowling, R. J., Crompton, T., Owen, M. J., & Venkitaraman, 768 
A. R. (1996). The interleukin-7 receptor alpha chain transmits distinct signals for 769 
proliferation and differentiation during B lymphopoiesis. The EMBO Journal, 15(8), 770 
1924–32. 771 

Corcoran, A. E., Riddell, A., Krooshoop, D., & Venkitaraman, a R. (1998). Impaired 772 
immunoglobulin gene rearrangement in mice lacking the IL-7 receptor. Nature, 773 
391(6670), 904–7. http://doi.org/10.1038/36122 774 

Corcoran, A. E. (2010). The epigenetic role of non-coding RNA transcription and nuclear 775 
organization in immunoglobulin repertoire generation. Seminars in Immunology, 22(6), 776 
353–61. http://doi.org/10.1016/j.smim.2010.08.001 777 

Corfe, S. a, & Paige, C. J. (2012). The many roles of IL-7 in B cell development; mediator of 778 
survival, proliferation and differentiation. Seminars in Immunology, 24(3), 198–208. 779 
http://doi.org/10.1016/j.smim.2012.02.001 780 

.CC-BY-NC-ND 4.0 International licenseperpetuity. It is made available under a
preprint (which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in 

The copyright holder for thisthis version posted September 25, 2020. ; https://doi.org/10.1101/2020.09.24.298000doi: bioRxiv preprint 

https://doi.org/10.1101/2020.09.24.298000
http://creativecommons.org/licenses/by-nc-nd/4.0/


37 
 

Decker, T., Pasca di Magliano, M., McManus, S., Sun, Q., Bonifer, C., Tagoh, H., & 781 
Busslinger, M. (2009). Stepwise activation of enhancer and promoter regions of the B cell 782 
commitment gene Pax5 in early lymphopoiesis. Immunity, 30(4), 508–20. 783 
http://doi.org/10.1016/j.immuni.2009.01.012 784 

Delassus, S., Darche, S., Kourilsky, P., & Alerts, E. (1998). Ontogeny of the Heavy Chain 785 
Immunoglobulin Repertoire in Fetal Liver and Bone Marrow. J Immunol, (160), 3274–786 
3280. 787 

Dias, S., Silva, H., Cumano, A., & Vieira, P. (2005). Interleukin-7 is necessary to maintain the 788 
B cell potential in common lymphoid progenitors. The Journal of Experimental Medicine, 789 
201(6), 971–979. http://doi.org/10.1084/jem.20042393 790 

Dias, S., Mansson, R., Gurbuxani, S., Sigvardsson, M., & Kee, B. L. (2008). E2A Proteins 791 
Promote Development of Lymphoid-Primed Multipotent Progenitors. Immunity, 29(2), 792 
217–227. http://doi.org/10.1016/j.immuni.2008.05.015 793 

Ebert, A., McManus, S., Tagoh, H., Medvedovic, J., Salvagiotto, G., Novatchkova, M., … 794 
Busslinger, M. (2011). The distal V(H) gene cluster of the Igh locus contains distinct 795 
regulatory elements with Pax5 transcription factor-dependent activity in pro-B cells. 796 
Immunity, 34(2), 175–187. https://doi.org/10.1016/j.immuni.2011.02.005 797 

Erlandsson, L., Licence, S., Gaspal, F., Bell, S., Lane, P., Corcoran, A. E., & Mårtensson, I. L. 798 
(2004). Impaired B-1 and B-2 B cell development and atypical splenic B cell structures in 799 
IL-7 receptor-deficient mice. European Journal of Immunology, 34, 3595–3603. 800 
http://doi.org/10.1002/eji.200425217 801 

Feeney, A. J. (1990). Lack of N regions in fetal and neonatal mouse immunoglobulin V-D-J 802 
junctional sequences. The Journal of Experimental Medicine, 172(5), 1377–1390. 803 
http://doi.org/10.1084/jem.172.5.1377 804 

Fuxa, M., Skok, J., Souabni, A., Salvagiotto, G., Roldan, E., & Busslinger, M. (2004). Pax5 805 
induces V-to-DJ rearrangements and locus contraction of the immunoglobulin heavy-806 
chain gene. Genes & Development, 18(4), 411–22. http://doi.org/10.1101/gad.291504 807 

Fuxa, M., & Busslinger, M. (2007). Reporter gene insertions reveal a strictly B lymphoid-808 
specific expression pattern of Pax5 in support of its B cell identity function. Journal of 809 
Immunology (Baltimore, Md. : 1950), 178(12), 8222–8228. 810 
http://doi.org/10.4049/jimmunol.178.5.3031 811 

