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Abstract

Background

Although several studies link high levels of IL#8dasoluble IL-6 receptor (sIL-6R) with asthma séyer
and decreased lung function, the role of IL-6 traigmaling (IL-6TS) in asthma is unclear.

Objective

To explore the association between epithelial 1IS6fathway activation and molecular and clinical
phenotypes in asthma.

Methods

An IL-6TS gene signature, obtained from air-liginterface (ALI) cultures of human bronchial epiibél
cells stimulated with IL-6 and sIL-6R, was usedstoatify lung epithelium transcriptomic data (U-
BIOPRED cohorts) by hierarchical clustering. IL-63@ecific protein markers were used to stratify
sputum biomarker data (Wessex cohort). Moleculanplyping was based on transcriptional profiling of
epithelial brushings, pathway analysis and immustolchemical analysis of bronchial biopsies.

Results

Activation of IL-6TS in ALI cultures reduced epitia integrity and induced a specific gene signatur
enriched in genes associated with airway remodelihg IL-6TS signature identified a subset of ILST
High asthma patients with increased epithelial eggion of IL-6TS inducible genes in absence of
systemic inflammation. The IL-6TS High subset had awverrepresentation of frequent exacerbators,
blood eosinophilia, and submucosal infiltrationTo€ells and macrophages. In bronchial brushing® TL
pathway genes were up-regulated while the expressgitight junction genes was reduced. Sputum slL-
6R and IL-6 levels correlated with sputum markefgemodeling and innate immune activation, in
particular YKL-40, MMP3, MIP-8, IL-8 and IL-18.

Conclusions

Local lung epithelial IL-6TS activation in absenmfetype 2 airway inflammation defines a novel siibse
of asthmatics and may drive airway inflammation apihelial dysfunction in these patients.

Key Messages

» A subset of asthma patients (IL-6TS High subses}irtit from Type 2 asthma shows lung

epithelial IL-6 trans-signaling pathway activatiorabsence of systemic IL-6 inflammation.
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e The IL-6TS High subset constitutes a novel asthrhenptype associated with frequent

exacerbations, eosinophilia, airway inflammati@meodeling and impaired epithelial integrity.

» The identification of local airway IL-6 trans-sidimgy pathway activation as a potential disease
driver may open up for a stratified medicine applot treating asthma.

Capsule Summary

By cluster analysis of lung epithelium transcriptosndata using an IL-6 trans-signaling gene sigeatu
we demonstrate the presence of a poorly contrddistthma patient subset associated with airway

inflammation, remodeling and compromised epithddelrier function.

Keywords

Asthma,; lung epithelium; transcriptomics; hieraoahiclustering; IL-6 signaling; exacerbation freqog

eosinophils; airway inflammation; remodeling; epithl integrity.

Abbreviations used

IL-6TS: IL-6 trans-signaling

sIL-6R: Soluble IL-6 receptor

HBEC: Human bronchial epithelial cells
ALI: Air liquid interface

TEER: Trans-epithelial electrical resistance
TLR: Toll-like receptors

Introduction

Type 2 (T2) inflammation defines one major asthmdatype, but a significant proportion of asthma
patients do not express airway T2 inflammation reegland do not respond to treatments targeting this
pathway (1). Thus, identification of the cellulandamolecular disease drivers beyond T2 asthma is

required in order to achieve disease control isdhmatients.
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Interleukin-6 (IL-6) is a pleiotropic cytokine thaan be produced by many cell types in response to
wide array of inflammatory stimuli and cytokines).(Ih the classical pathway, binding of IL-6 to its
membrane bound receptor (IL-6R) induces recruitnagnt homodimerization of the signal-transducing
receptor glycoprotein 130 (gp130), which leadshogphorylation of STAT family transcription factors
(STAT3 and/or STAT1) by the Janus tyrosine kinasaify (JAK1, JAK2, TYK2). In addition, it causes
activation of the mitogen-activated protein kina@#APK) and phosphoinositide 3-kinase (PI3K)
cascades (3,4). Classical signaling is prominemtelts expressing high levels of IL-6R on theirfaoe
such as neutrophils, macrophages and some typ€&scells (5). In contrast, cell types with no or low
expression of membrane IL-6R depend on IL-6 tragisading (IL-6TS) mediated by a soluble form of
the IL-6 receptor (sIL-6R) which associates witligp after forming a complex with IL-6 (6). SIL-6R i
produced as a result of alternative mRNA spliciigdr through shedding of IL-6R from the cell sgda
by ADAM and meprin proteases (8,9) in responseanous inflammatory signals, such as C-reactive
protein (CRP), IL-8, CXCL1, bacterial pore-forminigxins and LPS (10-13). Neutrophils have been
proposed as the main source of sIL-6R generatsitieatof inflammation (11), and a recent study subw

that neutrophils may be an important source oféLin the lungs of asthma patients (14).

Increased levels of IL-6 have been found in serspanfum and bronchoalveolar lavage fluid (BALF) of
asthma patients (15-17), and also in BALF fromeyds with non-allergic asthma as compared to patien
with allergic asthma, suggesting a role for IL-6nion-T2 asthma (18). Supporting this, a recentystud
conducted in the UCSF and SARP asthma cohortsifideh& strong association between high systemic
IL-6 levels and asthma severity, while no correlativas found between IL-6 and T2 inflammation
biomarkers including blood and sputum eosinoptilepd IgE and FeNO (19). As for IL-6, also the
levels of sIL-6R have been found to be significaitreased in serum (20), BALF (21) and sputun) (22
from asthma patients compared to those of contrglests. A role for IL-6 as an asthma disease dis/e
also emerging from genetic evidence, and a genoide-wssociation study (GWAS) revealed an
association between the single nucleotide polyrmisml{SNP) rs4129267 in intron 8 of the IL-6R gene

and an increased asthma risk (23).

In this study we identified an IL-6TS driven patieubset in the U-BIOPRED (Unbiased Biomarkers in
Prediction of Respiratory Disease Outcomes) con@43 based on an epithelial IL-6TS specific gene
signature. These patients were characterized by tlmque clinical and histopathological features,
including a history of frequent exacerbations,rmagkable increase in submucosal T cell and macgmmha

infiltration, and they also showed markers of imediepithelial barrier integrity and airway remadg!

Methods
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Primary cell culture and activation

Primary human bronchial epithelial cells (HBECs;nka) were expanded to passage 2 in BEGM
Bronchial Epithelial Cell Growth Medium (Lonza). &¢e cells were then seeded on 0.4 um Corning®
HTS Transwell®-24 well permeable supports (Sigmdrigh) coated with PureCol (Advanced
BioMatrix) and differentiated at Air-Liquid Interf@ (ALI) using PneumaCult™-Ex and ALl Media
(Stemcell) according to the manufacturer's protoGnce fully differentiated, cells were stimulatied
3-48h by basolateral addition of human recombimaateins IL-4 and I1L-13 (30 ng/ml; R&D Systems)
or IL-6 (10 - 150 ng/ml; R&D Systems) and sIL-6RO(: 150 ng/ml; PeproTech) diluted in
PneumaCult™-ALI medium. @M JAK1 inhibitor (25) or DMSO were added apically f30 minutes in
20QuL medium that was removed before stimulation. Phosgation of STAT3 on tyrosine 705 was

quantified with a pSTATS3 detection kit (Meso ScBiscovery) following the manufacturer's instruction
Patient cohorts, transcriptomics and proteomics

The U-BIOPRED study was a cross-sectional, obsenalt study using the baseline visits of the U-
BIOPRED cohorts from 16 clinical centers in 11 dni@s across Europe. It includes steroid-treatadtad
asthma patients, classified and treated accorditiget Global Initiative for Asthma (GINA) guideligeas
well as healthy controls. Definitions for each graaf subjects and collection of clinical variablesve
been published previously by Shaw et al. (24). @ineent study employed data from 147 subjects from
the U-BIOPRED asthma cohorts, including patienthwiild to moderate asthma (n= 36), severe asthma
(n=49), smokers with severe asthma (n=18) and lealonsmoking controls (n=44) that underwent
fiberoptic bronchoscopy for central airway epithElcell brushings (26). Transcriptomic data from
brushings were obtained by using a HT HG-U133+ Pidroarray platform (Affymetrix Plus 2.0) as
described (27). Affymetrix Plus 2.0 microarray datas downloaded from U-BIOPRED/tranSMART
database, version Aug 2016. Blood samples wereatetl (24) and biomarkers (IL-6 and sIL-6R) were
analyzed by SomaScan v3 platform (SomalLogic) asrithes! (28).

Unsupervised hierarchical clustering

Hierarchical clustering of U-BIOPRED gene expressilata was performed using the average linkage
and Euclidean metric methods, with each variablenatized to mean 0 and variance 1, using Qlucore
Omics Explorer 3 (Qlucore Lund, Sweden). Resulteewésualized as dendrogram heat maps where the
color scale is given as log2 fold changes withryeafrom—2.0 (blue), via 0.0 (grey) to +2.0 (red). Data
from multiple probes was collapsed to single garsisg the highest value.
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Statistical Analysis

Gene expression data was log2 transformed andzathlyy General Linear Model based statistical tests
adjusting for age, gender and site code, using d@u®©mics Explorer 3.3 (Qlucore Lund, Sweden).
Benjamini-Hochberg multiple correction was usedadatrol for rate of false positives (referred tocas
value). Statistical analysis of clinical variabkesd biomarker data was performed with Kruskal-Vgalli
tests in Spotfire 7.0.2 (TIBCO Spotfire). The pualfor MetaCore (MetaCore, Thomson Reuters) and
Ingenuity (IPA Ingenuity Pathway Analysis, QIAGEN Inc) pathway lgsis was calculated using the
right-tailed Fisher Exact Test. All statistical &ss of in vitro data were performed using twaethi
unpaired t-test. All data analyses except analysigene expression data were considered hypothesis
based and significance reacheddD®5. Correlations were tested with the Spearmastatistics. Prism

6.0 (GraphPad Software) was used for data anaysigyraphical representation.

Results

IL-6TS induces a specific gene expression profileigdinct from the type 2 inflammation gene
signature in primary bronchial epithelial cells

Stimulation of primary human bronchial epithelialls (HBEC) grown as air-liquid interface (ALI)
cultures with either recombinant IL-6 alone (claakiL-6 signaling) or in combination with sIL-6R_¢
6TS) induced robust STAT3 phosphorylation withinrBihutes. The increase in STAT3 phosphorylation
was considerably stronger in the presence of slLwitch was added at a concentration (150 ng/mL)
comparable to the levels found in serum of astlomadtients (20). Moreover, only IL-6TS led to
persistent STAT3 phosphorylation after prolongedosxire with daily applications of IL-6 or IL-6/sIL-
6R (Figure 1A). Pretreating cells with a JAK1-sélex inhibitor (25), abrogated STAT3 phosphorylatio
induced by IL-6TS (Figure 1B,C). In order to idéntijenes regulated by IL-6TS we stimulated HBEC
ALI cultures for 24 hours with IL-6/sIL-6R followedby global gene expression analysis by RNA
sequencing. In total 8781 protein coding genes .@0wvere differentially expressed between IL-6/sIL
6R (IL-6TS)-stimulated and unstimulated controlselvhile 6514 genes were affected by IL-6 alonk. A
genes regulated by both IL-6 and by IL-6/sIL-6R4&Mmverlapping genes) had a consistent direction of
change, and IL-6/sIL-6R consistently produced angfer expression of the majority of these genes tha
IL-6 on its own (Figure 1D, Supplementary Tablentl ). The expression of selected IL-6TS inducible
genes was validated by gPCR in tree additional do(®upplementary Figure S1). Several of the genes
that were strongly induced by IL-6TS have been@ased with airway remodeling in respiratory diseas
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and include genes for matrix metalloproteinases M3 and 12) (29), chitinase-like proteins (CHIBL1
YKL-40 and CHI3L2/YKL-39) (30), osteopontin (SPP1) (31) and IL-33 X32he exact biological role

of YKL-40 in asthma remains unclear, but it coresigly correlates with airway obstruction and with
measures of airway remodeling, such as thicknetisedfronchial wall (33,34). MMP3 has been found to
be increased in BALF of patients with severe astB®33, and it has been implicated in emphysematous
airway remodeling in COPD patients (36). The spedifduction of YKL-40 and MMP3 by IL-6/sIL-6R

was confirmed also on protein levels in 6 differd®EC donors (Figure 1G).

