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Abstract:

Ewing Sarcoma (EwS) is a highly aggressive tumor of bone and soft tissues that mostly affects
children and adolescents. The pathognomonic oncofusion EWSR1-ETS (EWSRI1-FLI1/EWSR1-
ERGQ) transcription factors drive EwS by orchestrating an oncogenic transcription program through
de novo enhancers. Pharmacological targeting of these oncofusions has been challenged by
unstructured prion-like domains and common DNA binding domains in the EWSR1 and ETS
protein, respectively. Alternatively, identification and characterization of mediators and
downstream targets of EWSRI1-FLI1 dependent or independent function could offer novel
therapeutic options. By integrative analysis of thousands of transcriptome datasets representing
pan-cancer cell lines, primary cancer, metastasis, and normal tissues, we have identified a 32 gene
signature (ESS32 - Ewing Sarcoma Specific 32) that could stratify EwS from pan-cancer. Of the
ESS32, LOXHDI1 — that encodes a stereociliary protein, was the most exquisitely expressed gene
in EwS. CRISPR-Cas9 mediated deletion or silencing of EWSRI1-FLI1 bound upstream de novo
enhancer elements in EwS cells led to the loss of LOXHD1 expression and altered the EWSRI1-
FLI1, MYC, and HIFla pathway genes, resulting in decreased proliferation and invasion in vitro
and in vivo. These observations implicate LOXHDI1 as a novel biomarker and a major determinant
of EwS metastasis and open up new avenues for developing LOXHD1-targeted drugs or cellular

therapies for this deadly disease.
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Introduction

Ewing sarcoma (EwS) is the second most common malignant bone or soft-tissue cancer
predominantly affecting children and young adults (1). Although the 5-year survival rate for
primary EwS initially improved following the introduction of systemic chemotherapy in the
neoadjuvant and adjuvant setting, several clinical studies indicate a plateau phase for these
conventional therapies (2). Further, the prognosis for patients with high-risk recurrent disease is
abysmal with <10% survival at 5 years; therefore, novel therapies are urgently needed to improve
outcomes (1,3,4). EwS is driven by chromosomal translocations that generate pathognomonic
fusions between the EWSRI1 gene with variable members of the ETS family of transcription
factors, most commonly FLI1 (85% of cases) (5,6). In the remaining 15-20% of EwS that are
negative for EWSR1-FLI1 fusions, variant fusions between EWSR1 and other members of the
ETS family occur, most commonly ERG (6).

EWSRI-FLI1 functions as a pioneer transcription factor by preferentially binding to genomic
regions enriched for polymorphic GGAA microsatellites and induces chromatin reorganization
resulting in the formation of opportunistic de novo enhancers and super-enhancers (7,8).
Specifically, EWSR1-FLII binding to GGAA microsatellite repeats leads to the recruitment of the
BRGI-BRM associated factor (BAF) chromatin-remodeling complex (9), BRD4 chromatin
readers (10), lysine-specific demethylase (LSD1) (11) and RNA Polll (12), resulting in the
establishment of de novo enhancers and activation of EwS transcriptional program (1,13).
Although EWSRI-FLI1 would in principle constitute the most obvious and highly specific
therapeutic target; this oncofusion protein represents a drug discovery challenge, because of its
activity as targeting transcription factor and unstructured prion-like domains in the EWSR1 portion
of the fusion (9,14). Given the paucity of druggable targets, the identification of novel Ewing-

specific oncogene and mediators of EWSR1-FLII are urgently required.

Here, we use an integrative RNA-sequencing-based approach, coupled with ChIP-sequencing and
tumor cell functional studies, to identify stereociliary protein LOXHDI1 as a gene product
specifically expressed in EwS. LOXHD1 meets the criteria for a potential oncogene, a diagnostic
marker and exquisitely specific tumor antigen for potential adoptive cell-based therapy. Using
various high throughput sequencing and functional studies, we have demonstrated that LOXHD1

is transcribed through EWSRI1-FLI1 binding to an upstream de novo GGAA microsatellite with
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enhancer-like properties. Very little is known about the role of LOXHD1 in normal cell physiology
or cancer due to its undetectable expression in a large majority of normal or cancer cells. To our
knowledge, this is the first report studying the function of LOXHD1 outside the inner ear. Our
studies implicate LOXHDI1 as a major determinant of EwS metastasis through its ability to impact
cytoskeletal reorganization, regulate EWSR1-FLI1, MYC transcription function, and hypoxic
response through modulation of hypoxia-inducible factor 1o (HIF1a) stability. Together, our work
provides strong evidence for LOXHD]1 acting as an oncogene and even a potential cell-based

immunotherapeutic target in EwS.

Results

Discovery of LOXHDI as an exquisitely specific EwS target gene

To identify highly specific EWSRI-FLI1 target genes with potential oncogenic function, we
performed an integrative analysis of various ChIP-seq and transcriptomic datasets and mined for
target genes uniquely expressed in EwS. The transcriptomic datasets included cancer cell lines
(Cancer Cell Line Encyclopedia, CCLE, n = 980), normal tissues (Genotype-Tissue Expression,
GTEx V6p, n = 11401), primary tumors (The Cancer Genome Atlas, TCGA, n = 9205), and pan-
cancer metastatic tumor biopsies (MI-ONCOSEQ Program, MET500 cohort, n = 507) (15). A
schematic of this pipeline is shown in Fig. 1A. Using cancer cell line RNA-seq, we first identified
516 genes that were commonly downregulated (>1 FPKM expression and >2-fold down) by
EWSRI1-FLI1 knockdown in three well-characterized EwS cell lines, SK-N-MC, A673, and
CHLA-10 (8,10). We next used the CCLE dataset to filter out genes with expression >1 FPKM in
any non-EwS cancer cell lines and narrowed our list to 89 highly specific EwS expressed genes
(Supplementary fig. S1A). To qualify these genes as direct EWSR1-FLI1 transcriptional targets,
we used ChIP-seq data for EWSRI1-FLI1 enrichment in A673, SK-N-MC, and EWSRI1-FLI1-
overexpressing mesenchymal stem cells (MSCs), which are believed to be the cell-of-origin for
EwS (Supplementary fig. S1B) (8). Genes that contain at least one EWSR1-FLII enrichment
peak within +100 kb of their TSS were selected as candidate direct targets. Our analysis identified
32 EwS-specific, EWSR1-FLII regulated genes, henceforth called ESS32 (table S1). Nearly all
the genes in this set displayed a pronounced loss of expression upon knockdown of EWSR1-FLI1
in EwS cell lines and a gain of expression in MSCs ectopically overexpressing EWSR1-FLII (Fig.
1B -left). As an oncogenic pioneer transcription factor, EWSR1-FLI1 binds specifically to GGAA

microsatellites repeat sequence and creates de novo enhancers from a closed chromatin
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conformation leading to transcriptional activation of multiple oncogenes (7-9). Interestingly, 75%
of the EWSRI1-FLI1-bound regions associated with ESS32 contained at least 5 consecutive GGAA
microsatellite repeats (Fig. 1B -right, Supplementary fig. S1C), indicating strong EWSR1-FLI1
localization at these regions. To determine if these EWS-FLI-bound regions for ESS32 are de novo
enhancers, we analyzed the presence of active enhancer mark, H3K27ac, in A673, SK-NM-C,
primary EwS tissues, and MSCs (Fig. 1C). H3K27ac was significantly depleted around the ESS32
enhancers in both A673 and SK-N-MC upon EWSR1-FLI1 knockdown and was enriched in MSCs
upon overexpression of EWSR1-FLI1; thus, demonstrating that the FLI1-bound enhancers are
indeed formed de novo. In addition, the three primary EwS tissues showed an enrichment in
H3K27ac levels, which are comparable to that in A673 and SK-N-MC cells. To illustrate the EwS-
specific nature of ESS32 and its potential as a biomarker for EwS diagnosis, we analyzed the
correlation of ESS32 expression among the samples in the MET500 dataset consisting of pan-
cancer metastasis, and 11 EwS metastasis (Fig. 1D). The dense connectivity between 10 out of 11
EwS samples (Pearson correlation coefficient r>0.5), and the lack of such strong connectivity with
other cancer types supports a high specificity of the ESS32 gene set to EwS. Furthermore, ESS32
gene signature stratified EwS from pan-cancer cohort in a Gene Set Enrichment Analysis (GSEA)
(p-value <0.05, NES>1.5) demonstrating its power and specificity toward EwS, which could be
used as diagnostic marker (Fig. 1E). The ESS32 gene set comprised of some known EwS genes
such as KLF15, NKX2-2, STEAP2, etc. as well as many new targets that have not yet been
associated with EwS (table S1). However, it still presented a weak degree of association with other
cancers (prostate cancer (PRAD), Cholangiocarcinoma (CHOL), and ovarian cancer (OV). Next,
we filtered out genes contributing to this non-specificity using an additional filter based on the
TCGA and MET500 datasets, wherein we discarded any genes with >1 FPKM expression in more
than one cancer type (Supplementary fig. S1D and S1E). This narrowed the ESS32 list to three
EwS-specific genes, namely RBM11, LIPI, and LOXHDI, of which RBM11 displayed high
expression across multiple tissue types in the GTEx dataset, whereas LIPI and LOXHD1 showed
marginal expression only in thyroid and testis, respectively (Supplementary fig. S1F). Both
LOXHDI and LIPI showed exquisitely restricted expression in the metastatic EwS tissues and in
none of the other pan-metastatic tissues (Fig. 1F and Supplementary fig. S1G). Remarkably, the
specificity of LOXHDI and LIPI surpassed the commonly used EwS diagnostic marker CD99,
NKX2-2, PAX-7, BCLI11B, and GLGI (16-19)(Fig. 1G and Supplementary fig. S1G). LIPI has
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been reported to be upregulated in EwS where it is known to regulate lysophosphatidic acid
mediated signaling (20,21). However, little is known about LOXHD1 expression and function in
normal physiology and cancer. To further define the spectrum of LOXHD1 expression in EwS, we
queried the publicly available Affymetrix array data comprising normal, primary, metastasis, and
recurrent EwS samples (22); and found its expression to be significantly upregulated in primary
tissue, and associated with disease progression (Supplementary fig. S1H). To further validate
these findings, we profiled 12 primary EwS patient samples for LOXHDI using qRT-PCR, of
which 10 EwS samples displayed over a hundred-fold higher LOXHD1 expression compared to
the 2 non-EwS samples (Supplementary fig. S1I). These data strongly suggesting LOXHDI as a
highly specific EwS gene, led us to investigate the role of LOXHD1 as an oncogene mediator
driving EwS.