Gerasimova, T., Guo, C., Ghosh, A., Qiu, X., Montefiori, L., Verma-gaur, J., … Sen, R. 812 
(2015). A structural hierarchy mediated by multiple nuclear factors establishes IgH locus 813 
conformation, 1683–1695. https://doi.org/10.1101/gad.263871.115. 814 

Giallourakis, C. C., Franklin, A., Guo, C., Cheng, H.-L., Yoon, H. S., Gallagher, M., … Alt, F. 815 
W. (2010). Elements between the IgH variable (V) and diversity (D) clusters influence 816 
antisense transcription and lineage-specific V(D)J recombination. Proceedings of the 817 
National Academy of Sciences of the United States of America, 107(51), 22207–22212. 818 
http://doi.org/10.1073/pnas.1015954107 819 

.CC-BY-NC-ND 4.0 International licenseperpetuity. It is made available under a
preprint (which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in 

The copyright holder for thisthis version posted September 25, 2020. ; https://doi.org/10.1101/2020.09.24.298000doi: bioRxiv preprint 

https://doi.org/10.1101/2020.09.24.298000
http://creativecommons.org/licenses/by-nc-nd/4.0/


38 
 

Guo, C., Yoon, H. S., Franklin, A., Jain, S., Ebert, A., Cheng, H.-L., … Alt, F. W. (2011). 820 
CTCF-binding elements mediate control of V(D)J recombination. Nature, 477(7365), 821 
424–430. https://doi.org/10.1038/nature10495 822 

Györy, I., Boller, S., Nechanitzky, R., Mandel, E., Pott, S., Liu, E., & Grosschedl, R. (2012). 823 
Transcription factor Ebf1 regulates differentiation stage-specific signaling, proliferation, 824 
and survival of B cells. Genes & Development, 26(7), 668–82. 825 
http://doi.org/10.1101/gad.187328.112 826 

Heinz S, Benner C, Spann N, Bertolino E et al. Simple Combinations of Lineage-Determining 827 
Transcription Factors Prime cis-Regulatory Elements Required for Macrophage and B 828 
Cell Identities. Mol Cell 2010 May 28;38(4):576-589. PMID: 20513432 829 

Hesslein, D. G. T., Pflugh, D. L., Chowdhury, D., Bothwell, A. L. M., Sen, R., & Schatz, D. 830 
G. (2003). Pax5 is required for recombination of transcribed, acetylated, 5’ IgH V gene 831 
segments. Genes & Development, 17(1), 37–42. http://doi.org/10.1101/gad.1031403 832 

Hesslein, D. G. T., Yang, S. Y., & Schatz, D. G. (2006). Origins of peripheral B cells in IL-7 833 
receptor-deficient mice. Molecular Immunology, 43(4), 326–334. 834 
https://doi.org/10.1016/j.molimm.2005.02.010Ikawa, T., Kawamoto, H., Wright, L. Y. 835 
T., & Murre, C. (2004). Long-term cultured E2A-deficient hematopoietic progenitor cells 836 
are pluripotent. Immunity, 20(3), 349–360. http://doi.org/10.1016/S1074-7613(04)00049-837 
4 838 

Jacobsen, J. A., Woodard, J., Mandal, M., Clark, M. R., Bartom, E. T., Sigvardsson, M., & 839 
Kee, B. L. (2017). EZH2 Regulates the Developmental Timing of Effectors of the Pre–840 
Antigen Receptor Checkpoints. The Journal of Immunology, 198(12), 4682–4691. 841 
http://doi.org/10.4049/jimmunol.1700319 842 

Jain, S., Ba, Z., Zhang, Y., Dai, H-Q. & Alt, F.W (2018) CTCF-binding elements mediate 843 
accessibility of Rag substrates during chromatin scanning. Cell, 175, 1-30. 844 
DOI:https://doi.org/10.1016/j.cell.2018.04.035 845 

Jeong, H. Do, & Teale, J. M. (1988). Comparison of the fetal and adult functional B cell 846 
repertoires by analysis of VH gene family expression. The Journal of Experimental 847 
Medicine, 168(2), 598–603. 848 

Jhunjhunwala, S., van Zelm, M. C., Peak, M. M., Cutchin, S., Riblet, R., van Dongen, J. J. M., 849 
Murre, C. (2008). The 3D structure of the immunoglobulin heavy-chain locus: 850 
implications for long-range genomic interactions. Cell, 133(2), 265–79. 851 
http://doi.org/10.1016/j.cell.2008.03.024 852 