As control we stimulated the HBEC ALI cultures wishcombination of IL-4 and IL-13 to induce a
typical T2 inflammatory gene profile as confirmeg mcreased expression of T2 signature genes
including CCL26 and NOS2 previously reported by €l al (37). The IL-4/IL-13 induced gene
signature was distinct from the IL-6TS gene sigrgtand T2 stimulation of HBEC ALI cultures had no
or only weak effect on the majority of IL-6TS sderigenes (Figure 1D-F; Supplementary Figure S2A,
Supplementary Table 3). Further, IL-6TS inducedegexpression was completely blocked in presence of
the JAK1 inhibitor, confirming the essential rolé the JAK/STAT pathway for downstream IL-6
signaling in lung epithelium (Figure 1H; SupplensgtFigure S2B; Supplementary Table 4). Raw and
processed data of all RNA sequencing experimertsi@posited in the NCBI GEO database (accession
number GSE113185).

IL-6TS specific gene signaturen lung epithelium defines a novel subset of asthmgatients

To investigate whether the IL-6TS pathway is ad@dan airway epithelium of patients with asthma we
analyzed the transcriptomic data derived from 168tral airways epithelial brushings from the U-
BIOPRED asthma cohorts, including patients withdmd moderate (n= 36) and severe (n=49) asthma
and smokers with severe asthma (n=18). Hierarchlaatering analysis based on the genes most $grong
induced by IL-6TS in HBEC ALI cultures identifiedset of eight co-clustered genes (TNFAIP6, PDE4B,
ILLR2, S100A9, S100A8, S100A12, CHI3L1, and SPmhY defined a clear subset of patients (n=17)
with increased expression of these IL-6TS inducif#daes (from now on referred to as the IL-6TS High
subset) (Figure 2A). Unexpectedly, this IL-6 TS Higlbset did not show increased levels of systeimic |

6 and sIL-6R as compared to the remaining asthrtiarpa (n=86) (from now on referred to as the IL-
6TS Low subset) or healthy controls (n=95) (Fig@B). The IL-6TS High subset did show a robust
increase in the expression of the main IL-6/JAK/FBApathway genes, such as MCL-1, SOCS3, and
MAPKAPK2 (38) as compared to IL-6TS Low and healtbgntrols (Figure 2C) confirming the
connection between the IL-6TS High subset and Highaling. Taken together these results suggest tha
the identified IL-6 TS High subset is driven by lbcather than systemic IL-6 pathway activation.



262
263
264
265

266
267
268

269
270
271
272
273
274
275
276
277

278
279
280
281
282

283
284

285
286
287
288
289

290
291
292

To examine the IL-6TS High subset in relation toififftammation the same group of patients (aparmfro
smokers) was clustered based on the expressioheofTi2 gene signature” (POSTN, CLCA1, and
SERPINB2) previously shown to be a hallmark of fiflammation (39). There was no enrichment of
patients with epithelial T2 signature in the IL-6H&h subset (Figure 2D).

IL-6TS High patient subset is characterized by fregent exacerbations, eosinophilic airway
inflammation and increased numbers of T cells and acrophages infiltrating the airway submucosa

The IL-6TS High and Low subsets did not differ @spect to gender, steroid treatment, atopic status
smoking history. The proportion of patients withoB more exacerbations per year was significantly
higher in the IL-6TS High subset as compared tdith&TS Low subset (Table 1, Supplementary Figure
S3). Further, the number of patients with blood 0G/3L) and sputum (>20%) eosinophilia was
significantly increased in the IL-6TS High subselereas the absolute numbers as well as the piaport
of sputum macrophages was decreased as compatkd tb-6TS Low subset. Previous studies have
shown IL-6 to be associated with neutrophilic inflaation (19, 40), but even though we observed a
trend towards increased sputum neutrophil numbrethe IL-6TS High subset as compared to IL-6TS

Low patients, the difference did not reach statistsignificance.

Immunohistochemical analysis of bronchial biopss®wed significantly higher numbers of total
immune cells including mast cells, neutrophils,iegghils, T cells and macrophages in the submuobsa
IL-6TS High vs IL-6TS Low asthmatics (Figure 3A)hi$ difference was mainly driven by a striking
increase in the infiltration of CD3 CD4 and CD8 T cells and CD68 macrophages (p=0.0008,
p=0.00007, p=0.0003, and p=0.001) but not by ga@aytes (Table 1; Figure 3B and C).

Reduced expression of genes related to lung epittalbarrier function in the IL-6TS High patient
subset

We found reduced expression of several genes iadoln barrier function in the epithelial brushings
from the IL-6TS High subset with major differenadserved for the expression of the epithelial teyd
adherent junction componengscatenin (CTNNB1), claudins 1, 8, and 18 (CLDN18/land zonula
occludens-1 (ZO-1) (all g < 0.05), while there wasdifference in the expression of occludin (OCLN)
(Figure 4A).

To evaluate the functional impact of IL-6TS on bpltal barrier integrity in vitro, we performed
prolonged stimulation of HBEC ALI cultures and ohaal that a combination of IL-6/sIL-6R, but not IL-

6 or sIL-6R on their own, resulted in extensiveslo$ epithelial integrity as measured by transkegial
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electrical resistance (TEER) (Figure 4B,C). Thesmuits suggest that IL-6TS specifically contribuies

compromised epithelial integrity as a feature difiam involving local activation of the IL-6TS pathyw

Transcriptional profiling links the IL-6TS High sub set with immune cell migration and TLR

signaling

The separation of the identified IL-6TS High subfsem the rest of the patients was evident alsorwhe
comparing the global transcription profiles (202&8@ailable mRNAS) in lung epithelial brushings.
Remarkably, a total of 4417 transcripts were défially expressed (q < 0.05) in the IL-6 TS Higlhset
as compared to the IL-6TS low subset and 6491 mpared to healthy subjects.

The involvement of the differentially expressednseripts in the IL-6TS High subset in specific
pathophysiological processes was investigated By (IRgenuity Pathway Analysis) disease function
analysis. This showed a striking enrichment of gemwolved in the activation of cell movement,
especially migration and chemotaxis of leukocyt®gpplementary Table 5), an observation well-aligned
with the increased submucosal infiltration of imrawells detected in the IL-6TS High subset (Figt)re
The activation of the same cell migration functi@mserged after analysis of the transcripts indumned
IL-6/sIL-6R stimulation of ALI culturesproviding a further connection between IL-6TS sigmaand

immune cell infiltration, as observed in the IL-6H&h subse{Supplementary Table 5).

MetaCore pathway analysis identified Toll-like rpto (TLR) signaling as the most strongly activated
pathway in the IL-6TS High subset (Supplementanbld@a6), which is in agreement with the

identification of TLR2, TLR4, MYD88, and CD14 as-vggulated genes in these individuals (Figure
5A). In addition, there was increased expressiof REM-1, which is known to co-operate with TLR

signaling (41), and several pro-inflammatory meatisidirectly induced by TLR2 and TLR4, such as IL-
8, CCL4 (MIP-B), IL-1p, IL-6, and TNF (Figure 5A and B).

Confirmation of the IL-6TS High asthma subset in irdependent replication cohorts

Next we sought to confirm the existence of an ILS&Tigh subset in two independent replication cahort
of asthma patients. Hierarchical clustering of s@iptomic datebased on the IL-6TS specific 8-gene
sighature was done in a cohort including 38 mildntmderate and severe asthmatics (replication cdhort
42,43) and in a cohort including 17 severe asthosatith epithelial brushing samples from central/an
peripheral airways (replication cohort 2; 44). Tamalysis clearly clustered the patients from toathorts
into an IL-6TS High and an IL-6TS Low group (Suppkntary Figure S4A,B). Importantly, the IL-6TS
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High subset was, again, associated with the uplaggn of genes related to TLR signaling, including
TLR2, MYD88, TREM-1 and CCL4 (Supplementary Figs4C).

IL-6TS surrogate sputum biomarkers YKL-40, MMP3, [L-8, MIP-1p and IL-1p define an IL-6TS
High subset in Wessex severe asthma cohort

A putative IL-6TS High patient subset was identfiby hierarchical clustering of asthma patients
(n=146; BTS Groups 4 and 5) from the Wessex seasti@na cohort (22) based on the levels of five
sputum biomarkers strongly associated with IL-6m&mely YKL-40 and MMP3 surrogate biomarkers
induced by IL-6TS stimulation of ALI cultures intro (Figure 1F,G), and IL-8, MIPBLand IL-1B,
which were found to be significantly over-expressedpithelial brushings of IL-6TS High patienterh
U-BIOPRED cohort (Figure 5B).

The Wessex IL-6TS High subset (n=24) was companaitite the U-BIOPRED IL-6TS High subset in
size (around 16% of the asthma patients in botlortshas well as in clinical characteristics (FEj6A;
Table 2), including significantly increased blooasmophil numbers (p=0.0008), higher percentage of
patients with blood eosinophilia (>3@0} p=0.0004) and a reduced proportion of sputumrotages
(p=0.009). In addition, sputum neutrophils werevated in the Wessex IL-6TS High patient subset
(p=0.01).

Importantly, the Wessex IL-6TS High subset was eissed with significantly increased levels of sputu
sIL-6R (p<0.0001) and sputum IL-6 (p<0.0001), wiiiere was no difference in serum CRP (Figure 6B-
D), providing evidence for a local IL-6TS driverflammation. Also, there was no difference in theele

of classical T2 biomarkers, including serum PenogFigure 6E) or sputum IL-5 and Eotaxin
(Supplementary Figure S5E,F).

Discussion

Although increased levels of IL-6 and sIL-6R inipats with asthma have been observed by others (22,
23, 45), the molecular understanding of the rolled signaling in asthmatic airways is limited. tdave
generated a gene signature induced by activatidh-6ftrans-signaling (IL-6TS) in HBEC ALI cultures
and used this signature to identify an asthma plasigbset in the U-BIOPRED cohorts with signs oiglu
epithelial IL-6TS pathway activation. We revealddhtt the IL-6TS driven asthma patients were
characterized by a history of frequent exacerbatamd significantly increased submucosal infilnatof

T cells and macrophages. Furthermore, they showediuced expression of genes regulating epithelial
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barrier function and an increased expression of Pplahway activation and remodeling genes in their
epithelial brushings. Interestingly, the IL-6TS Higsthma subset had increased blood eosinophit€oun
despite not being enriched with patients with typ€T2) inflammation in the lung epithelium. This
suggests that the eosinophilia observed in theTi&-Bligh subset is disconnected from T2 inflammation
and results as a direct or indirect consequendle-@fsignaling in the airways. Our results emphegtzat
asthma patients with eosinophilia need to be fursitified with respect to the biological drivefrthe
eosinophilic lung infiltration, which may not nesesily be T2 inflammation (39). Although the
understanding of the mechanism leading to systerginophilia in the IL-6TS High subset requires
further studies, it is tempting to speculate tha6TS promotes the observed phenotype by indudieg t
expression of IL-33, which is a potent activatornohture eosinophils (46), and it can also regulate
eosinophil development within the bone marrow (4nd within the tissue (48). In support of this
hypothesis, IL-33 was one of the genes most styomgluced upon stimulation of primary bronchial
epithelial cells with IL-6/sIL-6R, but not with 14/IL-13 (Figure 1D,F and Supplementary Figure S1B)

Importantly, despite upregulation of IL-6/JAK/STAPathway genes in epithelial brushings from the IL-
6TS High subset, these patients did not show isetaerum IL-6 and sIL-6R levels. This suggests tha
the IL-6TS High subset described in this studyiginict from the recently described IL-6 high asthm
subset characterized by systemic IL-6 inflammatioatabolic dysfunction and obesity (19), and indtea
represents a separate entity with local IL-6T Sedrigirway inflammation.