Re-annotation and mapping of LOXHD1 transcript and protein in EwS cells

LOXHDI codes for an evolutionarily conserved protein predicted to contain 15 PLAT (polycystin-
1, lipoxygenase,alpha-toxin) domains. The biological function of PLAT domains is not well
established, but it is speculated that they target proteins to the plasma membrane (23,24). Very
little is known about the role of LOXHDI1 in normal cell physiology or in cancer, due to its
undetectable expression in a large majority of normal or cancer cells. Therefore, we first sought to
identify the gene and protein structure of the LOXHDI in the EwS cells. The Ensembl GRCh37
annotation of LOXHD1 gene (ENSG000000167210, chr18: 44056935-44236996) shows 40 exons
and multiple splice isoforms. The 6848 bp long major isoform ENST00000536736 encodes the
canonical 2211 amino acids (aa) protein (UniprotKB ID: FSGZB4) which contains 15 PLAT/LH2
and one coiled-coil domain. However, our analysis of RNA-seq data from 12 EwS cell lines
showed nearly zero transcriptional output for the first seven exons (Fig. 2A), suggesting that exons
1 through 7 in the current annotations may not be part of the LOXHDI gene structure in the EwS
cells. To test this hypothesis, we integrated ChIP-seq data H3K4me3 (marker associated with TSS)
and H3K27ac (active transcription mark), with RNA-seq from 12 EwS cell lines to map the EwS
specific LOXHD] transcript structure. A common TSS for LOXHD1 was found in all of the twelve
EwS cell lines located at the 8th exon in the current Ref. Seq. annotation (Fig. 2A). ChIP-seq tracks
revealed that the active enhancer/promoter and TSS region for LOXHD locates slightly upstream
of exon 8, as evidenced by the pronounced enrichment of both H3K27ac and H3K4me3 mark,


https://doi.org/10.1101/2021.02.22.432287
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2021.02.22.432287; this version posted February 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

respectively in the region around exon 8 (Fig. 2A). Additionally, the ENCODE DNase
hypersensitivity data for two EwS cell lines A673 and SK-N-MC also showed a DNAse 1
hypersensitive region near our newly annotated H3K4me3 bound TSS, and H3K27ac bound
regulatory elements, further validating our observation that the LOXHDI transcription in EwS
proceeds through an alternate start site with a potential upstream regulatory element. (Fig. 2A).
The remapped transcript structure contains 33 exons and codes for 1891 aa protein containing 13
PLAT and 1 coiled-coil domains (Fig. 2B). We predicted the coiled-coil structure for amino-acids
596 through 658 in the remapped protein using the COILS server (25) (Fig. 2B and
Supplementary fig. S2A). Additionally, using the NLS (nuclear localization signal) mapper (26),
we identified a cryptic NLS (aa 616-629) within the coiled-coil region (Supplementary fig. S2B).
Immunoblot analysis in a panel of EwS (n=3) and non-EwS (n=3) cell lines using LOXHDI
specific antibody (23) displayed a specific band between 200-220 kDa in EWSR1-FLI1 expressing
cells (Fig. 2C), which is consistent with the predicted molecular weight of a 1891 aa (216.4 kDa)
LOXHDI protein. The presence of coiled-coil and NLS domain suggested nuclear localization of
LOXHDI in addition to its cytosolic functions. To test whether LOXHD1 localizes to the nucleus,
we cloned a portion of mouse Loxhdl exonl9 which is homologous to human LOXHD 1 with over
92% sequence similarity and encompasses both the NLS and coiled-coil domains (Supplementary
fig. S2C). Overexpression of the HA-tagged LOXHDI1 exonl9 in 293T cells showed strong
immunofluorescence staining in the cell nucleus (Supplementary fig. S2C). We further confirmed
this feature through immunofluorescence staining of the endogenous LOXHDI in the EwS cell
lines. In SK-N-MC and RDES cells, LOXHDI staining was observed on both the plasma
membrane and in the nucleus, whereas prostate cancer cell line LNCaP used as a negative control
displayed no specific staining (Fig. 2D). Together, these data demonstrate an alternative
transcription start site for LOXHD1 in EwS cells and provide evidence for its protein expression

in both cytoplasmic and nuclear compartments.

EWSRI1-FLI1 binding to the GGAA microsatellite creates de novo enhancer upstream of
LOXHD1 and regulates its expression

As a pioneer transcription factor, EWSR1-FLI1 binds specifically to GGAA microsatellites repeat
sequence and creates de novo enhancers from a closed chromatin conformation leading to

transcriptional activation of multiple oncogenes (7-9). In Fig.1A-C, we showed that the entire
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ESS32 gene set presents EWSR1-FLI1 binding to distal de novo enhancer sites, which contains at
least 5 GGAA repeats within 100 kb of their TSS. We identified the regulatory region for LOXHD 1
located roughly 6.7 kb upstream of the newly annotated TSS and contained 9 consecutive GGAA
repeats. To demonstrate the presence and de novo nature of enhancer regulating LOXHDI
expression, we analyzed ChIP-seq data (8) for MSCs in control and EWSR1-FLI1 overexpression
conditions (Fig. 3A). Ectopic expression of EWSRI1-FLI1 displayed de novo enhancer formation
characterized by active chromatin H3K27ac mark and a strong EWSR1-FLI1 peak ~6.7 kb
upstream from the LOXHDI TSS; and transcription of LOXHDI (Fig. 3A and Supplementary
fig. S3A). As expected, the same site was occupied by endogenous EWSR1-FLI1 with enriched
H3K27ac mark in SK-N-MC cells (Fig. 3A). Similar to this, a de novo enhancer spaced between
LIPI and RBM11 was observed — which might regulate their expression (Supplementary fig.
S3C). These observations indicate that LOXHDI1, which is transcriptionally silent in a vast
majority of normal and pan cancer cells, is induced exclusively in EwS by the pathognomonic
oncofusion EWSRI1-FLI1. Consistent with these findings, infection of U20S osteosarcoma cells
with EWSRI1-FLII led to LOXHDI expression (Fig. 3B). Likewise, in an orthogonal approach,
EWSRI1-FLI1 knockdown in SK-N-MC and A673 cells resulted in the disassembly of the
LOXHD|1 enhancer with a complete loss of H3K27ac mark and a resulting loss in the expression
of LOXHDI (Fig. 3C). To further validate the role of EWS-ETS in regulating LOXHDI
expression, we knocked down EWSR1-FLI1 or EWS-ERG by shRNA in a panel of EwS cells and
found 2-10 fold decrease in LOXHDI expression by qRT-PCR analysis (Fig. 3D and
Supplementary fig. S3B). Additionally, inhibiting BET bromodomain, that we previously
demonstrated to be important for EWS-ETS mediated transcription (10) - with JQ1 in EwS cells
resulted in the loss of LOXHD1 expression (Fig. 3E), further indicating the role of EWS-ETS and
its associated transcriptional complex in LOXHDI1 transcription. Together, we established that
LOXHDI is regulated by a distal EWSRI1-FLI1 bound enhancer region located 6.7 kb upstream of
its TSS. These observations demonstrate transcriptional regulation of LOXHD1 through a distal de
novo enhancer assembled by the pathognomonic EWS-ETS transcription factor in EwS, and also

suggests that LOXHD1 is not expressed in the vast majority of normal and cancer cells.

Genomic deletion or epigenetic silencing of the EWSRI1-FLI1 bound de novo enhancer

represses LOXHDI transcription
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We next investigated the functional association between LOXHDI expression and its EWSRI1-
FLI1 bound upstream enhancer by deleting the GGAA microsatellite repeats through CRISPR-
Cas9 genome editing. Infection with sgRNA Cas9 lentivirus targeting regions on either side of the
GGAA repeat led to the deletion of approximately 172bp DNA (Fig. 4A and Supplementary fig.
S4A) and a concomitant decrease in the transcription of LOXHD! in a pool population of SK-N-
MC and RD-ES cells (Fig. 4B). Additionally, we observed >90% reduction in LOXHDI mRNA
levels in independent single clones containing the enhancer deletion (eKO1 and eKO2) (Fig. 4B
right and Supplementary fig. S4B-C). In an orthogonal set of experiments, we silenced the
activity of the LOXHD1 enhancer using the CRISPR dCas9-KRAB system (CRISPRi) with two
independent sgRNAs (eKD1 and eKD2) targeting the adjacent region of the EWSR1-FLI1 bound
GGAA repeat (Fig. 4C). CRISPRi induces focal chromatin-repressive states by KRAB mediated
H3K9me3 deposition at target sites (27,28). We first assessed and found the accumulation of
H3K9me3 chromatin mark within the targeted microsatellite region in SK-N-MC and RD-ES cells
transduced with CRISPR dCas9-KRAB constructs (Fig. 4D). Consistent with histone deacetylase
activity of the KRAB domain, ChIP-seq analysis of H3K27ac mark demonstrated the loss of signal
from the targeted microsatellite and adjacent region (Fig. 4E). Additionally, reduction in
H3K4me3 and H3K27ac mark from the LOXHD1 TSS was observed in CRISPRi cells compared
to controls, suggesting that the chromatin state changes on the distal enhancer could affect the
active transcription mark likely due the loss of enhancer-promoter contact (Fig. 4E). As expected,
compared to control cells, repression of the enhancer by two independent gRNA led to significant
loss of LOXHD transcription (Fig. 4F). These results were further confirmed by immunoblotting
and immunofluorescence analysis that demonstrated the reduction of LOXHDI1 protein levels in
the eKD polyclonal pools and eKO single cell clones compared to controls (Fig. 4G and 4H).
Altogether, our findings from genetic deletion and epigenetic silencing approaches provide
substantial evidence that LOXHDI is a direct target of EWSRI-FLII, and its expression is
regulated by a distal EWSR1-FLI1 bound GGAA-rich de novo enhancer region in EwS.