Ji, Y., Resch, W., Corbett, E., Yamane, A., Casellas, R., & Schatz, D. G. (2010). The In Vivo 853 
Pattern of Binding of RAG1 and RAG2 to Antigen Receptor Loci. Cell, 141(3), 419–854 
431. https://doi.org/10.1016/j.cell.2010.03.010 855 

Johnson, K., Angelin-Duclos, C., Park, S., & Calame, K. L. (2003). Changes in histone 856 
acetylation are associated with differences in accessibility of V(H) gene segments to V-DJ 857 
recombination during B-cell ontogeny and development. Molecular and Cellular Biology, 858 
23(7), 2438–50. 859 

.CC-BY-NC-ND 4.0 International licenseperpetuity. It is made available under a
preprint (which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in 

The copyright holder for thisthis version posted September 25, 2020. ; https://doi.org/10.1101/2020.09.24.298000doi: bioRxiv preprint 

https://doi.org/10.1101/2020.09.24.298000
http://creativecommons.org/licenses/by-nc-nd/4.0/


39 
 

Johnson, K., Hashimshony, T., Sawai, C.M., Pongubala, J.M.R., Skook, J.A., Aifantis, I., & 860 
Singh, H. (2008). Regulation of immunoglobulin light-chain recombination by the 861 
transcription factor IRF-4 and the attenuation of interleukin-7 signalling. Immunity 28, 335-862 
345. 863 

Johnson, K., Chaumeil, J., Micsinai, M., Wang, J. M. H., Ramsey, L. B., Baracho, G. V, 864 
Rickert, R. C., Strino, F., Kluger, Y., Farrar, M. A, & Skok, J. A. (2012). IL-7 865 
functionally segregates the pro-B cell stage by regulating transcription of recombination 866 
mediators across cell cycle. Journal of Immunology (Baltimore, Md. : 1950), 188(12), 867 
6084–6092. https://doi.org/10.4049/jimmunol.1200368 868 

Johnston, C. M., Wood, A. L., Bolland, D. J., & Corcoran, A. E. (2006). Complete sequence 869 
assembly and characterization of the C57BL/6 mouse Ig heavy chain V region. Journal 870 
of Immunology (Baltimore, Md. : 1950), 176(7), 4221–4234. 871 
https://doi.org/10.4049/jimmunol.176.7.4221 872 

Kee, B. L., & Murre, C. (1998). Induction of early B cell factor (EBF) and multiple B lineage 873 
genes by the basic helix-loop-helix transcription factor E12. The Journal of Experimental 874 
Medicine, 188(4), 699–713. 875 

Kikuchi, K., Lai, A. Y., Hsu, C.-L., & Kondo, M. (2005). IL-7 receptor signaling is necessary 876 
for stage transition in adult B cell development through up-regulation of EBF. Journal of 877 
Experimental Medicine, 201(8), 1197–1203. http://doi.org/10.1084/jem.20050158 878 

LeBien, Tucker W. (2000). Fates of human B-cell precursors. Blood, 96, 9-23. 879 

Lefranc, M.-P., Giudicelli, V., Duroux, P., Jabado-Michaloud, J., Folch, G., Aouinti, S.,  880 
Kossida, S. (2014). IMGT(R), the international ImMunoGeneTics information system(R) 881 
25 years on. Nucleic Acids Research, 43(D1), D413–D422. 882 
http://doi.org/10.1093/nar/gku1056 883 

Li, Y. S., Hayakawa, K., & Hardy, R. R. (1993). The regulated expression of B lineage 884 
associated genes during B cell differentiation in bone marrow and fetal liver. The Journal 885 
of Experimental Medicine, 178(3), 951–60. 886 

Lin, Y. C., Jhunjhunwala, S., Benner, C., Heinz, S., Welinder, E., Mansson, R., … Murre, C. 887 
(2010). A global network of transcription factors, involving E2A, EBF1 and Foxo1, that 888 
orchestrates B cell fate. Nature Immunology, 11(7), 635–43. 889 
http://doi.org/10.1038/ni.1891 890 

Love, M. I., Huber, W., & Anders, S. (2014). Moderated estimation of fold change and 891 
dispersion for RNA-seq data with DESeq2. Genome Biology, 15(12), 550. 892 
http://doi.org/10.1186/s13059-014-0550-8 893 