Activation of the IL-6 pathway has previously besssociated with neutrophilic and mixed granulocytic
airway inflammation in asthmatics (49, 50). A coctien between IL-6 dependent inflammation and a
mixed granulocytic phenotype was observed also imoase cockroach induced asthma model, where
specific blocking of IL-6TS reduced accumulationhufth eosinophils and neutrophils in BALF (49).
However, while the IL-6TS High subset describedhis study was significantly enriched with highly
eosinophilic patients, there were no significaffiedences in blood or sputum neutrophils betweenith
6TS High and Low subsets. Instead we observed ikingfrincrease of airway submucosal T cell
populations and macrophages in the IL-6TS High etjlisdicating an increased airway inflammation in
these patients. In line with this observation, rk Ibetween the IL-6TS High subset and activation of
immune cell migration was shown by the IPA analydigifferentially expressed transcripts betwees th
IL-6TS High and IL-6TS low subsets. The correlatioetween IL-6TS and immune cell infiltration is
also consistent with previous studies showing tha6TS is essential for macrophage and T cell
recruitment to the site of acute inflammation ircen{11, 51). IL-6TS has been proposed to coordiaate
temporal switch from initial infiltration of neutphils to a more sustained population of mononuclear

leukocytes by regulating the expression of CXC &@ chemokines (11), which could potentially
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explain the absence of a strong neutrophilic infteation component in the airways of patients inlthe
BIOPRED IL-6TS High subset.

Another key feature of the IL-6TS High asthma paewas decreased levels of several tight junction
transcripts, with particularly low levels of clandi (1, 8 and 18) anf-catenin. Furthermore, we
demonstrated that IL-6TS impairs epithelial intggrn vitro in HBEC ALI-cultures providing a direct
link between IL-6TS and epithelial dysfunction. Woeis reports have shown that dysfunctional tight
junctions are closely connected to the severity @nogjression of asthma, and that decreased expmnessi
of tight junction proteins such as ZO-1, claudimsl §-catenin in asthma patients may result in tight

junction disruption and declining epithelial bardenction (52-55).

Epithelial barrier defects and reduced tight jumttintegrity in the intestines are linked to midedb
dissemination and inflammation through TLR signgliand it has been shown thditinfluenzae andS.
pneumoniae exploit TLR2 and TLR4-mediated down-regulatiortight junction components to facilitate
translocation across lung epithelium (56-58). NtabLR signaling was the most significantly actied
pathway in the IL-6TS High subset as shown by Meta(hathway analysis of differentially expressed
transcripts. Besides the significant upregulatibessential TLR pathway molecules, the patienthe
IL-6TS High subset also exhibited significantly ieased expression of pro-inflammatory mediators (IL
8, CCL-4 (MIP-B), IL-1B, IL-6, and TNF) known to be induced in response to TLR2 and TLR4
triggering (59, 60). These results point to hypetivation of TLR pathways in response to bacterial
colonization as one possible cause of the reduxgiession of tight junction proteins and the praomt

of submucosal inflammation. An important cliniggdenotype of the IL-6TS High subset was the history
of frequent exacerbations, which could be relateddionization of the airways with pathogens sush a
H. influenzae (61) triggering an un-controlled innate inflammatcesponse.

The potential connection between the IL-6TS Highs&t and microbial colonization is supported by a
recent publication showing increased sputum badtermbers in a subset of asthma and COPD patients,
the so called “cluster 2" or “IL{f1 High - cluster”, which is also characterized bgrdficantly increased
sputum IL-6 and sIL-6R (45).

In a replication cohort of treatment-resistant sevasthmatics all receiving high doses of inhatedogds
(44), the IL-6TS specific signature was presemearly half of the patients suggesting that thé&TlS
High phenotype correlates with disease severityeinanother replication cohort consisting of mntitd
moderate and severe asthmatics (42,43), the IL{8iG8 subset overlapped with the majority of severe
asthmatics, further strengthening the associati@pithelial IL-6TS with asthma severity.

13



421
422
423
424
425
426
427
428
429
430
431

432
433
434
435

436
437
438
439
440
441
442
443

444

445

446
447
448
449
450
451
452
453

It should be noted that the identification of the6ITS High subset in the U-BIOPRED cohort was based
on a relatively small number of epithelial brustingth available transcriptomic data. To overcoims t
limitation we validated the findings from U-BIOPRED a larger sputum biomarker dataset obtained
from the Wessex severe asthma cohort (22). Incbi®rt a putative IL-6TS High subset was identified
by hierarchical clustering of asthma patients basedhe levels of the IL-6TS surrogate biomarkers
YKL-40, MMP3, IL-8, MIP-13 and IL-18 in induced sputum. As in U-BIOPRED, the Wesse»6 TS
High patients were characterized by blood eosid@phiithout a significant increase of T2 biomaker
Furthermore, the IL-6TS High subset was associaitiu increased sputum neutrophils, supporting the
connection between IL-6 signaling and neutrophititammation proposed by other studies (19, 40).
Finally, the significantly increased sputum levefssiL-6R and IL-6 directly link the Wessex IL-6TS
High subset to a local IL-6-driven inflammatory pesse.

The role of the local IL-6 signaling as a diseaseed in chronic airway disease is further suppadiig a
transgenic mouse model driven by local over-exjpoassf IL-6 in lung tissue. These mice showed
emphysema-like airspace enlargement, thickeningifay walls, sub-epithelial airway fibrosis and
accumulation of mononuclear immune cells in thélpenchiolar space (62).

In conclusion, we used an IL-6TS specific epitiegiane signature to identify and describe a novel
asthma patient subset with IL-6TS pathway activatiothe lung epithelium as a biological driver. We
showed that these patients constitute a molecliangtype characterized by an increased exacerbation
rate, T2 inflammation-independent eosinophiliaréased submucosal inflammation, activation of ienat
signaling pathways, increased markers of airwayodeting and decreased expression of epithelial
junctions components. This novel IL-6TS High astlsubset appears to be associated with poor asthma
control and our results may provide one furthep stevards a stratified medicine approach to addrgss

a significant unmet medical need in severe asthatiamnis.
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Tables and figure legends

Table 1. Clinical Characteristics of IL-6TS High vsIL-6TS Low subjects from the U-BIOPRED

asthma cohorts.

Table 2. Clinical Characteristics of IL-6TS High vsIL-6TS Low subjects from the Wessex severe

asthma cohort.

Figure 1: IL-6TS induces a specific JAK1-dependengene expression pattern that is distinct from
type 2 inflammation signature in ALI cultures. Primary HBEC ALI cultures were stimulated with IL-
6, IL-6/sIL-6R, or IL-4/IL-13. Cells were pretreat€30 min) with a JAK1 inhibitor (JAK1i) or DMSO
control where indicated-C) STAT3 phosphorylation. A, B) Data are represaewntadf two independent
experiments. C) 3 different HBEC donors (mean aaddard deviations; * ***R0.0001; unpaired t-
test). D, E) Cells were stimulated for 24h and gene expressias assessed by RNA sequencing,
normalized and compared to non-stimulated confioé most up-regulated genes are shown as heat maps
of log2FC (log2 Fold Change}:) The expression of indicated genes was analyzedHyR. Mean
log2FC values from 3 HBEC donorG) Secreted levels of YKL-40 and MMP3 after 24h siiation
with IL-6 and sIL-6R from 6 HBEC donors. (*3¥0.01 and ***F<0.001; unpaired t-test)) Cells were
stimulated for 24h with IL-6/sIL-6R. The effect bf-6/sIL-6R (vs DMSO, first column) and the effauft
JAK1i on IL-6/sIL-6R stimulation (IL-6/sIL-6R/JAK1vs IL-6/sIL-6R/DMSO, second column) for the
top-induced genes in D) is shown as a heat mapg@HC.
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Figure 2: IL-6TS specific gene signature in bronctl epithelium defines a new IL-6TS High patient
subset within the U-BIOPRED asthma cohorts.A) Hierarchical clustering of patients with
transcriptomic data derived from bronchial brusbifig = 103) using the IL-6TS specific gene sigratur
(TNFAIP6, PDEA4B, IL1R2, S100A9, S100A8, S100A12,I8HL, and SPP1). High gene expression is
denoted by red and low expression by blue. Theetudfspatients with increased IL-6TS gene signature
(IL-6TS High) is highlighted (red boxB) Serum levels of IL-6 and sIL-6R presented as ghaim
relative fluorescence units (RFUJ) Gene expression scores for the main IL-6/JAK/S3Athway
genes in bronchial brushings calculated from nomedl and zero-centered gene expression values.
Protein (B) and mRNA levels (C) from IL-6TS Highogip (n=17) were compared to the rest of
asthmatics (IL-6TS Low; n=86) and to healthy colstrin=44). Statistically significant differencesar
indicated (Kruskal-Wallis test for protein levels<0.05); Benjamini-Hochberg test for gene expression
(g<0.05)).D) Percentage of subjects with high expression @thelial type 2 inflammation (T2) specific
gene signature. The distribution of T2 asthmatias wot significantly different (p=0.70; Chi Squéest)
between the two groups. ns-not significant.

Figure 3: The U-BIOPRED IL-6TS High subset is charaterized by significantly higher numbers of
T cell and macrophage infiltration in submucosalmmunohistochemical analysis of immune cells in
glycol methacrylate resin-embedded biopsies fromTIS High (n=17) and Low (n=70) asthma patients
from the U-BIOPRED asthma cohorts) Total immune cellsB) AA1* mast cells, elastasaeutrophils
and EG2 eosinophilsC) CD4, CD8, CD3 T cells and CD68macrophages. Statistically significant

differences (g0.05; Kruskal-Wallis test; ns-not significant) andicated.

Figure 4. Decreased expression of epithelial junan proteins in IL-6TS High asthmatics from U-
BIOPRED cohorts. A) mRNA levels of epithelial junction components imichial brushings from the
U-BIOPRED asthma cohort&ene expression from IL-6TS High group (n=17) waspared to the rest
of asthmatics (IL-6TS Low; n=86) and to healthy trols (n=44).Gene expression scores, calculated
from normalized and zero-centered gene expressilues, are shown. Statistically significant diffezes
are indicated (€0.05; Benjamini-Hochberg test}) TEER (trans-epithelial electrical resistance) was
measured in HBEC ALl-cultures after stimulation wgIL-6R (150 ng/ml), IL-6 (150 ng/ml) and IL-
6/sIL-6R (both 150 ng/ml). Data are representatifetwo independent experiments (%€.01 and
***P <0.001; unpaired t-testlC) The effect of IL-6TS on the reduction of epitladlintegrity after 48h
stimulation with 20ng/mL IL-6 and 50ng/mL sIL-6R svaconfirmed in 6 different HBEC donors
(***P <0.001; unpaired t-test).