LOXHDI1 silencing impairs major oncogenic transcription factor response and cytoskeletal
organization
Except for a study showing that a missense mutation in mouse LOXHD affects the function of

the sensory cells involved in hearing (23), not much is known about its role in normal or cancer
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cell physiology. Towards that end, we first attempted to understand the consequence of LOXHD1
loss of expression in the EwS cells by performing RNA-seq experiment in parental versus enhancer
knockdown (eKD) SK-N-MC and RD-ES cells. The enhancer KD cells displayed significant
change in the transcriptome with hundreds of genes up and downregulated as a result of LOXHD1
silencing (Supplementary fig. SSA). GSEA following RNA-seq suggested that a majority of the
512 EWSRI1-FLI1-target genes (Fig.1 A) and the ESS32 gene set were both negatively enriched
upon LOXHDI1 silencing (Fig. SA top and Supplementary fig. SSB). GSEA analysis further
identified negative enrichment of oncogenic hallmark MYC signature in the LOXHD]1 silenced
SK-N-MC and RD-ES cells (Fig. SA bottom). Together it suggested the LOXHDI silencing may
have a negative effect on the tumorigenic potential of EwS cells. Additionally, Gene Ontology
(GO) pathway enrichment analysis showed cytoskeleton organization and actin family protein
among the top deregulated biological pathways (Fig. SB). Plasma membrane-associated proteins
regulate cytoskeletal assembly through their ability to regulate components of the actin and
microtubule filament network (29). Reorganization of cytoskeleton affects cell signaling, polarity,
motility, cell-cell, and cell-ECM (extra cellular matrix) interactions, and, more importantly, alters
the metastatic potential of cancer cells (30,31). Based on the above observations and given the fact
that LOXHD1 primarily was found to be associated with the plasma membrane (23), we
hypothesized that LOXHDI1 regulates EwS cell cytoskeleton and promotes tumorigenesis.
Immunofluorescent staining of F-actin in RD-ES and SK-N-MC cells displayed a well-organized
cytoskeletal structure underneath the plasma membrane with elongated nuclear morphologies
representative of spread, adherent cells (Fig. 5C). However, LOXHDI1 silenced eKD1 and eKD2
cells displayed diffuse, highly irregular cytoskeletal patterns with circular nuclear morphologies
representative of non-adherent cells. The cell surface area, which is directly related to the degree
of cellular adhesion to its substrate, for eKD1 and eKD2 cells, was substantially smaller compared
to its controls (Fig. SD). The data indicated that the silencing of LOXHDI alters the cell-to-cell
and cell to matrix interactions. We then hypothesized that cell growth at single-cell density which
requires optimum cell-to-cell contact could be compromised in the eKD cells, and tested it by
sphere formation on 3D matrigel, and 2D colony formation assays. As expected, LOXHD1
silenced cells form substantially less and small spheres and colonies than parental controls (Fig.
5E and Supplementary fig. SSC). We further tested the ability of eKD cells to form aggregates
by suspending them in 24-well ultralow attachment plates. While the parental cells exhibited
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stabilized, large aggregates containing hundreds of cells, the eKD cells did not display similar
aggregates even after 16 hours post-plating, suggesting a reduced cell-cell contact potential as a
result of altered cytoskeleton in the LOXHDI silenced cells (Fig. 5F). Since the cytoskeletal
organization can significantly alter the migratory potential of cancer cells, we performed wound
healing and Boyden chamber invasion assays. We found significantly reduced migration and
invasion of LOXHD]1 silenced cells compared to the respective parental controls (Fig. SG and
Supplementary fig. SSD-5E). Notably, we did not observe any change in the proliferation rates
of LOXHDI silenced cells in 2-D cell culture in this study (data not shown). Together, these data
demonstrate that LOXHDI silencing in EwS cells impairs major oncogenic transcription factor
pathways including EWS-ETS, MYC and cytoskeletal organization, resulting in reduced

anchorage independent growth and metastatic potentials in vitro.

LOXHD1 knockdown attenuates hypoxia response in EwS cells by destabilizing HIF1a

Intratumoral hypoxia is a common feature of solid malignancies including sarcomas. Hypoxia-
inducible factor (HIF) proteins, mainly HIFla and HIF2a, are transcription factors essential for
cellular adaptation to hypoxic stresses (32). Overexpression of HIF1a has been shown to enhance
the metastatic potential of sarcomas, including EwS, and other solid cancers (33-35). Since
LOXHDI protein was found in the nuclear compartment of the EwS cells, we wondered whether
it has a role in HIFla transcriptional output. Remarkably, the invasive potential of LOXHDI1
proficient EwS cell was amplified when the Boyden chamber assays were conducted under
hypoxic conditions (Fig. 6A, and Supplementary fig. S6A). The SK-N-MC cells displayed 2-fold
higher invasion in hypoxic culture than normoxia (Fig. 6A), confirming earlier reports that hypoxia
promotes sarcoma invasion and metastasis (33-35). In contrary, LOXHD1 silenced cells displayed
a greater than 2-fold reduction in their invasion capacity in hypoxic culture conditions (Fig. 6A).
The difference in the invasion capacity between control and knockdown cells was far more
dramatic in the hypoxic condition than in the normoxia culture (Fig. 5G and Supplementary fig.
S6A). These observations indicated that LOXHD1 may play a role in EwS cell response to hypoxia.
Therefore to better understand this, using RNA-seq, we studied hypoxia-induced transcriptome
changes in parental and LOXHDI silenced SK-N-MC cells (Fig. 6B). Using differential
expression analysis (36) for the hypoxic samples, we first identified 204 genes with > 4-fold

upregulation and 77 genes with > 4-fold downregulation (p-value <0.001), suggesting a robust
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transcriptional response to hypoxia in the parental SK-N-MC cells (Fig. 6C). As expected, GSEA
for the altered transcriptome showed strong positive enrichment (NES=2.97) for the hallmark
Hypoxia signature (Supplementary fig. S6B). The Gene Ontology (GO) for the 204 upregulated
genes comprised processes and pathways associated with hypoxic response and HIF-1 signaling
(Supplementary fig. S6C), confirming that the SK-N-MC cells are sensitive to hypoxia. We next
evaluated the role of LOXHD1 in EwS hypoxic response in the eKD1 and eKD2 cells. Unlike the
control cells, these two independent LOXHDI1 silenced clones showed weaker hypoxic stress
response. GSEA analysis showed a significant reversal of both the upregulated and downregulated
gene signature (Fig. 6D), suggesting a weakened hypoxia response in LOXHDI silenced EwS
cells. HIF1a is the main transcription factor involved in the transcriptional response to hypoxia
(37). Under hypoxic conditions, HIF1a is primarily stabilized by functional inactivation of prolyl
hydroxylases (PHDs) and VHL E3 ligase complex, which label HIFla for proteasomal
degradation (38). Remarkably, hypoxia-treated eKD1 and eKD2 SK-N-MC cells showed less
HIF1a protein levels than parental control cells (Fig. 6E) despite a lack of downregulation of its
mRNA expression (Supplementary fig. S6D). There was a slight increase in HIF/A mRNA
expression in the hypoxia treated eKD cells compared to that of the control cells, which could
potentially be a result of compensation to restore HIF 1a protein in these cells. This data suggests
that LOXHDI silencing most likely destabilize HIF1a protein rather than reduce the transcription
of HIF1A4. The coordinated activity of iron-dependent PHDs maintains the appropriate balance of
HIFla protein, and iron chelators such as desferrioxamine (DFO) result in HIFla stabilization
(39,40). However, treatment with DFO did not result in differential stability of HIF1a in eKD cells
compared to controls, ruling out a potential deficiency of canonical HIF1a regulatory signaling in
the LOXHDI1 silenced cells (Supplementary fig. S6E). To determine if LOXHDI is directly
involved in HIFla regulation, we carried out co-immunoprecipitation experiments following
ectopic expression of HIF1A and LOXHDI1. Co-transfection of HA-tagged HIF 1o and Myc-tagged
LOXHDI in 293T fibroblasts grown under hypoxic condition, followed by immunoprecipitation
with MYC-tag LOXHDI1 was able to pulldown HA-tagged HIF1a (Fig. 6F), suggesting a direct
physical interaction between these two proteins. Altogether, these results demonstrate that

LOXHDI1 functions as a regulator of HIF1a stability and its transcriptional activity in EwS cells.