Lukin, K., Fields, S., Guerrettaz, L., Straign, D., Rodriguez, V., Zandi, S., … Hagman, J. 894 
(2011). A dose-dependent role for EBF1 in repressing non-B-cell-specific genes. 895 
European Journal of Immunology, 41(6), 1787–1793. 896 
http://doi.org/10.1002/eji.201041137 897 

.CC-BY-NC-ND 4.0 International licenseperpetuity. It is made available under a
preprint (which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in 

The copyright holder for thisthis version posted September 25, 2020. ; https://doi.org/10.1101/2020.09.24.298000doi: bioRxiv preprint 

https://doi.org/10.1101/2020.09.24.298000
http://creativecommons.org/licenses/by-nc-nd/4.0/


40 
 

Malin, S., McManus, S., Cobaleda, C., Novatchkova, M., Delogu, A., Bouillet, P., Busslinger, 898 
M. (2010). Role of STAT5 in controlling cell survival and immunoglobulin gene 899 
recombination during pro-B cell development. Nature Immunology, 11(2), 171–9. 900 
http://doi.org/10.1038/ni.1827 901 

Mandal, M., Powers, S. E., Maienschein-Cline, M., Bartom, E. T., Hamel, K. M., Kee, B. L., 902 
Dinner, A.R. & Clark, M. R. (2011). Epigenetic repression of the Igk locus by STAT5-903 
mediated recruitment of the histone methyltransferase Ezh2. Nature Immunology, 904 
12(12), 1212–1220. https://doi.org/10.1038/ni.2136 905 

Maraskovsky, E., O’Reilly, L. A., Teepe, M., Corcoran, L. M., Peschon, J. J., & Strasser, A. 906 
(1997). Bcl-2 can rescue T lymphocyte development in interleukin-7 receptor-deficient 907 
mice but not in mutant rag-1-/- mice. Cell, 89(7), 1011–1019. 908 
http://doi.org/10.1016/S0092-8674(00)80289-5 909 

Maraskovsky, E., Peschon, J. J., McKenna, H., Teepe, M., & Strasser, A. (1998). 910 
Overexpression of Bcl-2 does not rescue impaired B lymphopoiesis in IL-7 receptor-911 
deficient mice but can enhance survival of mature B cells. International Immunology, 912 
10(9), 1367–75. 913 

Martin, V., Wu, Y-C., Kipling, D., & Dunn-Walters, D (2015). Ageing of the B-cell repertoire. 914 
Phil. Trans. R. Soc. B 370.  http://dx.doi.org/10.1098/rstb.2014.0237 915 

Matheson, L. S., Bolland, D. J., Chovanec, P., Krueger, F., Andrews, S., Koohy, H., & 916 
Corcoran, A. E. (2017). Local Chromatin Features Including PU.1 and IKAROS Binding and 917 
H3K4 Methylation Shape the Repertoire of Immunoglobulin Kappa Genes Chosen for V(D)J 918 
Recombination. Frontiers in Immunology, 8, 1550. http://doi.org/10.3389/fimmu.2017.01550 919 

Medina, K. L., Tangen, S. N., Seaburg, L. M., Thapa, P., Gwin, K. A., & Shapiro, V. S. (2013). 920 
Separation of plasmacytoid dendritic cells from B-cell-biased lymphoid progenitor (BLP) 921 
and Pre-pro B cells using PDCA-1. PloS One, 8(10), e78408. 922 
http://doi.org/10.1371/journal.pone.0078408 923 

Medvedovic, J., Ebert, A., Tagoh, H., Tamir, I., Schwickert, T. A., Novatchkova, M., … 924 
Busslinger, M. (2013). Flexible long-range loops in the VH gene region of the Igh locus 925 
facilitate the generation of a diverse antibody repertoire. Immunity, 39(2), 229–244. 926 
https://doi.org/10.1016/j.immuni.2013.08.011 927 

Milford, T. M., Su, R. J., Francis, O. L., Baez, I. , Martinez, S. R., Coats, J. S., Weldon, A. J., 928 
Calderon, M. N., Nwosu, M. C., Botimer, A. R., Suterwala, B. T., Zhang, X. , Morris, C. 929 
L., Weldon, D. J., Dovat, S. and Payne, K. J. (2016), TSLP or IL‐7 provide an IL‐7Rα 930 
signal that is critical for human B lymphopoiesis. Eur. J. Immunol., 46: 2155-2161. 931 
http://doi:10.1002/eji.201646307 932 