Figure 5: TLR pathway genes are up-regulated in brochial brushings from U-BIOPRED IL-6TS
High asthmatics. mRNA levels of A) TLR signaling and co-stimulatory molecules aByJl TLR
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signaling-inducible pro-inflammatory mediators inohchial brushings from the U-BIOPRED asthma
cohorts. Gene expression from IL-6TS High groupl(fi=-were compared to the rest of asthmatics (IL-
6TS Low; n=86) and to healthy controls (n=44). Gerpression scores are calculated from normalized
and zero-centered gene expression values. Stalligtigignificant differences are indicated<Qg05;

Benjamini-Hochberg test).

Figure 6: ldentifying and characterizing the IL-6TS High subset in the Wessex asthma cohort
based on IL-6TS surrogate biomarkers in sputumA) Identification of the IL-6TS High subset in the
Wessex asthma cohort by hierarchical clusteringadients (BTS Groups 4 and 5; n=146) based on high
(red) vs low (blue) expression of the IL-6TS Higlrregate biomarkers YKL-40, IL-8, MIPBL IL-1

and MMP3 in sputum. The subset of patients withrdased IL-6TS gene signature (IL-6TS High) is
highlighted (red box)B, C) Sputum sIL-6R and IL-6 in the Wessex IL-6TS Higbmpared to Low
subset and healthy control3, E) Serum CRP and Periostin in the Wessex IL-6TS Higmpared to
Low subset and healthy controls. Log10 transformiaih are showr\/alues below the detection range
are marked by squares. Median values and staligt®ignificant differences are indicated (Kruskal-
Wallis test (g£0.05); ns-not significant).
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Table 1. Clinical Characteristics of IL-6TS High vs IL-6TS Low subjects from the U-BIOPRED asthma cohorts.

Parameter IL-6TS High IL-6TS Low P
Group size 17 86

Female (%) 41.2 53.5 0.35
Body mass index (kg/m2) 283+1.6 29.1+0.6 0.70
Age (years) 439+39 46.2+15 0.59
Severe asthmatics (%) 70.0 64.0 0.6
Severe asthmatics - smokers (%) 11.8 18.6 0.5
Never smokers (%) 70.6 68.6 0.87
Pack years 17.8+12.1 16.0+3.5 0.78

ICS - High dose (%) 70.6 63.9 0.60
Maintenance OCS (%) 37.5 (n=16) 26.8 (n=82) 0.39
FEV1 % (L) 77.8+5.8 80.7+23 0.56
Exacerbations (No/previous year) 3.0 (2.3-4.0) (n=10) 2.0 (1.0-3.0) (n=52) 0.096
Exacerbations, 3 or more/previous year (%) 70.0 (n=10) 36.5 (n=52) 0.049*
History of exacerbations (No/year) 2.5 (0.0-4.0) (n=16) 1(0.0-2.0) 0.13
History of exacerbations, 3 or more/year (%) 50.0 (n=16) 233 0.028*
Positive atopic status (%) 87.5 (n=16) 79.0 (n=76) 0.43
Total IgE (1U/mL) 131 (43-566) 105 (40-290) 0.48
Serum CRP (pg/mL) 2(0.6-5.0) 1.4 (0.6-3.2) 0.64
FeNO ppb 22.7 (19.0-48.8) (n=16) 23.8(16.0-54.5) (n=82)  0.98
Blood eosinophils (x1000/uL) 0.3 (0.14-0.5) 0.2 (0.1-0.3) 0.050*
2300/uL Blood eosinophils (%) 58.8 31.4 0.031*
>300/uL Blood eosinophils (%) 47.0 15.1 0.0028*
% Sputum eosinophils 1.7 (0.8-26.2) (n=10) 0.7 (0-4.6) (n=33) 0.14
>3% Sputum eosinophils (%) 40.0 (n=10) 33.3 (n=33) 0.70
>20% Sputum eosinophils (%) 40.0 (n=10) 6.1 (n=33) 0.007*
Blood neutrophils (x1000/uL) 4.4 (3.4-7.3) 4.1(3.0-5.9) 0.46

% Sputum neutrophils 61.9 (47.7-76.5) (n=10) 45.3 (31.9-63.4) (n=33) 0.13
>60% Sputum neutrophils (%) 50.0 (n=10) 30.3 (n=33) 0.25

% Sputum macrophages 16.7 (7.2-28.4) (n=10) 44.0 (27.6-63.7) (n=33) 0.0089*
Sputum macrophages (No) 125.0 £ 36.9 (n=10) 235.3 +£20.7 (n=33) 0.011*
Submucosal CD3" T cells (cells/mm~2) 70.8 £ 15.0 (n=17) 35.7 £3.6 (n=70) 0.0008*
Submucosal CD4" T cells (cells/mm~2) 29.3+6.3 (n=17) 10.9 £ 1.3 (n=70) 0.00007*
Submucosal CD8" T cells (cells/mm~2) 38.2+6.9 (n=17) 17.2+1.9 (n=70) 0.0003*
Submucosal CD68" macrophages (cells/mm~2) 7.0+1.3(n=17) 3.1+0.4 (n=70) 0.0011*

Data are presented %, mean + SE or median (interquartile range (q1-q3)); Number of subjects is 17 in the IL-6TS High subset
and 86 in the IL-6TS Low subset, unless stated otherwise (n); p — Kruskal-Wallis test was used for continuous data and Chi
Square test for categorized data; *- statistically significant (P<0.05); CRP - C-reactive protein; ICS — inhaled corticosteroids;
ICS - High dose -1000 pg or more fluticasone or equivalent; OCS - oral corticosteroids.



Table 2. Clinical Characteristics of IL-6TS High vs IL-6TS Low subjects from the Wessex severe asthma cohort.

Parameter IL-6TS High IL-6TS Low P
Group size 24 122
Female (%) 58.3 57.4 0.93
Body mass index (kg/m?) 31.8+0.7 307+1.4 0.57
Age (years) 465126 51.3+1.1 0.09

Current smokers (%) 8.3 8.2 0.98

Never smokers (%) 50.0 48.4 0.59

Pack years 10.2+3.7 99+13 0.76
ICS dose (equivalent pg of BDP) 1940 (1600-2000) 1940 (1600-2060) 0.67
Maintenance OCS (%) 29 31 (n=119) 0.79
Prednisolone dose (amongst OCS users) 10 (10-10) 10 (5-15) 1.00
FEV1 % (L) 66.5+2.1 63.9+44 0.62
Positive atopic status (%) 79.2 69.7 0.35
Total IgE (IU/mL) 126 (25-384) (n=23) 190 (68-531) (n=113) 0.19
FeNO ppb 23(13.3-42.5) (n=23) 14 (8.3-24.9) (n=109) 0.023*
Blood eosinophils (x1000/uL)t 0.51 (0.34-0.91) 0.21 (0.11-0.49) 0.0008*
2300/uL Blood eosinophils (%) 79.2 38.7 0.0004*
>300/uL Blood eosinophils (%) 79.2 38.7 0.0004*
% Sputum eosinophils 1(0.33-7.65) (n=23) 1.25 (0.25-8.5) (n=113) 0.88
>3% Sputum eosinophils (%) 30.4 (n=23) 43.4 (n=113) 0.25
>20% Sputum eosinophils (%) 8.7 (n=23) 14.2 (n=113) 0.48
Blood neutrophils (x1000/puL)* 6.07 (3.9-7.5) 6.12 (4.4-8.1) 0.60
% Sputum neutrophils 68.4 (42.8-80.3) 45.4 (26.1-64.1) 0.010*
>60% Sputum neutrophils (%) 62.5 31.1 0.004*
% Sputum macrophages 18.8 (6.7-36.5) 36.2 (23.6-56.0) 0.009*

Data are presented as %, mean + SE or median (interquartile range (q1-q3)); Number of subjects is 24 in the IL-6TS High
subset and 122 in the IL-6TS Low subset, unless stated otherwise (n); p — Kruskal-Wallis test was used for continuous data
and Chi Square test for categorized data; *- Statistically significant (P<0.05); *-Statistical tests were performed on
transformed data; ICS — inhaled corticosteroids; OCS - oral corticosteroids; BDP, beclomethasone dipropionate.
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Online Repository materials
Supplemental methods
RNA isolation and Next Generation RNA sequencing

After 24h stimulation, HBEC ALI cultures were lysgdQIAzol Lysis Reagent (Qiagen), scraped off the
wells and briefly vortexed. RNA was isolated usitige RNeasy Mini Kit (Qiagen) following the
manufacturer's instruction and RNA integrity wasessed (Bioananalyzer 2100, Agilent). RNA was
diluted to 10 ngll and converted to mRNA libraries using the TruSttanded mRNA kit (lllumina)
with dual indexing following standard instructiobat with 5 min fragmentation time. Libraries were
validated on the Fragment Analyzer platform (AATI§ing a standard sensitivity NGS fragment analysis
kit, and concentrations were determined using therm®iT dsDNA High Sensitivity assay kit on the
Qubit fluorometer (Thermo Fisher Scientific). Saefibraries were pooled in equimolar concentrations
diluted and denatured according to lllumina guitksi. Sequencing was performed using a High Output
flow cell on an lllumina NextSeq500 in 2 x 76 cygldwo separate RNA sequencing (RNA-seq) studies
were performed: The “IL-6 vs T2 study” compared gesxpression after stimulation with control
medium, IL-6, IL-6/sIL-6R and IL-4/IL-13, while th&JAK1-inhibition study” addressed the effect of
JAK1 inhibition on IL-6TS induced gene expressi®®NA sequencing (RNA-seq) fastq files were
processed separately using bchio-nextgen (vers@®a1ccf093 / 0.9.7) where reads were mapped to
the human genome build hg38 (GRCh38.79) using Aigaersion 2.0.4 / 2.0.2-beta) (63). The
sequencing depth used in the IL-6 vs T2 study wiag-33.1 M mapped reads per sample (39.8 M on
average) with a 96% mapping frequency or highelen8.9-41.1 M mapped reads per sample (32.2 M
on average) with a 93% mapping frequency or higrere used for the Jakl inhibition study. Gene level
quantifications (counts) were generated with feataunts (version 1.4.4 / 1.4.4) (64) within bcbio.
ArrayStudio (version 9 / 9; OmicSoft) was usedffother data analysis. Differential gene expressias
assessed with DESeg2 (65), using raw counts as. iGgmes were considered significantly differehtial
expressed if they had a g<0.05 with Benjamini-H@zgbmultiple correction. Principal component
analysis (PCA) was performed separately for eaciAR&Y study, using the top 1000 most variable
genes (log2-transformed DESeq-normalized counts smerquartile range (IQR) as variability
measurement). For illustrative purposes of genalagigns, estimates (log2-ratios) for individual
comparisons were used as input for heat mepkies outside of the defined range for individhaht

maps were set to maximal intensity. Up-regulat®ddnoted by red and down-regulation by blue.