LOXHDI1 silencing affects EwS metastasis and tumor growth in vivo
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Finally, to examine the role of LOXHDI in the EwS tumor growth and metastasis in vivo, we
employed three different metazoan models such as the chicken chorioallantoic membrane (CAM)
model, zebrafish model, and mouse xenograft model. In the CAM assay, cancer cells introduced
on the upper CAM -proliferate, invade the basement membrane, intravasate the nearby vasculature,
and circulate in the blood vessels that can be captured at the lower CAM, thereby providing an
estimate of their invasion and intravasation potential (Fig. 7A) (41-43). We observed a
significantly impaired invasion and intravasation to the lower CAM by the enhancer silenced
LOXHDI depleted SK-N-MC and RD-ES cells than their respective parental controls (Fig.
7B). We next studied EwS metastasis in a zebrafish model, which has been widely used to test the
metastatic potential of various human cancer cell lines, including EwS (35,44). Strikingly, the
zebrafish embryos displayed a significantly impaired metastatic dissemination of RFP labeled
LOXHDI1 depleted RD-ES cells from the yolk sac to the tails and head of the embryos, than the
parental controls, providing strong evidence for LOXHDI as a mediator of EwS metastasis in vivo
(Fig. 7C and 7D). We next tested the effect of LOXHD1 silencing by CRISPRi in the murine SK-
N-MC xenograft model. Compared to parental control, the LOXHDI silenced SK-N-MC
xenograft demonstrated a significantly reduced tumor growth (Fig. 7E and 7F), which was
accompanied by increased necrotic margins and lower mitotic foci (Supplementary fig. S7TA-B).
This result is in agreement with the colony and sphere formation assay performed in vitro, and
together provides concrete evidence supporting that LOXHD1 promotes EwS tumorigenicity. This
short-term subcutaneous xenograft assay may not be an ideal model to study EwS spontaneous
metastasis, and tail vein injection experiment can only test the colonization ability of the tumor
cells. Together, these in vivo data clearly establish the role of LOXHDI in regulating the EwS

tumor formation and metastasis (Fig. 7G).

Discussion

In this study, we have identified the stereociliary protein LOXHDI as a highly specific EwS gene
product with oncogenic and metastasis promoting properties. Our results demonstrate the EWSR1-
FLI1 mediated de novo enhancer activates the expression of this developmentally silenced gene.
While previous work has established LOXHD1 mutation in DFNB77, a progressive form of
autosomal-recessive nonsyndromic hearing loss (ARNSHL) (23), we provide the first evidence of

its role in cellular physiology and, in particular, EwS tumorigenicity. Additionally, through
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integrative transcriptomic analysis, the identification of ESS32 gene signature comprising known
and new EWSR1-FLI1 targets which accurately stratify metastatic EwS from non-EwS samples is

a critical discovery with translational potential as a EwS diagnostic and prognostic biomarker.

Besides LOXHDI, there are close to 20 genes in the human genome that code for proteins
containing the PLAT domain, including ALOX12, LPL, PKD1, and RABG6IP1. Except for
LOXHDI1 with multiple PLAT domains, other proteins possess a single PLAT domain. The highly
conserved PLAT domain is involved in protein-protein and protein-lipid interactions (45). Usually,
they tend to associate peripherally with the cytosolic side of the plasma membrane and mediate
interactions with other transmembrane signaling proteins (24). Interestingly, LOXHD]1 is required
for hearing in human and mice, and localizes between the membrane and the actin-cytoskeleton of
stereocilia, potentially to connect them (23). Further work will be needed to dissect the exact
contribution of the multiple PLAT domains of LOXHD1 in protein-protein and lipid-protein
signaling, but our work highlights its potential role in cytoskeleton organization. In addition to the
13 PLAT domains, we found a coiled-coil domain in LOXHDI1 that has not been characterized
previously (23). Coiled-coil domain containing proteins are associated with critical biological
functions such as transcription and cell movement. Notable examples are the transcription factor
c-Fos and c-Jun, as well as the muscle protein tropomyosin (46). Further, the identification of
nuclear localization signal (NLS) near the coiled-coil domain in LOXHD]1, its localization to the
nucleus, its effect on EWSRI1-FLI1, MYC transcriptional program, and its potential role in HIF1a
stability under hypoxia suggests a direct role of this enigmatic protein as a mediator of oncogenic
functions in EwS cells. Further research is ongoing to delineate the molecular mechanism of
LOXHDI1 mediated cytoskeleton organization, transcriptional regulation and hypoxic stress

response in EwS cells.

Oncofusions as driver oncogenes are particularly common in pediatric cancer. Some fusions
provide new therapeutic targets. For instance, both BRAF inhibitors and MEK inhibitors have been
tested with limited success in pilocytic astrocytoma bearing BRAF fusions (47-49) . Alveolar soft
part sarcoma and a subset of renal cell carcinoma patients with TFE3 fusions are more likely to
respond to MET inhibitors (50). However, small molecule-based targeted therapies toward
EWSRI1-FLI1 and associated proteins have not been successful in EwS. Immunotherapy has

emerged as the next frontier in cancer treatment (51). Tumors with high mutation load often
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generate T cells against neoantigens derived from mutated proteins. In these settings, immune
checkpoint blockade can lead to therapeutic responses (52). Sarcomas are extremely diverse
with >50 diagnostic subtypes, most of which (like EwS) have low mutation load (53,54). Response
rates to anti-CTLA-4 or anti-PD-1 single-agent treatment are limited and appear to be restricted to
specific histologic subtypes such as undifferentiated pleomorphic sarcoma, liposarcoma,
leiomyosarcoma, and synovial sarcoma (55). Adoptive cell therapy (ACT) with T cells engineered
to recognize non-mutated tumor-associated antigens offers an attractive alternative. This is
supported by encouraging clinical trial results with TCR gene therapy directed against the NY-
ESO-1 tumor antigen in patients with synovial sarcoma and metastatic melanoma demonstrating
a durable complete cancer regression (56,57). These results have stimulated efforts to genetically
modify lymphocytes to improve their specific antitumor efficacy and to extend the range of tumors
that can be targeted. However, a significant impediment to the development of effective immune-
based therapies for EwS is in identifying tumor-specific molecules with a limited expression in
healthy tissues. Ideally, the target antigen has to be derived from a protein that is 1- highly
expressed in tumor cell (to ensure on-target activity), 2- minimally expressed in normal tissue (to
reduce off-target activity/toxicity), and 3- required for tumor cell survival/sustenance (to prevent
therapy resistance) (58-60). Our observations demonstrating the highly exclusive expression
pattern of LOXHDI1 and functional validation of its oncogenic potential fulfill these criteria for a

potential ACT-based immunotherapy against LOXHDI in EwS.

In summary, our findings identify LOXHD1, which is transcriptionally silent in the vast majority
of normal and cancer cells, as a direct EWSR1-FLII target gene that plays an important role in
cytoskeletal homeostasis and oncogenic transcription in EwS. We show that loss of LOXHD1
expression through deletion or epigenetic silencing using dCas9-KRAB of its upstream EWSR1-
FLI1 bound GGAA microsatellite de novo enhancer strongly inhibits the tumorigenic potential of
EwS cells in vitro and in vivo. While there is undoubtedly more functional characterization of
LOXHDI needs to be made, we believe this study provides a strong basis for identifying
LOXHDI1-derived endogenous peptide epitopes in EwS cells for ACT-based immunotherapy for
this deadly disease.


https://doi.org/10.1101/2021.02.22.432287
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2021.02.22.432287; this version posted February 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

References

1. Grunewald TGP, Cidre-Aranaz F, Surdez D, Tomazou EM, de Alava E, Kovar H, et al. Ewing sarcoma.
Nat Rev Dis Primers 2018;4(1):5 doi 10.1038/s41572-018-0003-x.

2. Stahl M, Ranft A, Paulussen M, Bolling T, Vieth V, Bielack S, et al. Risk of recurrence and survival

after relapse in patients with Ewing sarcoma. Pediatr Blood Cancer 2011;57(4):549-53 doi
10.1002/pbc.23040.

3. Esiashvili N, Goodman M, Marcus RB, Jr. Changes in incidence and survival of Ewing sarcoma
patients over the past 3 decades: Surveillance Epidemiology and End Results data. J Pediatr
Hematol Oncol 2008;30(6):425-30 doi 10.1097/MPH.0b013e31816e22f3.

4, Gaspar N, Hawkins DS, Dirksen U, Lewis lJ, Ferrari S, Le Deley MC, et al. Ewing Sarcoma: Current
Management and Future Approaches Through Collaboration. Journal of clinical oncology : official
journal of the American Society of Clinical Oncology 2015;33(27):3036-46 doi
10.1200/JC0.2014.59.5256.

5. Delattre O, Zucman J, Plougastel B, Desmaze C, Melot T, Peter M, et al. Gene fusion with an ETS
DNA-binding domain caused by chromosome translocation in human tumours. Nature
1992;359(6391):162-5 doi 10.1038/359162a0.

6. Sorensen PH, Lessnick SL, Lopez-Terrada D, Liu XF, Triche TJ, Denny CT. A second Ewing's sarcoma
translocation, t(21;22), fuses the EWS gene to another ETS-family transcription factor, ERG. Nat
Genet 1994;6(2):146-51 doi 10.1038/ng0294-146.

7. Gangwal K, Sankar S, Hollenhorst PC, Kinsey M, Haroldsen SC, Shah AA, et al. Microsatellites as
EWS/FLI response elements in Ewing's sarcoma. Proc Natl Acad Sci U S A 2008;105(29):10149-54
doi 10.1073/pnas.0801073105.