Miller, J. P., Izon, D., DeMuth, W., Gerstein, R., Bhandoola, A., & Allman, D. (2002). The 933 
earliest step in B lineage differentiation from common lymphoid progenitors is critically 934 
dependent upon interleukin 7. The Journal of Experimental Medicine, 196(5), 705–711. 935 
http://doi.org/10.1084/jem.20020784 936 

.CC-BY-NC-ND 4.0 International licenseperpetuity. It is made available under a
preprint (which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in 

The copyright holder for thisthis version posted September 25, 2020. ; https://doi.org/10.1101/2020.09.24.298000doi: bioRxiv preprint 

https://doi.org/10.1101/2020.09.24.298000
http://creativecommons.org/licenses/by-nc-nd/4.0/


41 
 

Montefiori, L., Wuerffel, R., Roqueiro, D., Lajoie, B., Guo, C., Gerasimova, T., … Kenter, A. 937 
L. (2016). Extremely Long-Range Chromatin Loops Link Topological Domains to 938 
Facilitate a Diverse Antibody Repertoire. Cell Reports, 14(4), 896–906. 939 
https://doi.org/10.1016/j.celrep.2015.12.083 940 

Moriyama, M., Yamochi, T., Semba, K., Akiyama, T., & Mori, S. (1997). BCL-6 is 941 
phosphorylated at multiple sites in its serine- and proline-clustered region by mitogen-942 
activated protein kinase (MAPK) in vivo. Oncogene, 14(20), 2465–2474. 943 
http://doi.org/10.1038/sj.onc.1201084 944 

Morrow, M. A., Lee, G., Gillis, S., Yancopoulos, G. D., & Alt, F. W. (1992). Interleukin-7 945 
induces N-myc and c-myc expression in normal precursor B lymphocytes. Genes & 946 
Development, 6(1), 61–70. http://doi.org/10.1101/gad.6.1.61 947 

Morshead, K. B., Ciccone, D. N., Taverna, S. D., Allis, C. D., & Oettinger, M. A. (2003). 948 
Antigen receptor loci poised for V(D)J rearrangement are broadly associated with BRG1 949 
and flanked by peaks of histone H3 dimethylated at lysine 4. Proceedings of the National 950 
Academy of Sciences of the United States of America, 100(20), 11577–82. 951 
http://doi.org/10.1073/pnas.1932643100 952 

Nahar, R., Ramezani-Rad, P., Mossner, M., Duy, C., Cerchietti, L., Geng, H., Müschen, M. 953 
(2011). Pre-B cell receptor – mediated activation of BCL6 induces pre-B cell quiescence 954 
through transcriptional repression of MYC. Blood, 118(15), 4174–4178. 955 
http://doi.org/10.1182/blood-2011-01-331181 956 

Niu, H., Ye, B. H., & Dalla-Fevera, R. (1998). Antigen receptor signaling induces MAP kinase-957 
mediated phosphorylation and degradation of the BCL-6 transcription factor. Genes & 958 
Devel., 12(13), 1953–1961. http://doi.org/10.1101/gad.12.13.1953 959 

Nutt, S. L., Urbánek, P., Relink, A., & Busslinger, M. (1997). Essential functions of Pax5 960 
(BSAP) in pro-B cell development: Difference between fetal and adult B lymphopoiesis 961 
and reduced V-to-DJ recombination at the IgH locus. Genes and Development, 11(4), 962 
476–491. http://doi.org/10.1101/gad.11.4.476 963 

Nutt, S.L. Nature 1999 964 

O’Riordan, M., & Grosschedl, R. (1999). Coordinate regulation of B cell differentiation by the 965 
transcription factors EBF and E2A. Immunity, 11(1), 21–31. 966 
http://doi.org/10.1016/S1074-7613(00)80078-3 967 

Parkhomchuk, D., Borodina, T., Amstislavskiy, V., Banaru, M., Hallen, L., Krobitsch, S., 968 
Soldatov, A. (2009). Transcriptome analysis by strand-specific sequencing of 969 
complementary DNA. Nucleic Acids Research, 37(18). http://doi.org/10.1093/nar/gkp596 970 

Parrish, Y. K., Baez, I., Milford, T.-A., Benitez, A., Galloway, N., Rogerio, J. W., … Payne, 971 
K. J. (2009). IL-7 Dependence in Human B Lymphopoiesis Increases during Progression 972 
of Ontogeny from Cord Blood to Bone Marrow. The Journal of Immunology, 182(7), 973 
4255 LP – 4266. https://doi.org/10.4049/jimmunol.0800489 974 