Reversetranscriptase quantitative PCR (RT-gPCR)
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For RT-gPCR, total RNA was converted into cDNA gsithe High-Capacity cDNA Reverse
Transcription Kit (Applied Biosystems). The qPCRsmaun with the comparative Ct method on a
QuantStudio 7 Flex Real-Time PCR system (ThermbdfiScientific) using TagMan™ Fast Advanced
Master Mix (Thermo Fisher Scientific). Probes frdragMan Real-Time PCR Assays (Thermo Fisher
Scientific) were used for gene expression. The esgion was normalized to the housekeeping gene
ACTB. For illustrative purposes of gene-regulations,neates (log2-ratios) for individual comparisons
were used as input for heat maps. Values outsitleeadefined range for individual heat maps wetdcse

maximal intensity. Up-regulation is denoted by aadl down-regulation by blue.
M easurement of secreted biomarkers

Fully differentiated ALI cultures of primary HBECase stimulated for 48 hours and the levels of YKL-
40 and MMP3 in culture medium were analyzed usiogdn Chitinase 3-like 1 (Quantikine, R&D

Systems) and human MMP3 ELISA kits (Abcam) follogiithe manufacturer's instruction.
M easurement of epithelial integrity

ALI cultures were exposed to daily re-stimulatioithacontrol medium, IL-6, sIL-6R or IL-6/sIL-6R in
the basolateral compartment for 2 to 4 days. Tegithelial electrical resistance (TEER) was measure
every 24 hours by using the EVOM2 Epithelial Volt® Meter (World Precision Instruments) after
adding 20Qu of ALI media to the apical compartment. Only Atulture wells with a starting TEER
higher than 300 Ohm/cm2 were used in the experisreemtl at least 4 separate wells were evaluateal for

single condition.
Bronchial biopsy immunohistochemical analysis

U-BIOPRED bronchoscopy procedure and collectiosasfiples was described previously by Wilson et
al. (26). Immunohistochemical analysis of masts;edbosinophils, neutrophils and macrophages, ds wel
as CD3+, CD4+ and CD8+ lymphocytes in the GMA resimbedded biopsies was undertaken, as
described (66), in the Histochemistry Research @hithe University of Southampton (Southampton,
UK).

Validation cohorts

The first validation cohort consisted of 17 sevasthma patients with inadequate disease control
described in details by Singhania et al. (44) drdsecond consisted of 38 mild to moderate andseve
asthmatics as described (42,43) Briefly, the paiemderwent bronchoscopy for central and periphera
(only in the first cohort) and airway epithelialllderushings for generation of transcriptomic daitare

obtained by using a HT HG-U133+ PM microarray mlatf (Affymetrix). Hierarchical clustering of

2
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replication cohorts gene expression data was peet using complete linkage method and Euclidean
metric. Gene expression values for multiple prolbese averaged and scaled across the row to indicate
the number of standard deviations above (red) towbéblue) the mean, denoted as row Z-score. The
third replication cohort was the Wessex Severe satiCohort described in details by Hinks et al. (22)
Sputum samples from this cohort were obtained tpetgnic saline induction and sputum biomarkers,
were measured by using ELISAs or cytokine beadyarfd/essex sputum biomarker data for YKL-40,
MMP3, IL-8, MIP-13 and IL-13 was age and gender adjusted and Hierarchicaledngt data was

performed using complete linkage.
Supplemental results

Supplementary Table 1. RNAseq data from HBEC AL cultures stimulated with IL-6/sIL-6R (IL-
6TS) compared to non-stimulated control. (q_BH: adjusted p-value using Benjamini-Hochberg)

Supplementary Table 2. RNAseq data from HBEC AL cultures stimulated with IL-6 compared to

non-stimulated control. (g_BH: adjusted p-value using Benjamini-Hochberg)

Supplementary Table 3. RNAseq data from HBEC ALI cultures stimulated with 1L-4/IL-13
compared to non-stimulated control. (q_BH: adjusted p-value using Benjamini-Hochberg)

Supplementary Table 4. RNAseq data from HBEC ALI cultures stimulated with IL-6/sIL-6R (IL-
6TS) after pretreatment with DM SO or JAK 1 inhibitor. (NoStim — non-stimulated; q_BH: adjusted p-

value using Benjamini-Hochberg)

Supplementary Table 5. | PA analysis of differentially expressed transcriptsin the U-BIOPRED IL-
6T S High subset and of transcriptsinduced after L-6TS stimulation of ALI-cultures.

Supplementary Table 6. MetaCore pathway analysis of differentially expressed transcripts in the
U-BIOPRED IL-6TSHigh subset.

Figure S1. Time-course analysis of the expression of IL-6TS specific genesin HBEC ALI cultures
stimulated with IL-6/sIL-6R. Primary HBEC ALI cultures from 3 independent donaere pretreated
for 30 min with a JAK1 inhibitor (JAK1i) or DMSO adrol and stimulated with IL-6/sIL-6R or IL-4/IL-
13, for indicated time pointA) The heat map shows mean log2 Fold Change valu#iseolL-6TS
specific 8-gene signature (TNFAIP6, PDE4B, ILIR20@A9, S100A8, S100A12, CHI3L1, and SPP1)
compared to non-stimulated control/DMSO, or comga IL-6/sIL-6R/DMSO if JAK1li was added.
High expression is denoted by red and low exprassjoblue. Values outside of the defined range were
set to maximal intensityB) Expression of IL-33 and TSLP compared to non-gkied contro(*P<0.05,

***P <0.001 and ns-not significant; unpaired t-test).
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Figure S2: Unbiased clustering of RNAseq data. Principal component analysis (PCA) was performed
separately for each RNA-seq study to reveal clusgeasf individual samplesA) PCA for the “IL-6 vs T2
study” (control medium (NoStim), IL-6, IL-6/sIL-6Bnd IL-4/I1L-13).B) PCA for the “JAK1-inhibition
study” addressed the effect of JAK1 inhibition &rEITS induced gene expression.

Figure S3: The number of exacerbations in the U-BIOPRED IL-6TS High subset as compared to
theIL-6TS Low subset. Grey line — median.

Figure $4. ldentification of the IL-6TS High subset in 2 independent replication cohorts. A)
Hierarchical clustering of severe (green boxes)denate and mild asthma patients with transcriptomic
data derived from central bronchial brushing (n8zr@plication cohort 1) using the IL-6TS speci&ne
signature (TNFAIP6, PDE4B, IL1R2, S100A9, S100A8,08A12, CHI3L1, and SPP1). High gene
expression is denoted by red and low expressiohliny. The subset of patients with increased IL-6TS
gene signature (IL-6TS High) is highlighted (redxhoB) Hierarchical clustering of severe asthma
patients with transcriptomic data derived from caln{S_C_) and/or peripheral (S_P_) bronchial bingh

(n = 17, replication cohort Performed and presented as in @). Gene expression (Log2 expression
values) of TLR signaling associated molecules intreé and peripheral bronchial brushing of the
replication cohort 2. Statistically significant fdifences are indicated<(@.05; Benjamini-Hochberg test;

ns-not significant).

Figure S5: Sputum biomarkers in the Wessex IL-6TS High subset compared to IL-6TS Low
asthmatics and to healthy controls. Logl0 transformed data are shown. Values belowddtection
range are marked by squares. Median values anificign differences are indicated (Kruskal-Walkst

(p<0.05);ns-not significant).



Table S1. RNAseq data from HBEC ALI cultures stimulated with IL-6/sIL-6R (IL-6TS) compared to non-stimulated control. (q_BH: adjusted p-value using Benjamini-Hochberg)

Variable Estimate FoldChange RawPvalue Associated Gene Name Descriptior Gene type Chromosor Gene Start Gene End [ Strand Band
ENSG00000171564 5.6013 48.5462 6.22E-34 2.91E-32 FGB fibrinogen protein_co 4 1.55E+08 1.55E+08 19313
ENSG00000171557 4.8594 29.0287 3.03E-24 5.69E-23 FGG fibrinogen ; protein_co 4 1.55E+08 1.55E+08 -1 9g32.1
ENSG00000171560 4.644 25.0016 6.30E-19 7.43E-18 FGA fibrinogen  protein_co 4 1.55E+08 1.55E+08 -1 g31.3
ENSG00000133048 4.2262 18.7157 1.70E-52 7.04E-50 CHI3L1 chitinase 3- protein_co 1 2.03E+08 2.03E+08 -1 9g32.1
ENSG00000149968 4.0837 16.9561 1.35E-25 2.87E-24 MMP3 matrix met protein_co 11 1.03e+08 1.03E+08 -1 g22.2
ENSG00000064886 4.0222 16.2484 4.90E-28 1.30E-26 CHI3L2 chitinase 3- protein_co 1 1.11E+08 1.11E+08 1 pl13.2
ENSG00000118785 3.683 12.8438 4.25E-15 3.65E-14 SPP1 secreted pl protein_co 4 87975650 87983426 1qg22.1
ENSG00000206073 3.6251 12.3388 7.96E-31 2.71E-29 SERPINB4 serpin pepi protein_co 18 63637259 63644298 -1 g21.33
ENSG00000257017 3.526 11.5195 2.55E-17 2.63E-16 HP haptoglobii protein_co 16 72054592 72061055 1 qg22.2
ENSG00000129988 3.2943 9.8104 2.14E-09 1.14E-08 LBP lipopolysac protein_co 20 38346356 38377023 1ql1.23
ENSG00000164825 3.2565 9.5566 2.32E-41 2.58E-39 DEFB1 defensin, b protein_co 8 6870575 6878022 -1 p23.1
ENSG00000137033 3.2368 9.4273 5.57E-42 6.41E-40 I1L33 interleukin protein_co 9 6215786 6257983 1p24.1
ENSGO00000050730 2.9007 7.4678 5.34E-15 4.55E-14 TNIP3 TNFAIP3 in protein_co 4 1.21E+08 1.21E+08 -1 g27
ENSG00000102265 2.8355 7.1377 7.69E-49 1.88E-46 TIMP1 TIMP meta protein_co X 47582313 47586789 1 pll3
ENSG00000123610 2.8325 7.1231 5.72E-12 3.81E-11 TNFAIP6 tumor necr protein_co 2 1.51E+08 1.51E+08 19233
ENSG00000143546 2.7703 6.8223 2.38E-17 2.47E-16 S100A8 $100 calciu protein_co 1 1.53E+08 1.53E+08 -1 g21.3
ENSG00000166741 2.6771 6.3958 1.95E-07 8.67E-07 NNMT nicotinamic protein_co 11 1.14E+08 1.14E+08 1 qg23.2
ENSG00000171711 2.6734 6.3795 7.60E-11 4.61E-10 DEFB4A defensin, b protein_co 8 7894629 7896711 1p23.1
ENSG00000124116 2.665 6.3423 8.52E-14 6.60E-13 WFDC3 WAP four-c protein_co 20 45747944 45791932 -1 q13.12
ENSG00000177257 2.6415 6.24 3.08E-10 1.77E-09 DEFB4B defensin, b protein_co 8 7414860 7416863 -1 p23.1
ENSG00000196136 2.5899 6.0205 2.41E-07 1.06E-06 SERPINA3 serpin pepi protein_co 14 94612384 94624055 19g32.13
ENSG00000262406 2.5895 6.0188 1.09E-10 6.50E-10 MMP12 matrix met protein_co 11 1.03e+08 1.03E+08 -1 g22.2
ENSG00000225833 2.5404 5.8175 1.42E-11 9.15E-11 GS1-594A7.3 antisense X 15602881 15621484 1 p22.2
ENSG00000115590 2.5309 5.7792 1.47E-06 6.01E-06 IL1R2 interleukin protein_co 2 1.02E+08 1.02E+08 1qll.2
ENSG00000196611 2.5305 5.7776 2.40E-08 1.16E-07 MMP1 matrix met protein_co 11 1.03e+08 1.03E+08 -1 g22.2
ENSG00000182793 2.4933 5.6307 3.85E-08 1.84E-07 GSTAS glutathione protein_co 6 52831655 52870329 -1 pl12.2
ENSG00000178882 2.491 5.6217 3.25E-10 1.86E-09 FAM101A family with protein_co 12 1.24E+08 1.24E+08 1 qg24.31
ENSG00000260549 2.4898 5.6169 1.43E-12 1.00E-11 MT1L metallothic unitary_pse 16 56617476 56618818 1ql3
ENSG00000276171 2.4617 5.5086 5.09E-11 3.13E-10 AC114498.1 miRNA 1 630896 630958 1 p36.33
ENSG00000179826 2.433 5.4002 2.95E-08 1.42E-07 MRGPRX3 MAS-relate protein_co 11 18120955 18138480 1 pl5.1
ENSG00000163220 2.4017 5.2842 8.39E-25 1.65E-23 S100A9 $100 calciu protein_co 1 1.53E+08 1.53E+08 19213
ENSG00000266970 2.375 5.1874 2.06E-06 8.27E-06 RP11-806H10.4 lincRNA 17 78360453 78373911 19253
ENSG00000251495 2.3608 5.1366 5.79E-08 2.72E-07 PPIAP11 peptidylprc processed_ 5 82009602 82010094 -1 gql14.1
ENSG00000133636 2.3576 5.1251 1.23E-08 6.13E-08 NTS neurotensi protein_co 12 85874295 85882992 192131
ENSG00000232774 2.3467 5.0864 1.90E-06 7.64E-06 FLJ22447 uncharacte lincRNA 14 61570540 61658696 19g23.1
ENSG00000106541 2.3345 5.0439 2.61E-26 5.95E-25 AGR2 anterior griprotein_co 7 16791811 16833433 -1 p21.1
ENSG00000205057 2.3194 4.9913 1.93E-06 7.78E-06 CLLU10OS chronic lym protein_co 12 92420094 92428148 -1 922
ENSG00000108176 2.3142 4.9732 2.66E-12 1.82E-11 DNAJC12 Dnal (Hsp4 protein_co 10 67796665 67838166 -1 g21.3
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ENSG00000184588
ENSG00000143556
ENSG00000165181
ENSG00000241280
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ENSG00000244067
ENSG00000163221
ENSG00000123689
ENSG00000188761
ENSG00000230561
ENSG00000258175
ENSG00000265107
ENSG00000170054
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ENSG00000212664
ENSG00000177359
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ENSG00000185885
ENSG00000197249
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ENSG00000178342
ENSG00000163993
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ENSG00000164318
ENSG00000231023
ENSG00000136149
ENSG00000198937
ENSG00000248468
ENSG00000255823
ENSG00000002079
ENSG00000174156
ENSG00000103175
ENSG00000256393
ENSG00000162366
ENSG00000273259
ENSG00000182585
ENSG00000115350