8. Riggi N, Knoechel B, Gillespie SM, Rheinbay E, Boulay G, Suva ML, et al. EWS-FLI1 utilizes divergent
chromatin remodeling mechanisms to directly activate or repress enhancer elements in Ewing
sarcoma. Cancer Cell 2014;26(5):668-81 doi 10.1016/j.ccell.2014.10.004.

9. Boulay G, Sandoval GJ, Riggi N, lyer S, Buisson R, Naigles B, et al. Cancer-Specific Retargeting of
BAF Complexes by a Prion-like Domain. Cell 2017;171(1):163-78 19 doi
10.1016/j.cell.2017.07.036.

10. Gollavilli PN, Pawar A, Wilder-Romans K, Natesan R, Engelke CG, Dommeti VL, et al. EWS/ETS-
Driven Ewing Sarcoma Requires BET Bromodomain Proteins. Cancer Res 2018;78(16):4760-73 doi
10.1158/0008-5472.CAN-18-0484.

11. Theisen ER, Selich-Anderson J, Miller KR, Tanner JM, Taslim C, Pishas Kl, et al. Chromatin profiling
reveals relocalization of lysine-specific demethylase 1 by an oncogenic fusion protein. Epigenetics
2020:1-20 doi 10.1080/15592294.2020.1805678.

12. Kwon |, Kato M, Xiang S, Wu L, Theodoropoulos P, Mirzaei H, et al. Phosphorylation-regulated
binding of RNA polymerase Il to fibrous polymers of low-complexity domains. Cell
2013;155(5):1049-60 doi 10.1016/j.cell.2013.10.033.

13. Pishas KI, Lessnick SL. Recent advances in targeted therapy for Ewing sarcoma. F1000Res 2016;5
doi 10.12688/f1000research.8631.1.

14. Knott MML, Holting TLB, Ohmura S, Kirchner T, Cidre-Aranaz F, Grunewald TGP. Targeting the
undruggable: exploiting neomorphic features of fusion oncoproteins in childhood sarcomas for
innovative therapies. Cancer Metastasis Rev 2019;38(4):625-42 doi 10.1007/s10555-019-09839-
9.

15. Robinson DR, Wu YM, Lonigro RJ, Vats P, Cobain E, Everett J, et al. Integrative clinical genomics of
metastatic cancer. Nature 2017;548(7667):297-303 doi 10.1038/nature23306.


https://doi.org/10.1101/2021.02.22.432287
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2021.02.22.432287; this version posted February 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

16. Orth MF, Holting TLB, Dallmayer M, Wehweck FS, Paul T, Musa J, et al. High Specificity of BCL11B
and GLG1 for EWSR1-FLI1 and EWSR1-ERG Positive Ewing Sarcoma. Cancers (Basel) 2020;12(3)
doi 10.3390/cancers12030644.

17. Baldauf MC, Orth MF, Dallmayer M, Marchetto A, Gerke JS, Rubio RA, et al. Robust diagnosis of
Ewing sarcoma by immunohistochemical detection of super-enhancer-driven EWSR1-ETS targets.
Oncotarget 2018;9(2):1587-601 doi 10.18632/oncotarget.20098.

18. Yoshida A, Sekine S, Tsuta K, Fukayama M, Furuta K, Tsuda H. NKX2.2 is a useful
immunohistochemical marker for Ewing sarcoma. Am J Surg Pathol 2012;36(7):993-9 doi
10.1097/PAS.0b013e31824ee43c.

19. Toki S, Wakai S, Sekimizu M, Mori T, Ichikawa H, Kawai A, et al. PAX7 immunohistochemical
evaluation of Ewing sarcoma and other small round cell tumours. Histopathology 2018;73(4):645-
52 doi 10.1111/his.13689.

20. Mahlendorf DE, Staege MS. Characterization of Ewing sarcoma associated cancer/testis antigens.
Cancer Biol Ther 2013;14(3):254-61 doi 10.4161/cbt.23298.
21. Foell JL, Hesse M, Volkmer |, Schmiedel BJ, Neumann |, Staege MS. Membrane-associated

phospholipase Al beta (LIPI) Is an Ewing tumour-associated cancer/testis antigen. Pediatr Blood
Cancer 2008;51(2):228-34 doi 10.1002/pbc.21602.

22. Postel-Vinay S, Veron AS, Tirode F, Pierron G, Reynaud S, Kovar H, et al. Common variants near
TARDBP and EGR2 are associated with susceptibility to Ewing sarcoma. Nat Genet 2012;44(3):323-
7 doi 10.1038/ng.1085.

23. Grillet N, Schwander M, Hildebrand MS, Sczaniecka A, Kolatkar A, Velasco J, et al. Mutations in
LOXHD1, an evolutionarily conserved stereociliary protein, disrupt hair cell function in mice and
cause progressive hearing loss in humans. Am J Hum Genet 2009;85(3):328-37 doi
10.1016/j.ajhg.2009.07.017.

24, Bateman A, Sandford R. The PLAT domain: a new piece in the PKD1 puzzle. Curr Biol
1999;9(16):R588-90.

25. Lupas A, Van Dyke M, Stock J. Predicting coiled coils from protein sequences. Science
1991;252(5009):1162-4 doi 10.1126/science.252.5009.1162.
26. Kosugi S, Hasebe M, Tomita M, Yanagawa H. Systematic identification of cell cycle-dependent

yeast nucleocytoplasmic shuttling proteins by prediction of composite motifs. Proceedings of the
National Academy of Sciences of the United States of America 2009;106(25):10171-6 doi
10.1073/pnas.0900604106.

27. Gilbert LA, Horlbeck MA, Adamson B, Villalta JE, Chen Y, Whitehead EH, et al. Genome-Scale
CRISPR-Mediated Control of Gene Repression and Activation. Cell 2014;159(3):647-61 doi
10.1016/j.cell.2014.09.029.

28. Thakore PI, D'lppolito AM, Song L, Safi A, Shivakumar NK, Kabadi AM, et al. Highly specific
epigenome editing by CRISPR-Cas9 repressors for silencing of distal regulatory elements. Nat
Methods 2015;12(12):1143-9 doi 10.1038/nmeth.3630.

29. Fletcher DA, Mullins RD. Cell mechanics and the cytoskeleton. Nature 2010;463(7280):485-92 doi
10.1038/nature08908.

30. Khanna C, Wan X, Bose S, Cassaday R, Olomu O, Mendoza A, et al. The membrane-cytoskeleton
linker ezrin is necessary for osteosarcoma metastasis. Nature medicine 2004;10(2):182-6 doi
10.1038/nm982.

31. Luna EJ, Hitt AL. Cytoskeleton--plasma membrane interactions. Science 1992;258(5084):955-64
doi 10.1126/science.1439807.

32. Majmundar AJ, Wong WJ, Simon MC. Hypoxia-inducible factors and the response to hypoxic
stress. Mol Cell 2010;40(2):294-309 doi 10.1016/j.molcel.2010.09.022.


https://doi.org/10.1101/2021.02.22.432287
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2021.02.22.432287; this version posted February 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

33. Brizel DM, Scully SP, Harrelson JM, Layfield LJ, Bean JM, Prosnitz LR, et al. Tumor oxygenation
predicts for the likelihood of distant metastases in human soft tissue sarcoma. Cancer research
1996;56(5):941-3.

34. Eisinger-Mathason TS, Zhang M, Qiu Q, Skuli N, Nakazawa MS, Karakasheva T, et al. Hypoxia-
dependent modification of collagen networks promotes sarcoma metastasis. Cancer Discov
2013;3(10):1190-205 doi 10.1158/2159-8290.CD-13-0118.

35. El-Naggar AM, Veinotte CJ, Cheng H, Grunewald TG, Negri GL, Somasekharan SP, et al.
Translational Activation of HIFlalpha by YB-1 Promotes Sarcoma Metastasis. Cancer cell
2015;27(5):682-97 doi 10.1016/j.ccell.2015.04.003.

36. Love MI, Huber W, Anders S. Moderated estimation of fold change and dispersion for RNA-seq
data with DESeq2. Genome Biol 2014;15(12):550 doi 10.1186/s13059-014-0550-8.

37. Wang GL, Jiang BH, Rue EA, Semenza GL. Hypoxia-inducible factor 1 is a basic-helix-loop-helix-PAS
heterodimer regulated by cellular O2 tension. Proc Natl Acad Sci U S A 1995;92(12):5510-4 doi
10.1073/pnas.92.12.5510.

38. Maxwell PH, Wiesener MS, Chang GW, Clifford SC, Vaux EC, Cockman ME, et al. The tumour
suppressor protein VHL targets hypoxia-inducible factors for oxygen-dependent proteolysis.
Nature 1999;399(6733):271-5 doi 10.1038/20459.

39. Semenza GL. Hypoxia-inducible factors in physiology and medicine. Cell 2012;148(3):399-408 doi
10.1016/j.cell.2012.01.021.

40. Epstein AC, Gleadle JM, McNeill LA, Hewitson KS, O'Rourke J, Mole DR, et al. C. elegans EGL-9 and
mammalian homologs define a family of dioxygenases that regulate HIF by prolyl hydroxylation.
Cell 2001;107(1):43-54 doi 10.1016/s0092-8674(01)00507-4.

41. Lokman NA, Elder AS, Ricciardelli C, Oehler MK. Chick chorioallantoic membrane (CAM) assay as
an in vivo model to study the effect of newly identified molecules on ovarian cancer invasion and
metastasis.  International journal of molecular sciences 2012;13(8):9959-70 doi
10.3390/ijms13089959.