.CC-BY-NC-ND 4.0 International licenseperpetuity. It is made available under a
preprint (which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in 

The copyright holder for thisthis version posted September 25, 2020. ; https://doi.org/10.1101/2020.09.24.298000doi: bioRxiv preprint 

https://doi.org/10.1101/2020.09.24.298000
http://creativecommons.org/licenses/by-nc-nd/4.0/


42 
 

Passtoors WM, van den Akker EB, Deelen J, et al. IL7R gene expression network associates 975 
with human healthy ageing (2015). Immun Ageing. 2015;12:21. doi:10.1186/s12979-015-976 
0048-6 977 

Patton, D. T., Plumb, A. W., Redpath, S. a, Osborne, L. C., Perona-Wright, G., & Abraham, 978 
N. (2014). The development and survival but not function of follicular B cells is dependent 979 
on IL-7Rα Tyr449 signaling. PloS One, 9(2), e88771. 980 
http://doi.org/10.1371/journal.pone.0088771 981 

Peschon, J. J., Morrissey, P. J., Grabstein, K. H., Ramsdell, F. J., Maraskovsky, E., Gliniak, B. 982 
C., Davison, B. L. (1994). Early lymphocyte expansion is severely impaired in interleukin 983 
7 receptor-deficient mice. The Journal of Experimental Medicine, 180(5), 1955–60. 984 

Pongubala, J. M. R., Northrup, D. L., Lancki, D. W., Medina, K. L., Treiber, T., Bertolino, E., 985 
Singh, H. (2008). Transcription factor EBF restricts alternative lineage options and 986 
promotes B cell fate commitment independently of Pax5. Nature Immunology, 9(2), 203–987 
15. http://doi.org/10.1038/ni1555 988 

Pridans, C., Holmes, M. L., Polli, M., Wettenhall, J. M., Dakic, A., Corcoran, L. M., … Nutt, 989 
S. L. (2008). Identification of Pax5 target genes in early B cell differentiation. Journal of 990 
Immunology (Baltimore, Md. : 1950), 180(3), 1719–1728. http://doi.org/180/3/1719 991 

Pulivarthy SR, Lion M, Kuzu G, et al. Regulated large-scale nucleosome density patterns and 992 
precise nucleosome positioning correlate with V(D)J recombination. Proc Natl Acad Sci 993 
U S A. 2016;113(42), E6427‐E6436. doi:10.1073/pnas.1605543113  994 

Rieu, I., & Powers, S. J. (2009). Real-time quantitative RT-PCR: design, calculations, and 995 
statistics. The Plant Cell, 21(4), 1031–3. http://doi.org/10.1105/tpc.109.066001 996 

Roessler, S., Györy, I., Imhof, S., Spivakov, M., Williams, R. R., Busslinger, M., … 997 
Grosschedl, R. (2007). Distinct promoters mediate the regulation of Ebf1 gene expression 998 
by interleukin-7 and Pax5. Molecular and Cellular Biology, 27(2), 579–94. 999 
http://doi.org/10.1128/MCB.01192-06 1000 

Rochman, Y., Spolski, R., & Leonard, W. J. (2009). New insights into the regulation of T cells 1001 
by γc family cytokines. Nature Reviews Immunology, 9(7), 480–490. 1002 
http://doi.org/10.1038/nri2580 1003 

Rumfelt, L. L., Zhou, Y., Rowley, B. M., Shinton, S. a, & Hardy, R. R. (2006). Lineage 1004 
specification and plasticity in CD19- early B cell precursors. The Journal of Experimental 1005 
Medicine, 203(3), 675–687. http://doi.org/10.1084/jem.20052444 1006 

Sayegh, C. E., Sayegh, C., Jhunjhunwala, S., Riblet, R., & Murre, C. (2005). Visualization of 1007 
looping involving the immunoglobulin heavy-chain locus in developing B cells. Genes & 1008 
Development, 19(3), 322–7. http://doi.org/10.1101/gad.1254305 1009 

Shinkai, Y., Rathbun, G., Oltz, E. M., Stewart, V., Mendelsohn, M., Charron, J., … Alt, F. W. 1010 
(1992). RAG-2-Deficient Mice Lack Mature Lymphocytes Owing to Inability to Initiate 1011 
V ( D ) J Rearrangement, 68(D), 855–867. 1012 

.CC-BY-NC-ND 4.0 International licenseperpetuity. It is made available under a
preprint (which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in 