2.3128
2.3003
2.2976
2.2928
2.2889
2.2866
2.2817
2.2816
2.2614
2.2611
2.2585
2.2581
2.2459
2.242
2.2388
2.2294
2.2276
2.2259
2.2121
2.2084
2.2016
2.1994
2.196
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2.1884
2.1825
2.1811
2.1801
2.174
2.1711
2.1639
2.1549
2.1531
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2.1285
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2.1109
2.1092
2.1057

4.9684
4.9257
4.9162
4.9001
4.887
4.8791
4.8626
4.8623
4.7946
4.7934
4.7848
4.7836
4.7434
4.7304
4.72
4.6893
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4.6781
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4.5929
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4.5129
4.5037
4.4811
4.4534
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4.4429
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4.3276
4.3196
4.3144
4.3042

2.06E-05
5.00E-09
1.40E-08
5.16E-17
5.03E-08
6.11E-08
1.11E-11
4.87E-11
1.11E-11
1.15E-19
2.72E-06
2.83E-12
5.54E-05
3.74E-06
1.04E-05
2.82E-08
1.08E-06
2.96E-08
1.02E-26
1.52E-09
4.74E-05
6.57E-05
8.60E-30
2.26E-07
1.60E-10
4.89E-24
1.47E-09
1.34E-05
9.79E-07
1.39E-14
4.81E-44

0.0002
5.54E-15
1.49E-08
3.10E-06

0.0001
9.06E-14
6.91E-20
4.97E-05
5.40E-09
3.53E-51

7.35E-05 IGFL1
2.58E-08 PDE4B
6.90E-08 S100A7
5.22E-16 C9orf84
2.37E-07 RP11-221)22.2
2.86E-07 CLDN10
7.19E-11 GSTA2
3.00E-10 S100A12
7.17E-11 GOS2
1.45E-18 BCL2L15
1.08E-05 LINCO1183
1.93E-11 RP11-412H8.2
0.0002 GJAS
1.46E-05 SERPINAS
3.85E-05 MZB1
1.36E-07 RP11-592N21.1
4.49E-06 RP11-551114.1
1.42E-07 GPC6
2.43E-25 IFITM1
8.24E-09 SERPINA1
0.0002 RP11-47122.2
0.0002 KCNG2
2.67E-28 S100P
1.00E-06 KRT40
9.45E-10 BCYRN1
9.03E-23 RPS10
7.94E-09 C4BPB
4.90E-05 EGFLAM
4.07E-06 LINC00326
1.15E-13 RPL13AP25
6.68E-42 CCDC167
0.0006 RP11-517B11.4
4.72E-14 MTRNR2L8
7.34E-08 MYH16
1.22E-05 GSTA3
0.0004 WFDC1
7.00E-13 RPL41P5
8.90E-19 PDZK1IP1
0.0002 SERPINA3
2.77E-08 EPGN
1.17E-48 POLE4

IGF-like fan protein_co
phosphodit protein_co
$100 calciu protein_co
chromoson protein_co
lincRNA
claudin 10 protein_co
glutathione protein_co
$100 calciu protein_co
GO0/G1 swit protein_co
BCL2-like 1 protein_co
long interg lincRNA
lincRNA
gap junctio protein_co
serpin pepi protein_co
marginal z¢ protein_co
processed_
transcribed
glypican 6 | protein_co
interferon i protein_co
serpin pepi protein_co
lincRNA
potassium 'protein_co
$100 calciu protein_co
keratin 40 | protein_co
brain cytop lincRNA
ribosomal | protein_co
complemeir protein_co
EGF-like, fil protein_co
long interg lincRNA
ribosomal | processed_
coiled-coil 1 protein_co
antisense
MT-RNR2-| protein_co
myosin, he unitary_pse
glutathione protein_co
WAP four-c protein_co
ribosomal | processed_
PDZK1 inte protein_co
serpin pepi protein_co
epithelial n protein_co
polymerase protein_co
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14
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11

16
12

14

46229752
65792514
1.53E+08
1.12E+08
1.02E+08
95433604
52750089
1.53E+08
2.1E+08
1.14E+08
1.28E+08
28592223
1.48E+08
94462717
1.39E+08
71341158
31111652
93226842
313506
94376747
61556313
79863668
6693069
40977716
47331060
34417454
2.07E+08
38258409
1.33E+08
54440704
37482920
1.32E+08
10507887
99238794
52847910
84294646
93083598
47183593
94592058

4 74308473

74958492

46231243
66374579
1.53E+08
1.12E+08
1.02E+08
95579759
52763569
1.53E+08
2.1E+08
1.14E+08
1.28E+08
28613623
1.48E+08
94479689
1.39E+08
71341712
31206154
94407401
315272
94390693
61570653
79900184
6697170
40987135
47344517
34426125
2.07E+08
38465021
1.33E+08
54441315
37499922
1.32E+08
10509189
99311130
52909685
84329851
93083675
47191044
94624646
74315307
74970128

1 q13.32
1p31.3
-1 q21.3
-1 313
1q12.3
1932.1
-1 p12.2
-1 213
1q32.2
-1 p13.2
1923.2
-1 q12

-1 q21.2
-1 ¢32.13
-1 g31.2
-1 q23

-1 p11.21
1931.3
1 p15.5
-1 ¢32.13
-1 ¢23.1
1923

1 p16.1
-1 q21.2
1p21

-1 p21.31
1932.1
1 p13.2
1g23.2
-1 q14.3
-1 p21.2
1922.1
-1 p15.4
1922.1
-1 p12.2
1q24.1
-1 q22

-1 p33

1 32.13
1 q13.3
1 p12



ENSG00000269028
ENSG00000246228
ENSG00000174792
ENSG00000154133
ENSG00000267795
ENSG00000214711
ENSG00000229453
ENSG00000182326
ENSG00000227081
ENSG00000168653
ENSG00000249051
ENSG00000264281
ENSG00000239719
ENSG00000256338
ENSG00000186010
ENSG00000263639
ENSG00000150779
ENSG00000132704
ENSG00000273132
ENSG00000171860
ENSG00000180879
ENSG00000136810
ENSG00000184515
ENSG00000212802
ENSG00000232472
ENSG00000244398
ENSG00000167644
ENSG00000119705
ENSG00000148803
ENSG00000059804
ENSG00000119632
ENSG00000136942
ENSG00000101198
ENSG00000246985
ENSG00000124107
ENSG00000180318
ENSG00000158716
ENSG00000136244
ENSG00000269985
ENSG00000226221
ENSG00000220749

2.1045
2.0996

2.096

2.083
2.0734
2.0702
2.0676
2.0629
2.0586
2.0519
2.0518
2.0474
2.0456
2.0454
2.0417
2.0337
2.0228
2.0224
2.0219
2.0201
2.0191
2.0166
2.0122
2.0057
2.0046
2.0043
2.0027
2.0022
1.9994
1.9983
1.9979

1.994
1.9927
1.9893
1.9877
1.9832
1.9818
1.9804
1.9783
1.9752
1.9731

4.3005

4.286
4.2752
4.2369
4.2089
4.1995
4.1919
4.1783
4.1659
4.1466
4.1461
4.1335
4.1283
4.1279
4.1173
4.0945
4.0637
4.0627
4.0613
4.0561
4.0533
4.0464
4.0338
4.0158
4.0128
4.0119
4.0076
4.0061
3.9984
3.9954
3.9943
3.9833
3.9797
3.9704
3.9661
3.9537
3.9499
3.9461
3.9403
3.9318
3.9262

1.24E-15
1.02E-15
2.17E-05
6.08E-05
1.12E-11
5.98E-08
8.87E-07
1.26E-17
2.19E-15
1.02E-59
1.16E-06
2.71E-11

0.0002
1.93E-12
1.12E-18
1.03E-05
5.16E-34

0.0002
4.06E-14
6.01E-07
1.20E-38
4.55E-28
8.64E-05
9.07E-16
1.76E-14
8.70E-19
2.60E-23
2.56E-37
2.02E-21

0.0002
8.80E-48
2.41E-20
1.18E-05
2.60E-08
1.40E-17

0.0003
1.04E-20

0.0003
2.26E-07
1.91E-07
1.46E-07

1.11E-14 MTRNR2L12
9.21E-15 CASC8
7.73E-05 Cdorf26

0.0002 ROBO4
7.26E-11 SMIM22
2.80E-07 CAPN14
3.71E-06 SPINKS8
1.34E-16 C1S
1.92E-14 RP11-543P15.1
9.16E-57 NDUFS5
4.80E-06 RP11-447E20.1
1.70E-10 CTD-2031P19.4