42. Subauste MC, Kupriyanova TA, Conn EM, Ardi VC, Quigley JP, Deryugina El. Evaluation of
metastatic and angiogenic potentials of human colon carcinoma cells in chick embryo model
systems. Clinical & experimental metastasis 2009;26(8):1033-47 doi 10.1007/s10585-009-9293-
4,

43, Asangani |IA, Ateeq B, Cao Q, Dodson L, Pandhi M, Kunju LP, et al. Characterization of the EZH2-
MMSET histone methyltransferase regulatory axis in cancer. Mol Cell 2013;49(1):80-93 doi
10.1016/j.molcel.2012.10.008.

44, Teng Y, Xie X, Walker S, White DT, Mumm JS, Cowell JK. Evaluating human cancer cell metastasis
in zebrafish. BMC cancer 2013;13:453 doi 10.1186/1471-2407-13-453.

45, Xu Y, Streets AJ, Hounslow AM, Tran U, Jean-Alphonse F, Needham AJ, et al. The Polycystin-1,
Lipoxygenase, and alpha-Toxin Domain Regulates Polycystin-1 Trafficking. Journal of the American
Society of Nephrology : JASN 2016;27(4):1159-73 doi 10.1681/ASN.2014111074.

46. Truebestein L, Leonard TA. Coiled-coils: The long and short of it. Bioessays 2016;38(9):903-16 doi
10.1002/bies.201600062.

47. Banerjee A, Jakacki RI, Onar-Thomas A, Wu S, Nicolaides T, Young Poussaint T, et al. A phase | trial
of the MEK inhibitor selumetinib (AZD6244) in pediatric patients with recurrent or refractory low-
grade glioma: a Pediatric Brain Tumor Consortium (PBTC) study. Neuro-oncology
2017;19(8):1135-44 doi 10.1093/neuonc/now282.

48. Dombi E, Baldwin A, Marcus LJ, Fisher MJ, Weiss B, Kim A, et al. Activity of Selumetinib in
Neurofibromatosis Type 1-Related Plexiform Neurofibromas. The New England journal of
medicine 2016;375(26):2550-60 doi 10.1056/NEJMo0a1605943.


https://doi.org/10.1101/2021.02.22.432287
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2021.02.22.432287; this version posted February 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

49, van Tilburg CM, Selt F, Sahm F, Bachli H, Pfister SM, Witt O, et al. Response in a child with a BRAF
V600E mutated desmoplastic infantile astrocytoma upon retreatment with vemurafenib. Pediatr
Blood Cancer 2018;65(3) doi 10.1002/pbc.26893.

50. Tsuda M, Davis lJ, Argani P, Shukla N, McGill GG, Nagai M, et al. TFE3 fusions activate MET
signaling by transcriptional up-regulation, defining another class of tumors as candidates for
therapeutic MET inhibition. Cancer research 2007;67(3):919-29 doi 10.1158/0008-5472.CAN-06-

2855,

51. Mellman |, Coukos G, Dranoff G. Cancer immunotherapy comes of age. Nature
2011;480(7378):480-9 doi 10.1038/nature10673.

52. Schumacher TN, Schreiber RD. Neoantigens in cancer immunotherapy. Science

2015;348(6230):69-74 doi 10.1126/science.aaa4971.

53. Pollack SM, Ingham M, Spraker MB, Schwartz GK. Emerging Targeted and Immune-Based
Therapies in Sarcoma. J Clin Oncol 2018;36(2):125-35 doi 10.1200/JC0.2017.75.1610.

54. Grobner SN, Worst BC, Weischenfeldt J, Buchhalter I, Kleinheinz K, Rudneva VA, et al. The
landscape of genomic alterations across childhood cancers. Nature 2018;555(7696):321-7 doi
10.1038/nature25480.

55. Wilky BA. Immune checkpoint inhibitors: The linchpins of modern immunotherapy. Immunol Rev
2019;290(1):6-23 doi 10.1111/imr.12766.

56. D'Angelo SP, Melchiori L, Merchant MS, Bernstein D, Glod J, Kaplan R, et al. Antitumor Activity
Associated with Prolonged Persistence of Adoptively Transferred NY-ESO-1 (c259)T Cells in
Synovial Sarcoma. Cancer Discov 2018;8(8):944-57 doi 10.1158/2159-8290.CD-17-1417.

57. Faramarzi S, Ghafouri-Fard S. Melanoma: a prototype of cancer-testis antigen-expressing
malignancies. Immunotherapy 2017;9(13):1103-13 doi 10.2217/imt-2017-0091.

58. Sotillo E, Barrett DM, Black KL, Bagashev A, Oldridge D, Wu G, et al. Convergence of Acquired
Mutations and Alternative Splicing of CD19 Enables Resistance to CART-19 Immunotherapy.
Cancer Discov 2015;5(12):1282-95 doi 10.1158/2159-8290.CD-15-1020.

59. Roberts KG, Mullighan CG. Genomics in acute lymphoblastic leukaemia: insights and treatment
implications. Nat Rev Clin Oncol 2015;12(6):344-57 doi 10.1038/nrclinonc.2015.38.

60. June CH, Riddell SR, Schumacher TN. Adoptive cellular therapy: a race to the finish line. Sci Transl|
Med 2015;7(280):280ps7 doi 10.1126/scitranslmed.aaa3643.


https://doi.org/10.1101/2021.02.22.432287
http://creativecommons.org/licenses/by-nc-nd/4.0/

Figres:
A

516 genes

4

Y

89 genes

4

Y

t certified by peer review) is the author/funder, who has granted:bioRxig a license to display the p

rint doi: https://doi.org/10.1101/2021.02.22.432287; this version posted February 22, 2021. The copyi # Igg (Lr hisgpre rint
réptinet ?9 et ié:‘n 5
available under aCC{By-NC-ND2.0gintgrn 1SS
w w

Commonly repressed genes (>1 fpkm; <2fold) in three
Ewing sarcoma (EwS) cells upon EWSR1-FLI1 knockdown

Genes unique to Ewing sarcoma in CCLE database
(<1 fpkm median in all other cancers)

EWSR1-FLI1 bound genes (ChIP-Seq)
Retain genes that contain a FLI1 enriched peak
(with atleast 1 GGAA repeat) within 100 kb of their TSS

32 gene signature

(ESS32)

4

v

Filter out genes with expression > 1 FPKM in more than
one normal tissue type (GTEx dataset V6p, n = 11401)

2 genes (LOXHD1, LIPI)

(@)

H3

K27ac at EWS-FLI1 bound regions
associated with ESS32

dtiorl |

w

gense.
[}
w

GS|
GS|
GSE!
GS|

KLF15
PDE1B
STEAP2
ABI3
DNAJC12
PPP1R1A
NPY1R
VAV1
DUSP26
KCNAB3
RBM11
KCNE3
Myom2
PRR5L
NKX2-2
XG
RNF182
KCNA2
PRRT4
NPY5R
TNNI3
ARTN
CD79A
PHOSPHO1
ADRB3
bcbe2
GNGT2
FEZF1
UGT3A2
LOXHD1
LiPI
RAX

o
o

o
ES

o
o

A>
?@

SRS
& c)"‘\Y

o

EWSR1-FLI1
knockdown

EWSR1-FLI1
overexpression

correlation in ESS32 expression in
pan-cancer and EwS metastasis

log2 fold change

ade

-100 kb +100 kb

Y

<

T

KiF15 | | [] I

miﬂ

-

STEAP2
ABI3
DNAJC12
PPP1R1A
NPY1R
VAV1
DUSP26
KCNAB3
RBM11
KCNE3
MYOM2
PRRSL
NKX2-2
XG
RNF182
KCNA2
PRRT4
NPY5R
TNNI3
ARTN
CD79A
PHOSPHO1
ADRB3
DCDC2
GNGT2 7
FEZF1
UGT3A2
LOXHD1
LIPI
RAX B H ]
-100-80 -60 -40 -20 O 20 40 60 80 100
distance from TSS (kb)