The copyright holder for thisthis version posted September 25, 2020. ; https://doi.org/10.1101/2020.09.24.298000doi: bioRxiv preprint 

https://doi.org/10.1101/2020.09.24.298000
http://creativecommons.org/licenses/by-nc-nd/4.0/


43 
 

Siegrist, C-A., & Aspinall, R. (2009). B cell responses to vaccination at the extremes of age. 1013 
Nature Reviews Immunology, 9, 185-194. 1014 

Stephan, R.P, Sander., V.M., Witte, P.M. (1997). Development of B cells in aged mice: 1015 
decline in the ability of pro-B cells to respond to IL-7 but not o other growth factors.  J. 1016 
Immunol. 158, 1598-609. 1017 

 1018 

Stubbington, M. J., & Corcoran, A. E. (2013). Non-coding transcription and large-scale nuclear 1019 
organisation of immunoglobulin recombination. Current Opinion in Genetics & 1020 
Development, 23, 1–8. http://doi.org/10.1016/j.gde.2013.01.001 1021 

Su, I.-H., Basavaraj, A., Krutchinsky, A. N., Hobert, O., Ullrich, A., Chait, B. T., & 1022 
Tarakhovsky, A. (2003). Ezh2 controls B cell development through histone H3 1023 
methylation and Igh rearrangement. Nature Immunology, 4(2), 124–31. 1024 
http://doi.org/10.1038/ni876 1025 

Szabo, P., Shen, S., Weksler, M. (1999). Age-associated defects in B lymphocyte development. 1026 
Exp Gerontol. 34, 431-434.  1027 

Thal, M. A., Carvalho, T. L., He, T., Kim, H.-G., Gao, H., Hagman, J., & Klug, C. A. (2009). 1028 
Ebf1-mediated down-regulation of Id2 and Id3 is essential for specification of the B cell 1029 
lineage. Proceedings of the National Academy of Sciences of the United States of America, 1030 
106(2), 552–7. http://doi.org/10.1073/pnas.0802550106 1031 

Treiber, T., Mandel, E. M., Pott, S., Gyory, I., Firner, S., Liu, E. T., & Grosschedl, R. (2010). 1032 
Early B cell factor 1 regulates B cell gene networks by activation, repression, and 1033 
transcription- independent poising of chromatin. Immunity, 32(5), 714–725. 1034 
http://doi.org/10.1016/j.immuni.2010.04.013 1035 

Tsapogas, P., Zandi, S., Ahsberg, J., Zetterblad, J., Welinder, E., Jonsson, J. I., 0.Sigvardsson, 1036 
M. (2011). IL-7 mediates Ebf-1-dependent lineage restriction in early lymphoid 1037 
progenitors. Blood, 118(5), 1283–1290. http://doi.org/10.1182/blood-2011-01-332189 1038 

Verma-Gaur, J., Torkamani, A., Schaffer, L., Head, S. R., Schork, N. J., & Feeney, A. J. (2012). 1039 
Noncoding transcription within the Igh distal V(H) region at PAIR elements affects the 1040 
3D structure of the Igh locus in pro-B cells. Proceedings of the National Academy of 1041 
Sciences of the United States of America, 109(42), 17004–9. 1042 
http://doi.org/10.1073/pnas.1208398109 1043 

Vosshenrich, C. A., Cumano, A., Müller, W., Di Santo, J. P., & Vieira, P. (2003). Thymic 1044 
stromal-derived lymphopoietin distinguishes fetal from adult B cell development. Nature 1045 
Immunology, 4(8), 773–779. http://doi.org/10.1038/ni956 1046 

Walker, S. R., Nelson, E. A., & Frank, D. A. (2007). STAT5 represses BCL6 expression by 1047 
binding to a regulatory region frequently mutated in lymphomas. Oncogene, 26(2), 224–1048 
233. http://doi.org/10.1038/sj.onc.1209775 1049 

.CC-BY-NC-ND 4.0 International licenseperpetuity. It is made available under a
preprint (which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in 

The copyright holder for thisthis version posted September 25, 2020. ; https://doi.org/10.1101/2020.09.24.298000doi: bioRxiv preprint 

https://doi.org/10.1101/2020.09.24.298000
http://creativecommons.org/licenses/by-nc-nd/4.0/


44 
 

Xu, C.-R., Schaffer, L., Head, S. R., & Feeney, A. J. (2008). Reciprocal patterns of methylation 1050 
of H3K36 and H3K27 on proximal vs. distal IgVH genes are modulated by IL-7 and Pax5. 1051 
Proceedings of the National Academy of Sciences of the United States of America, 1052 
105(25), 8685–90. http://doi.org/10.1073/pnas.0711758105 1053 