0.0006 RP4-800G7.1
1.33E-11 RPL41P2
1.30E-17 NDUFA13
3.81E-05 MSMB
2.45E-32 TIMMS8B

0.0006 FCRL2
3.23E-13 RP11-350J20.12
2.55E-06 C3AR1
9.72E-37 SSR4
1.21E-26 TXN

0.0003 BEX5
8.22E-15 RPL15P3
1.44E-13 EEF1B2P3
1.02E-17 RP11-466H18.1
4.48E-22 C190rf33
1.77E-35 SLIRP
2.98E-20 FUOM

0.0006 SLC2A3
1.84E-45 IFI27L2
3.20E-19 RPL35
4.33E-05 NKAIN4
1.25E-07 SOCS2-AS1
1.48E-16 SLPI

0.001 ALX1
1.43E-19 DUSP23

0.001 IL6
1.00E-06 RP1-232P20.1
8.51E-07 AC022431.1
6.58E-07 RPL21P28

MT-RNR2-| protein_co
cancer suscantisense
chromoson protein_co
roundabou protein_co
small integ protein_co
calpain 14 | protein_co
serine pept protein_co
complemer protein_co
processed_
NADH dehy protein_co
processed_
processed_
processed_
ribosomal | processed_
NADH dehy protein_co
microsemir protein_co
translocase protein_co
Fc receptor protein_co
antisense
complemer protein_co
signal sequ protein_co X
thioredoxir protein_co
brain expre protein_co X
ribosomal | processed_
eukaryotic processed_X
processed_
chromoson protein_co
SRA stem-l protein_co
fucose mut protein_co
solute carriprotein_co
interferon, protein_co
ribosomal | protein_co
Na+/K+ tra protein_co
SOCS2 anti processed_
secretory l¢ protein_co
ALX homec protein_co
dual specifi protein_co
interleukin protein_co
antisense
processed_
ribosomal | processed_
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16

12
12

96617188
1.27E+08
75556048
1.25E+08
4788397
31173056
48306842
6988259
3211663
39026318

4 73777636
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19
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11
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19
14
10
12
14

20
12
20
12

= U0 N

55944656
1.49E+08
28315651
19515736
46033307
1.12E+08
1.58E+08
1.5E+08
8058302
1.54E+08
1.1E+08
1.02E+08
12514110
24788392
16974693
38304161
77708071
1.33E+08
7919230
94127779
1.25E+08
63240784
93542463
45252239
85280107
1.6E+08
22725884
5451683
56504635
2.12E+08

96618236
1.27E+08
75565885
1.25E+08
4796491
31233858
48328341
7071032
3211917
39034636
73778060
55944733
1.49E+08
28316059
19529054
46046269
1.12E+08
1.58E+08
1.5E+08
8066471
1.54E+08
1.1E+08
1.02E+08
12514724
24789069
16975013
38305009
77761104
1.33E+08
7936275
94130253
1.25E+08
63272694
93571768
45254564
85301784
1.6E+08
22732002
5458075
56505072
2.12E+08

-1 q11.2
-1 q24.21
1q21.1
-1 q24.2
1 p13.3
-1 p23.1
-1 p21.31
1 p13.31
-1 p13.32
1 p34.3
-1 q13.3
1q11.2
-1 ¢36.1
1 q13.1
1 p13.11
-1 q11.22
-1 ¢23.1
-1 ¢23.1
1 g25.1
-1 p13.31
1928

-1 313
-1 q22.1
1 p24.1
-1 p22.11
-1 p15.1
1 q13.2
1q24.3
-1 ¢26.3
-1 p13.31
-1 ¢32.12
-1 ¢33.3
-1 q13.33
-1 g22

-1 q13.12
1 ¢21.31
1g23.2
1 p15.3
-1 p25.1
-1 q11.2
-1 ¢32.3



ENSG00000164266
ENSG00000108342
ENSG00000197238
ENSG00000224961
ENSG00000230615
ENSG00000139055
ENSG00000134545
ENSG00000244716
ENSG00000183011
ENSG00000223551
ENSG00000198918
ENSG00000129255
ENSG00000143977
ENSG00000185479
ENSG00000210082
ENSG00000137673
ENSG00000112695
ENSG00000236439
ENSG00000234676
ENSG00000092841
ENSG00000229117
ENSG00000175768
ENSG00000134825
ENSG00000175728
ENSG00000234393
ENSG00000248538
ENSG00000244306
ENSG00000235888
ENSG00000170498
ENSG00000124479
ENSG00000236345
ENSG00000210107
ENSG00000242299
ENSG00000169020
ENSG00000234797
ENSG00000220842
ENSG00000111678
ENSG00000232810
ENSG00000226084
ENSG00000188624
ENSG00000110852

1.9722
1.9711
1.9704
1.9658
1.9657
1.9656
1.9616
1.9614
1.9592
1.9572
1.9516

1.949
1.9461

1.945
1.9439
1.9426
1.9426
1.9424
1.9386

1.938
1.9367
1.9356
1.9314
1.9313
1.9311
1.9311
1.9306
1.9304

1.929
1.9281
1.9256
1.9233
1.9218
1.9209
1.9166
1.9164
1.9132

1.913
1.9109
1.9101
1.9097

3.9238
3.9206
3.9187
3.9063
3.9061
3.9056
3.8949
3.8944
3.8885

3.883
3.8681
3.8609
3.8533
3.8504
3.8476

3.844
3.8439
3.8434
3.8333
3.8317
3.8283
3.8255
3.8142
3.8139
3.8135
3.8134
3.8121
3.8115
3.8079
3.8055
3.7989
3.7929

3.789
3.7865
3.7753
3.7749
3.7665

3.766
3.7605
3.7583
3.7574

5.67E-05
8.50E-05
6.64E-14
8.28E-08
2.62E-06
1.71E-21

0.0001
5.06E-09
3.42E-29

0.0001
1.75E-24
5.47E-47
5.25E-37
1.21E-07
3.09E-31
7.28E-08
4.21E-37
1.94E-07

0.0008
3.04E-64
7.90E-25
5.00E-24
1.31E-31

0.0008
7.18E-06
5.98E-06

0.0008

0.0006
7.18E-05
9.26E-08

0.0005
1.26E-17
1.92E-13
1.41E-32
4.65E-09
6.91E-17
4.12E-19
6.33E-05
1.77E-10

0.0003
5.77E-14

0.0002 SPINK1
0.0003 CSF3
5.19E-13 HIST1H4J
3.82E-07 RP1-278022.1
1.04E-05 RP5-1198020.4
2.53E-20 ERP27
0.0004 KLRC1
2.61E-08 RP11-20024.4
1.01E-27 NAA38
0.0005 TMSB4XP4
3.33E-23 RPL39
1.05E-44 MPDU1
3.50E-35 SNRPG
5.49E-07 KRT6B
1.09E-29 MT-RNR2
3.38E-07 MMP7
2.85E-35 COX7A2
8.63E-07 RP11-175B9.3
0.0023 IFT74-AS1
5.46E-61 MYL6
1.55E-23 RPL41
9.23E-23 TOMM5
4.83E-30 TMEM258
0.0023 Cllorfd4
2.71E-05 RP11-211N11.5
2.27E-05 RP11-10A14.5
0.0022 LINCO1296
0.0016 AF064858.8
0.0002 KISS1
4.26E-07 NDP
0.0015 RP11-59D5__B.2
1.34E-16 MT-TQ
1.45E-12 RP11-234A1.1
5.65E-31 ATPSI
2.40E-08 RPS3AP6
6.93E-16 RP11-572P18.1
4.94E-18 C120rf57
0.0002 TNF
1.03E-09 RP4-706A16.3
0.0008 IGFL3
4.52E-13 CLEC2B

serine pept protein_co
colony stirr protein_co
histone clu protein_co
lincRNA
lincRNA
endoplasm protein_co
killer cell le protein_co
processed_
N(alpha)-ac protein_co
thymosin b processed_
ribosomal | protein_co X
mannose-P protein_co
small nucle protein_co
keratin 6B | protein_co
mitochond Mt_rRNA MT
matrix met protein_co
cytochrom: protein_co
processed_
IFT74 antis antisense
myosin, ligl protein_co
ribosomal | protein_co
translocase protein_co
transmemtk protein_co
chromoson protein_co
antisense
lincRNA
long interg transcribec
lincRNA
KiSS-1 meti protein_co
Norrie dise protein_co X
antisense
mitochond Mt_tRNA MT
processed_
ATP syntha protein_co
ribosomal | processed_
processed_
chromoson protein_co
tumor necr protein_co
processed_
IGF-like fan protein_co
C-type lectiprotein_co
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6
20
1
12
12
1
17
9
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2
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11
6
1

1.48E+08
40015361
27824108
10753090
44030443
14914035
10442264
1.09E+08
7856685
1.28E+08
1.2E+08
7583529
70281362
52446651
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1.03E+08
75237675
2.02E+08

9 26955780

12
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9
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8
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1

15
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19
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56158161
56116586
37582646
61768501
1.31E+08
1.14E+08
9189011
19284653
38988707
2.04E+08
43948776
63806836
4329
1.02E+08
672436
59768352
1.2E+08
6942978
31575567
77129114
46120071
9852984

1.48E+08
40017813
27824480
10753966
44104975
14939082
10454685
1.09E+08
7885238
1.28E+08
1.2E+08
7592789
70293771
52452126
3229
1.03E+08
75250323
2.02E+08
26956295
56163496
56117943
37592642
61792802
1.31E+08
1.14E+08
9202854
19337730
39006153
2.04E+08
43973504
63822642
4400
1.02E+08
674338
59769146
1.2E+08
6946003
31578336
77129668
46124674
9870136

-1 ¢32
1q21.1
1p22.1
1 p12.2
1 p34.1
-1 p12.3
-1 p13.2
1 p13.3
-1 p13.1
1 g34.11
-1 q24

1 p13.1
-1 p13.3
-1 q13.13
1

-1 q22.2
-1 q14.1
-1 g32.1
-1 p21.2
1 q13.2
1 q13.2
-1 p13.2
-1 q12.2
1q24.3
-1 ¢25.3
1p23.1
-1 q11.2
-1 q22.2
-1 g32.1
-1 p11.3
1912
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-1 q12.3
-1 p16.3
1q22.2
-1 ¢26.12
1 p13.31
1 p21.33
1 p31.1
-1 q13.32
-1 p13.31



ENSG00000213741
ENSG00000071082
ENSG00000125691
ENSG00000224877
ENSG00000168894
ENSG00000169429
ENSG00000196954
ENSG00000140379
ENSG00000166069
ENSG00000228997
ENSG00000164405
ENSG00000174898
ENSG00000170469
ENSG00000225383
ENSG00000184924
ENSG00000234851
ENSG00000146677
ENSG00000124102
ENSG00000137970
ENSG00000124172
ENSG00000266850
ENSG00000142534
ENSG00000161970
ENSG00000164587
ENSG00000109475
ENSG00000261040
ENSG00000167772
ENSG00000166794
ENSG00000196754
ENSG00000099795
ENSG00000236552
ENSG00000125743
ENSG00000086696
ENSG00000166562
ENSG00000213442
ENSG00000155368
ENSG00000246203
ENSG00000214253
ENSG00000224094
ENSG00000090266
ENSG00000184557

1.9095
1.9084
1.9082
1.9069
1.9063
1.9062
1.9061
1.9045
1.9021
1.8982
1.8978
1.8978
1.8966
1.8964
1.8954

1.891
1.8895
1.8885
1.8883
1.8882

1.888
1.8868
1.8864
1.8847
1.8837
1.8834
1.8829
1.8826
1.8825
1.8794
1.8791

1.876
1.8758
1.8755

1.875
1.8716
1.8705
1.8696
1.8657
1.8599

1.856

3.7569
3.7538
3.7534
3.75
3.7485
3.7482
3.748
3.7439
3.7376
3.7275
3.7265
3.7264
3.7233
3.723
3.7201
3.7089
3.7051
3.7025
3.7021
3.7017
3.7013
3.6981
3.697
3.6928
3.6903
3.6895
3.6882
3.6874
3.6871
3.6793
3.6785
3.6706
3.67
3.6694
3.668
3.6593
3.6566
3.6543
3.6445
3.6299
3.6201