number inside the EWSR1-FLI1 bound grid

T

GSEA using ESS32 signature

denotes GGAA repeats

PRAD 'SARC SARC PAAD
= ! e O wmsc 0 prao a0 PGy sk SARC L BROA oo OO —~
€ 30000+ esca Ceroa MISC_ PRAD BRCA sroa  SECR srea PRAD PAAD %)
2 N M SECR BRCA ACC SECR BRCA PRAD ESCA D area LUNG
S wse cuoL - sarc msc " mroaBRoa =Moo, o eson SR w o [ ]
s I RN N e NSO N SRy, a0y s cot0 Z ' .
X< 25000 p<2e-7 wronmron S0 sg SR I LG sare praD misc  MSC O gsca PRAD = ] s
o R msc Msc B ECR MsC PRAD coo _ LUNG Lng  COLO ® il
2 N LUNG . PRAD MISC  BLCA BRCA NG PRAD PRAD - PRAD L MISC eor MISC geca o
o . Re g MSC LN an BRCA  BRCA ] o
© o SKCH cHoL fnse PRAD LUNG cHOL " BRCA PRAD 8 -
£ 20000+ SN SRC pmap PRAD PRAD. HOC oo samc  prap  STAD MISC o BROA [
SECR  COLO RAD F i
£ BROA e %ame T bny GO0 sarc  SKOM STAD SARC  SKOM grea -
; MISC SARC  SARC coo BRCA  GBM ov HNSC  PRAD c
15000 sEcR sARC THCA BReA BRCA. | BAAD Rearn oo SARC , HNsc 7]
T , cson COLO SECR BLOA PRAD  GOM SARC " HNSC prap £
T P BRoA - skom AR PRAD SRS sl wne® o a0 L]
S p<le-8 SARC LNG M gigu  PRAD PRAD e RC =
® 10000 . I R~ S
o N PRAD v BLCA ACC  PRAD coLo CHOL pica o RAD choL c
© : HCC R wisc ko 4 cHoL
PRAD OV BRCA PRAD PRAD S8R PRAD . OV w
~ sRC . sARG PRAD ool PRAD " SARC P
Hnsc  HNSC coLo PRAD BRCA
g 5000 N PRAD BLCA PRAD SARC HNSC ~BRCA  BRCA g NG kel
PRAD cHoL  cHoL
5 i . B o LW L e ,
2 = ! e e ™ e S " e e N L
0 F m— SKCM  SKCM _BRCA SARC. Roa  SARC TChoL BRCA  SECR  BRCA © | significance level
PAAD  BRCA  SARC SARC  pRrAD  saRc LUNG RC mse HoL
e S, . T . >‘ . Qv BROA | WWNG ACC gron we oo O smo e e g G p=0.05
= = PAAD BRCA
S I T E £ E o5 P T I A M ) <)
= = = =z = T e s e "o *hrca Wse IR OOl S pey 2
¥ T Yo (I T ] 3 & sroa g MISC me LUNG Lon © orao gNe e an cancer (n=496)
& = S5 g 2 3 ase PRA0 “Sne Mom ™ mon SR SRR oo i s M0 gape B ol p
@ T @ — G Hee STAD PRAD BRCA  BR
©  * = o+ : i = e BRoa LN SARC  HNSC SECR SARC _ PRAD sarc “NG PRaD =
< 9 s & Primary Ewing ESCA SROA nse ML aroa ov " oPRAD BROA . TecT . tuwe oA SKCM B Ews (n=11)
© v = sarcoma tissues PRAD. BRCA  TGCT prap _PRAD__ BRCA HNSC BROA SECR  STAD . HNSC N N
PRAD SECR BRCA MISC  ESCA | CHOL
< w z SKOM  BROA sroA PR cC BRCA  BLGA BRCA PRAD c . coLo 0 5 10 15 20
P CHOL PRAD ACC PRAD PRAD SAF RCA
X MISC misc HNSC misc EscA BRCA BRCA SECR
@ BRCA oo oy A D prap BLOA . e -log10
e o TR0 e ceM SO o R g g1Up
wisc
I MET500 G
+EwS  CCLE GTEX V6p
(n=507) (n=980) (n=11401) EwS vs pan-cancer
- < o O TFTEFOANTOOOrTFONT O ANMNMOT-TMOOOD T -~ OANT TN T ~OTONANANMNM—OOO v~ — ONWO
3 LOXHD1 26+02 246402
L7 250
10 LIPI 1.8e+02 2.9e+02
. 8 RBM11 89 1e+02 w o
c H
o p~0 ©
° - . PAX7 73 126402 g
~ 1
2% 150 &
5= 6r BCL11B 4 40 o
XX =
o & NKX2-2 4 54 w3
<= 4t} , 9
Q N N GLG1 32 14
I ' . 50
X 9 : 14
O 2t ' CD99 21 6.8
’
-~ z . * N
. E .
4
l ‘ ié tladssnl Ll . Liad '
ol = EXE VY VESS VI I VUVDT S FUUY § SV T EUSrTUOUN
< L SEHC N Do & oo O S PP L IO RIS ILE LIS &
E& &5 SLESEITESSLIFEEESINSERSES ST ES ST SEEESET S S FF TS
I @ R O VRILTIOILISCI & X ) SILIOSTSISLFCL20o N~ N SO0 PO N
QS & 9 o To & 88 SKO SIS S SIS P SESTINOIFIS ¥ S SEL 5§
& & S s SO T 8ax W eERFF TS TSR0 LAY STy LIS
S NS IPSICAC] FoI 8¢ NS TS FEOIE SFPISPELsH T S E §F
T o T Oy IR 58 SO FEL FFS$EX Y B ST G, @ G F O FSS
D o @ O SO F S SEITFTS LTV ILL Lafde &5 $8LETFeF DA )
P S 0 IS FaE o $Os Ly8 STEISITUIITST & SO
o < o & IFE PEVES YEIF KL LS 5 L&~ V¢ NN IS
& INES FES T LE FTESS & AT IS O s 8§ s FLS
~ S SFEE 2y 28§ £ X8& & oF $ L LS &£ [S; O
< G SEL §5 8 € FFS & F £ sy & & & S2°
P s& & S S FY S& .8
£ I S5 &8 OO S 2
i S . . S @ .
SRS Ly S & 8g 9 P
TP K4 S8 § £ 4 &
¥ & > &< o &
$ hs ; §
S S s &
. ‘b(lr (%) QQ
9
%


https://doi.org/10.1101/2021.02.22.432287
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2021.02.22.432287; this version posted February 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

Figure 1: Integrative analysis leading to the identification of ESS32 gene signature, and
stereociliary protein LOXHD1 as EwS specific gene. (A) Flowchart depicting the various stages
of analysis in our computational pipeline to identify direct EWS-FLI targets in EwS. (B) (/ef?) log2
fold change in expression (microarray and RNA-seq), for EwS specific 32 genes signature (ESS32)
showing their marked downregulation in EWSR1-FLI1-knockdown EwS cell lines (n=4), and
marked upregulation in EWSRI1-FLI1-overexpressing Mesenchymal Stem Cells (MSC, n=2),
(right) table showing the positions of EWSR1-FLI1-bound (ChIP-seq) regulatory regions within
+100 kb of transcription start-site (TSS); the numbers denote the number of polymorphic GGAA-
microsatellite-repeats contained within each regulatory element. (C) Increased transcription
activation mark H3K27ac on ESS-32 regulatory region. Total H3K27ac tag density (rpm) within
+2.5 kb of the EWSR1-FLI1 bound regulatory regions for ESS-32 is shown for two EwS cell lines
upon EWSRI1-FLI1 knockdown, three EwS primary tumor tissue and MSCs overexpressing
EWSRI1-FLII. (D) ESS-32 expression identifies EwS among hundreds of pan-cancer metastatic
disease. Network plot for the correlation in the expression of ESS-32 genes in RNA-seq data of
METS500 pan-cancer metastatic tumor biopsies (n= 500) and metastatic EwS (n= 11). Connectivity
is displayed only for samples with Pearson-correlation-coefficient r = 0.5 and the thickness of
the connections is proportional to r. Here EWS, PRAD, CHOL, OV, SARC denote EwS, prostate
cancer, cholangiocarcinoma, ovarian cancer and sarcoma subtypes, respectively. Complete
abbreviation of sample names can be found in SI. (E) GSEA analysis of ESS-32 geneset in
MET500 and Ewing sarcoma RNA-seq data, showing its significant enrichment in >70% of EwS
metastatic samples. (F) LOXHDI1 is predominantly expressed only in EwS tumors and tumor-
derived cell lines. LOXHD1 expression in MET500 and EwS metastatic biopsies (n=507), Cancer
Cell line encyclopedia (CCLE, n=980) and Genotype tissue expression (GTEX, n=11401)
transcriptomic datasets. (G) Heatmap shows the log-transformed p-values computed for EwS vs
pan-cancer samples in MET500+EwS (n=507) and CCLE (n=980) datasets, for the mentioned

genes, see fig. S1G. The p-values were computed using an independent, two-sample t-test.
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Figure 2: Alternative TSS and identification of NLS in LOXHD1: (A) IGV plot of RNA-seq
in multiple EwS cell lines, along with ChIP-seq track for transcription activation mark H3K4me3
and H3K27 showing alternative Transcription Start Site (TSS) for LOXHDI in EwS cells.
ENCODE DNase 1 hypersensitivity (HS) data for SK-N-MC and A673, showing HS site near the
TSS. (B) Protein domain structure of LOXHD1. Top, based on ref seq. Bottom, based on transcript
excluding first seven exon sequences as because of alternative TSS. The protein is composed of
thirteen PLAT domain. Newly identified NLS (nuclear localization signal) and the coiled-coil
domain is indicated with aa position. (C) Detection of stereociliary LOXHD]1 protein in EwS cells.
Immunoblot analysis for LOXHDI1 and EWSR1-FLI1 levels in three EwS cells and two prostate
cancer cells (LNCaP, 22RV1) and HEK293T cells. GAPDH used as a loading control. (D)
Immunofluorescence imaging showing LOXHD1 (red) expression on the plasma membrane and
in the nucleus in RD-ES and SK-N-MC cells. DAPI (blue) used to stain the nucleus. LNCaP cells