Yancopoulos, G. D., & Alt, F. W. (1985). Developmentally controlled and tissue-specific 1054 
expression of unrearranged VH gene segments. Cell, 40(2), 271–81. 1055 
http://doi.org/10.1016/0092-8674(85)90141-2 1056 

Yancopoulos, G. D., Malynn, B. A., & Alt, F. W. (1988). Developmentally regulated and 1057 
strain-specific expression of murine VH gene families. The Journal of Experimental 1058 
Medicine, 168(1), 417–435. 1059 

Yu, M., Chen, Y., Zeng, H., Zheng, Y., Fu, G., Zhu, W., … Wang, D. (2017). PLC γ -dependent 1060 
mTOR signalling controls IL-7-mediated early B cell development. Nature 1061 
Communications. http://doi.org/10.1038/s41467-017-01388-5 1062 

Zandi, S., Mansson, R., Tsapogas, P., Zetterblad, J., Bryder, D., & Sigvardsson, M. (2008). 1063 
EBF1 is essential for B-lineage priming and establishment of a transcription factor 1064 
network in common lymphoid progenitors. Journal of Immunology (Baltimore, Md. : 1065 
1950), 181(5), 3364–3372. http://doi.org/10.4049/jimmunol.181.5.3364 1066 

Zandi, S., Bryder, D., & Sigvardsson, M. (2010). Load and lock: the molecular mechanisms of 1067 
B-lymphocyte commitment. Immunological Reviews, 238(1), 47–62. 1068 
http://doi.org/10.1111/j.1600-065X.2010.00950.x 1069 

Zhang, Y., Liu, T., Meyer, C. A., Eeckhoute, J., Johnson, D. S., Bernstein, B. E., … Liu, X. S. 1070 
(2008). Model-based analysis of ChIP-Seq (MACS). Genome Biology, 9(9), R137. 1071 
http://doi.org/10.1186/gb-2008-9-9-r137 1072 

 1073 

Acknowledgments 1074 

We thank Geoff Butcher, Martin Turner and members of the Corcoran lab for helpful 1075 

discussions and critical reading of the manuscript. We thank Dr Mark Veldhoen for provision 1076 

of IL7Ra/Rag2 mice. Work in our Laboratory is supported by grants from the BBSRC 1077 

(BBS/E/B/000C0404, BBS/E/B/000C0405, BBS/E/B/000C0427, BBS/E/B/000C0428, Core 1078 

Capability Grant);  A.B-E was supported by an MRC PhD studentship (1236141); B.A.S was 1079 

supported by an MRC PhD studentship (1129229); M.J.T.S. was supported by a Babraham 1080 

Institute PhD studentship.   1081 

Author Contributions 1082 

.CC-BY-NC-ND 4.0 International licenseperpetuity. It is made available under a
preprint (which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in 

The copyright holder for thisthis version posted September 25, 2020. ; https://doi.org/10.1101/2020.09.24.298000doi: bioRxiv preprint 

https://doi.org/10.1101/2020.09.24.298000
http://creativecommons.org/licenses/by-nc-nd/4.0/


45 
 

Conceptualisation, A.B-E., B.A.S., and A.E.C.; Methodology, A.B-E., B.A.S, D.J.B.; 1083 

Software, B.A.S., M.J.T.S., S.A; Validation, A.B-E., A.E.C.; Formal analysis, A.B-E., B.A.S., 1084 

M.J.T.S., S.A.; Investigation, A.B-E., B.A.S.; Resources, A.B-E., K.T., A.E.C.; Data Curation, 1085 

A.B-E., B.A.S.; Writing - Original Draft, A.B-E., A.E.C.; Writing - Review and Editing, A.B-1086 

E., B.A.S., M.J.T.S., D.J.B., S.A. A.E.C.; Visualization, A.B-E., B.A.S.; Supervision, A.E.C.; 1087 

Project Administration, A.B-E. A.E.C.; Funding Acquisition, A.E.C. 1088 

 1089 

Competing Interests 1090 

The authors declare that they have no competing interest 1091 

.CC-BY-NC-ND 4.0 International licenseperpetuity. It is made available under a
preprint (which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in 

The copyright holder for thisthis version posted September 25, 2020. ; https://doi.org/10.1101/2020.09.24.298000doi: bioRxiv preprint 

https://doi.org/10.1101/2020.09.24.298000
http://creativecommons.org/licenses/by-nc-nd/4.0/