were used as a negative control for LOXHDI expression.
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Figure 3: EWSR1-FLI1 binding to the polymorphic GGAA microsatellite creates a de novo
enhancer upstream of LOXHDI and regulates its expression. (A) EWSRI-FLI1 binding
upstream of LOXHDI creates a de novo enhancer. Genome browser view of ChIP-seq tracks
showing the EWSRI1-FLII binding to LOXHDI upstream region containing GGAA repeats,
generating a de novo enhancer marked by H3K27ac mark in EWSR1-FLI1 overexpressing MSC,
and wild type SK-N-MC cells (GEO accession code # GSE94278). (B) Ectopic expression of
EWSRI1-FLI1 leads to transcriptional activation of LOXHD1 in non-Ewing cancer cells. fop, qRT-
PCR showing upregulation of LOXHDI1 in U20S osteosarcoma cells upon EWSRI-FLII
expression. bottom, Immunoblot for EWSRI1-FLI1, and GAPDH (loading control) in the indicated
samples. (C) Knockdown of EWSR1-FLII collapses the de novo enhancer leading to silencing of
LOXHDI expression. Genome browser view of integrated ChIP-seq and RNA-seq tracks showing
loss of EWSRI1-FLI1 enrichment to the GGAA microsatellite with a concomitant loss of H3K27ac
mark and transcriptional silencing of LOXHD1, respectively upon shFLI1 mediated EWSR1-FLI1
knockdown in SK-N-MC (/eft) and A673 cells (right). ChIP-seq track for H3K4me3 denotes the
TSS (GEO accession code # GSE94278). (D and E) EWS-ETS fusion knockdown or inhibition of
its co-activator BRD4 downregulates LOXHD 1 expression. qRT-PCR showing downregulation of
LOXHDI transcript upon shRNA mediated EWSR1-FLI1/EWSRI1-ERG knockdown or treatment
with JQ1 at 500nM for 24h in a panel of EwS cell lines.
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Figure 4: Knockout or dCas9-KRAB mediated silencing of EWSR1-FLI1 bound de novo
enhancer quashes LOXHDI1 transcription: (A) above, Schematic showing the CRISPR sgRNA
specifically flanking the GGAA microsatellite upstream of LOXHDI. Below, DNA ethidium
bromide stained gel image showing the deletion of GGAA repeats in SK-N-MC and RD-ES cells
transduced with enhancer targeting sgRNA lentivirus or Cas9 control lentivirus. (B) gqRT-PCR
showing LOXHD1 expression in enhancer knockout pools (/eft) and two independent isogenic
single-cell clones (right) compared to their respective controls. (C) Schematic showing the
CRISPR-dCas9-KRAB (CRISPRi) mediated epigenetic silencing of GGAA microsatellite
containing LOXHD1 enhancer. Two independent small guide RNAs (sgRNA1 and sgRNA2) were
designed adjacent to the GGAA microsatellite. (D) ChIP-qPCR analysis showing accumulation of
KRAB catalyzed H3K9me3 mark at the LOXHDI upstream GGAA microsatellite region (m.s.
region primers) in SK-N-MC and RD-ES cells expressing dCas9-KRAB and sgRNA2 (eKD2 —
enhancer KnockDown 2). A pair of non-specific (n.s.) region primers were used as negative control
and IgG served as ChIP negative control. (E) Depletion of active transcription marks upon de novo
enhancer knockdown. ChIP-seq tracks of H3K27ac and H3K4me3 signals at the LOXHD! loci in
RD-ES and SK-N-MC cells expressing dCas9-KRAB and sgRNA2 as in E. gRNA target site and
EWSRI1-FLII target microsatellite region is indicated with thick gray and red line, respectively
(F) gqRT-PCR showing the loss of LOXHDI expression in enhancer knockdown cells. (G)
Immunoblots showing loss of LOXHD1 protein in enhancer knockdown (dCas9-KRAB) or
enhancer knockout (CRIPSR-cas9) cells. EWSRI1-FLI1 and GADPH was used as control. (H)
Immunofluorescent staining of LOXHD1 (red). The nucleus was visualized by DAPI (blue). *p <
0.05, **p < 0.001 by two-tailed Student’s t test.
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Figure 5: LOXHDI1 loss impairs major oncogenic transcription factor response and
cytoskeletal organization. (A) RNA-seq followed by GSEA showing negative enrichment of
EWSRI1-FLI1 and MYC gene signatures in the LOXHD enhancer knockdown (eKD2) EwS cells.
(B) Gene Ontology (GO) terms of biological process and protein classes for common
downregulated genes in LOXHD1 eKD?2 cells. (C-D) Cytoskeletal disorganization in LOXHDI1
silenced cells. (C) Representative images of Phalloidin F-actin and DAPI staining in RD-ES and
SK-N-MC cells with and without LOXHDI silencing. (D) Quantification of cell surface areas in
the immunofluorescence staining images with imagel. (E) LOXHDI1 silenced cells display
reduced anchorage-independent growth. 7Top Representative images of a sphere formation assay
performed with indicated cells embedded in 50% of Matrigel in a 24 well plate. Quantification is
shown in bottom panel. (F) LOXHDI silenced cells display reduced cell aggregation property.
Top Representative images of a cell aggregation assay performed by seeding single-cell suspension
on poly-HEMA coated ultralow attachment plates. Images were taken at Ohr and 16hr.
Quantification is shown in bottom panel. (G) LOXHDI silenced cells display reduced Matrigel
invasion. Top Representative images of invaded cells 48h post plating are shown for control and
LOXHDI enhancer knockdown cells. bottom Quantification. **** p< 0.0001, ***p<0.001,
*#p<0.01, *p<0.05 by two-tailed Student’s t-test.
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Figure 6: LOXHDI1 silencing impairs EwS response to hypoxia. (A) Hypoxia induces impaired
invasion response in LOXHDI1 knockdown cells. 7op Quantification of a Boyden chamber
Matrigel invasion assay performed with control, eKD1 and eKD2 cells at 21% Oz and 1% Oz for
24h. bottom, representative images of each indicated group. (Quantification of the hypoxia only
condition is in Supplementary Fig 6a.). (B) Schematic showing the hypoxia RNA-seq experimental
design. (C) Hypoxia induces major transcriptional changes in LOXHD1 intact EwS cells. Heatmap
shows differential expressed genes under hypoxia (1% Oz for 16h) compared to normoxia in SK-
N-MC cells. (D) RNA-seq followed by GSEA showing negative enrichment of the hypoxia
upregulated signature and positive enrichments of the hypoxia downregulated signature in
LOXHDI eKD1 and eKD2 SK-N-MC cells. (E) LOXHDI1 silencing reduces HIF1a stabilization
under hypoxia. Immunoblots of HIF1a. and LOXHDI in control and eKD cells under hypoxia and
normoxia culture. 3-actin used as loading control. (F) LOXHDI interacts with HIF1a. HEK293T
cells were co-transfected with MY C-tagged LOXHD1 and HA-tagged HIF 1o, and cultured under
hypoxia for 24h. Total protein lysates used for immunoprecipitation with MY C-tag antibody. top,
Schematic showing the structure of the two constructs. bottom, Immunoblots of anti-HA and anti-

Myc antibodies.


https://doi.org/10.1101/2021.02.22.432287
http://creativecommons.org/licenses/by-nc-nd/4.0/

FI m rlnt doi: https://doi.org/10.1101/2021.02.22.432287; this version posted February 22, 2021. The copyright holder for this preprint
g as ot certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

SK-N-MC RD-ES

-

3

o
1

Intravasation (fold change)
o o o - -
N N o N
[6)] o (6} o (6}

A 2 million cells

72 hr incubation L

@38C
@
o
a
5
6 Extract genomic 000"
DNA from lower
Q NN S
8 T & O & & O
Q Q
3hr post injection %,bo S 3hr post injection %,bo
C — Tl & E Tail & ngbb D atr. o
: ) 25 1 % - . p.L.
o, + [ 24hr p.i.
% 8 = 20 1
— = 3
8 ® % 2 15 1
» » 3
Ly ! 7 10
z 2 2 .
) =
0
ctrl  eKD2
24hr post injection
§ 100+ 24h p.i
o 3hp.i
3 S 580 27
<fJ G 2 601
ou [72] [0
E LéJ = 401
(74 G
92 201
£
2 0

M
.

SK-N-MC mouse xenograft  SK-N-MC mouse xenograft
growth curve endpoint tumor big data

== SK-N-MC-Control 1.0 *

= 800 1 o SK-N-MC eKD2 o EwsS Signature  Diagnostic marker
S 0.8 ESS32 for Ewing sarcoma
(S o
£ 600 1 ) Y
g £ 061 © S AAA
E 400 2 0 @ EWSR1[ETS m
9 = 04 od ..GGAAGGAA.... \
= / |
2 200 1 g Coc° &8 - Modulate EWSR1-ETS, MYC and HIF1a pathway
S |2 0.2 - Regulate cytoskeleton homeostasis
= 0 o - Promote Ewing sarcoma tumorigenesity

0o 4 8 12 16 20 0T N N O

Time post injection (d) \& «
0 2
o Ry B >


https://doi.org/10.1101/2021.02.22.432287
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2021.02.22.432287; this version posted February 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

Fig. 7: LOXHDI1 silencing attenuates the oncogenic and metastatic phenotype of EwS cells
in vivo. LOXHD1 knockdown reduce cell intravasation in a chicken CAM model. (A) Schematic
showing CAM intravasation assay. Two million cells are cultured atop the embryonic chick upper
CAM for 3 days followed by genomic DNA isolation from the lower CAM, which is used to
measure the intravasated human cells by qPCR using human-specific Alu primers. (B) Bar graph
showing normalized fold difference in the intravasated cells for the indicated group. *p<0.01, by
students t-test. (C) LOXHDI1 knockdown impairs EwS metastasis in a zebrafish model.
Representative images of zebrafish in the control and LOXHD1 knockdown group showing
metastasis in yellow circles and arrow at 3h and 24h post-injection. (D) 7op Bar graph of
percentages of zebrafish harboring metastasis at 3h and 24h time point. Bottfom Quantification of
total number of metastatic foci. ***p<0.001, *p<0.01 by chi-square test. (E) LOXHD]1 silencing
attenuates tumor formation in mice. Growth curve of the xenograft experiment using SK-N-MC
control and isogenic eKD2 cells. (F) Bar graph of the endpoint tumor weights. (G) Schematic
illustrating the discovery and the role of LOXHDI in influencing multiple oncogenic pathways in

Ewing sarcoma genesis and progression. **p<0.01, by Students t-test.
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