1.19E-14
6.06E-18
7.97E-24
4.62E-45
1.80E-65
1.91E-05
6.72E-70
8.39E-10
2.07E-05

0.0006
1.49E-38
7.75E-05
3.55E-07
2.14E-07
2.74E-45
3.49E-29
7.88E-07
1.07E-24
1.32E-19
2.46E-40
4.74E-08
5.87E-23
2.07E-20
8.18E-20
3.54E-18
5.16E-20
3.38E-06
2.56E-48
1.52E-23
8.99E-27
2.07E-13
7.07E-32
4.01E-07
5.56E-33
2.97E-14
5.04E-23
6.69E-05
3.60E-35
5.19E-05
1.88E-36
7.93E-23

9.93E-14 RPS29
6.59E-17 RPL31
1.43E-22 RPL23
7.15E-43 C170rf89
3.51E-62 RNF181
6.86E-05 CXCL8
1.60E-66 CASP4
4.63E-09 BCL2A1
7.38E-05 TMCO5A

0.0018 RP1-186E20.1
1.19E-36 UQCRQ

0.0003 CATSPERD
1.54E-06 SPATA24
9.48E-07 SFTA1P
4.30E-43 PTRHD1
1.03E-27 RP11-3P17.3
3.31E-06 AC004453.8
2.08E-23 PI3
1.65E-18 RPL7P9
2.39E-38 ATPSE
2.24E-07 RP11-370A5.1
9.76E-22 RPS11
2.77E-19 RPL26
1.05E-18 RPS14
3.92E-17 RPL34
6.71E-19 WFDC21P
1.32E-05 ANGPTL4
5.68E-46 PPIB
2.67E-22 S100A2
2.16E-25 NDUFB7
1.55E-12 RPL13AP5
2.65E-30 SNRPD2
1.73E-06 HSD17B2
2.32E-31 SEC11C
2.39E-13 RPL18AP3
8.43E-22 DBI

0.0002 RP11-29H23.5
1.92E-33 FIS1

0.0002 RPS24P8
1.15E-34 NDUFB2
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97432094
62388520
22589269
96448318
1.03E+08
65122473
73373263
35470785
1.54E+08
74494177
20529976
1.2E+08
56627112
71441898
1.13E+08
61743106
51162428
7092607
55235853
1.08E+08

1q32.2
1 q15.1
1q22.2
-1 p11.2
1 p21.32
-1 223
1 p15.1
1 q13.1
1 q13.1
-1 q21.3
-1 p13.3
1 p13.32
1p22.1
-1 q11.23
1923.1
1929

1 p21.2
1 p23

1 p11.2
-1 p16.3
1 p36.32
1 026.2
1 q13.33
-1 q11.2
1p21.3
-1 q22.2
-1 q13.1
-1 q13

1 p21.31
1928

-1 q24.3
-1 p24.1
1 24.31
1913

-1 q21.1
-1 q14.1
-1 p14.2
1 21.33
-1 p13.31
1 p16.1
1 q13.12



ENSG00000148834
ENSG00000130489
ENSG00000235552
ENSG00000164182
ENSG00000114391
ENSG00000100902
ENSG00000178980
ENSG00000185088
ENSG00000143575
ENSG00000204872
ENSG00000198938
ENSG00000008988
ENSG00000173915
ENSG00000204362
ENSG00000118181
ENSG00000058799
ENSG00000125995
ENSG00000182774
ENSG00000213598
ENSG00000125148
ENSG00000164400
ENSG00000250303
ENSG00000258580
ENSG00000189171
ENSG00000111640
ENSG00000170961
ENSG00000238005
ENSG00000230202
ENSG00000235734
ENSG00000229833
ENSG00000187689
ENSG00000204287
ENSG00000172602
ENSG00000150787
ENSG00000198856
ENSG00000210112
ENSG00000162244
ENSG00000230043
ENSG00000106803
ENSG00000226791
ENSG00000257084

1.749
1.7481
1.7477
1.7455
1.7452
1.7439
1.7438
1.7433
1.7408
1.7408
1.7408
1.7388
1.7377
1.7373
1.7367

1.736
1.7351

1.734
1.7332
1.7322
1.7322

1.731
1.7297

1.729
1.7285
1.7265
1.7258
1.7233
1.7219
1.7203
1.7203
1.7179
1.7172
1.7166
1.7145
1.7137
1.7133
1.7132
1.7132
1.7132
1.7119

3.3612
3.3592
3.3581
3.3531
3.3525
3.3493
3.3491

3.348
3.3423
3.3423
3.3421
3.3377
3.3351
3.3341
3.3328
3.3312
3.3291
3.3265
3.3246
3.3224
3.3224
3.3197
3.3166
3.3149
3.3138
3.3092
3.3077
3.3018
3.2987
3.2951

3.295
3.2895

3.288
3.2867
3.2817
3.2799
3.2792

3.279
3.2789
3.2788

3.276

1.14E-51
1.14E-34
1.13E-17
8.84E-29
1.89E-21
9.74E-38
1.28E-33
1.31E-24
2.53E-32

0.0027
2.40E-34
1.48E-22
3.58E-35

0.0002
1.26E-17
1.49E-53
2.76E-29
1.36E-18

0.0024
2.44E-06

0.0009
6.27E-12

0.0028
2.21E-52
6.83E-37
8.90E-34

0.0002
2.12E-17

0.0014
2.89E-33
7.07E-05
9.98E-22
6.12E-07
1.48E-35
9.68E-24
2.18E-05
6.45E-18
6.59E-05
5.77E-50

0.0032
1.47E-32

4.23E-49 GSTO1
5.87E-33 SCO2

1.21E-16
2.51E-27
2.80E-20

RPL6P27
NDUFAF2
RPL24

7.10E-36 PSMA6
5.69E-32 SEPW1
2.53E-23 RPS27L
9.96E-31 HAX1

0.007 AC092653.5
1.21E-32 MT-CO3
2.39E-21 RPS20
1.91E-33 USMG5

0.0005 RP11-380J14.1
1.34E-16 RPS25
6.94E-51 YIPF1
8.22E-28 ROMO1
1.56E-17 RPS17

0.0065 RP11-112J1.1
9.74E-06 MT2A

0.0026 CSF2
4.15E-11 RP11-356J5.12

0.0074 RP11-320M16.2

8.80E-50 S100A13
4.46E-35 GAPDH
4.08E-32 HAS2

0.0008 RP11-443B7.1

2.20E-16 RP11-632C17__A.1

0.0037 HMGN1P36
1.25E-31 PET100
0.0002 AMTN
1.51E-20 HLA-DRA
2.60E-06 RND1
8.17E-34 PTS
1.73E-22 OSTC
7.76E-05 MT-TM
6.99E-17 RPL29
0.0002 TMSB4XP6
1.57E-47 SEC61B
0.0084 AC109826.1
5.89E-31 U47924.27

glutathione protein_co
SCO2 cytoc protein_co
ribosomal | transcribec
NADH dehy protein_co
ribosomal | protein_co
proteasom protein_co
selenoprot protein_co
ribosomal | protein_co
HCLS1 asso protein_co

polymorph

mitochond protein_co MT

ribosomal | protein_co
up-regulate protein_co
lincRNA
ribosomal | protein_co
Yipl domai protein_co
reactive ox protein_co
ribosomal | protein_co
processed_
metallothic protein_co
colony stirr protein_co
lincRNA
antisense
$100 calciu protein_co
glyceraldet protein_co
hyaluronan protein_co
lincRNA
processed_
high mobili processed_
PET100 hot protein_co
amelotin [S protein_co
major histc protein_co
Rho family protein_co
6-pyruvoyli protein_co
oligosacch: protein_co

mitochond Mt_tRNA MT

ribosomal | protein_co

thymosin b processed_

Sec61 beta protein_co
lincRNA
lincRNA

10
22
18

14
19
15

10
11
20
15
14
16

11
14

12

1.04E+08
50523568
6462144
60945129
1.02E+08
35278633
47778572
63125872
1.54E+08
73700576
9207
56067295
1.03E+08
17189783
1.19E+08
53851719
35699272
82536753
58794654
56608199
1.32E+08
1.12E+08
32373337
1.54E+08
6533927
1.22E+08
2.35E+08
1.18E+08
97827248
7629737
70518540
32439842
48857145
1.12E+08
1.09E+08
4402
51993600
50840615
99222064
98761938
6963246

1.04E+08
50526439
6463015
61153037
1.02E+08
35317493
47784686
63158021
1.54E+08
73701340
9990
56074581
1.03E+08
17197617
1.19E+08
53889834
35700984
82540564
58795029
56609497
1.32E+08
1.12E+08
32417974
1.54E+08
6538374
1.22E+08
2.35E+08
1.18E+08
97827545
7631956
70532742
32445046
48865898
1.12E+08
1.09E+08
4469
51995942
50840749
99230615
98772920
6964447

1 g25.1
-1 q13.33
-1 p11.31
1q12.1
-1 q12.3
1 q13.2
1 q13.33
-1 q22.2
1q21.3
-1 p13.1
1

-1 q12.1
-1 q24.33
1 p36.13
-1 ¢23.3
-1 p32.3
1 q11.22
-1 ¢25.2
1923.1
1913
1g31.1
1923.1
-1 q12

-1 213
1 p13.31
-1 q24.13
-1 q42.3
1q22.2
1q11.2
1 p13.2
1 q13.3
1 p21.32
-1 q13.12
1923.1
1925

1

-1 p21.2
-1 q13.13
1 22.33
-1 q11.2
1 p13.31



ENSG00000152463
ENSG00000198796
ENSG00000198242
ENSG00000174917
ENSG00000233276
ENSG00000182117
ENSG00000198736
ENSG00000197958
ENSG00000203875
ENSG00000263266
ENSG00000126756
ENSG00000169413
ENSG00000181817
ENSG00000126267
ENSG00000134853
ENSG00000090263
ENSG00000205155
ENSG00000227192
ENSG00000154269
ENSG00000128918
ENSG00000227615
ENSG00000129559
ENSG00000131495
ENSG00000162174
ENSG00000243449
ENSG00000150551
ENSG00000102309
ENSG00000234498
ENSG00000150540
ENSG00000257698
ENSG00000256073
ENSG00000107223
ENSG00000211459
ENSG00000147669
ENSG00000244538
ENSG00000110442
ENSG00000182165
ENSG00000167863
ENSG00000136930
ENSG00000128285
ENSG00000249353

1.7114
1.7113
1.7095
1.7081
1.7078
1.7065
1.7045
1.7035
1.7035
1.7035
1.7026
1.7012
1.7011
1.7009
1.7005
1.6985
1.6977
1.6974
1.6957
1.6936
1.6933

1.693
1.6928
1.6919
1.6914
1.6912
1.6902
1.6901
1.6896
1.6894
1.6891
1.6888
1.6877
1.6875
1.6867
1.6865
1.6861
1.6859
1.6844
1.6844
1.6841

3.2748
3.2744
3.2704
3.2674
3.2666
3.2637
3.2592

3.257
3.2568
3.2568
3.2548
3.2516
3.2515

3.251
3.2502
3.2456
3.2439
3.2432
3.2394
3.2347

3.234
3.2333
3.2329
3.2308
3.2298
3.2293
3.2271
3.2269
3.2256
3.2253
3.2246
3.2239
3.2214
3.2209
3.2191
3.2188
3.2178
3.2173
3.2142

3.214
3.2135

0.0006
0.003
3.99E-25
8.16E-23
5.23E-43
8.27E-37
6.48E-25
4.68E-20
2.07E-29
4.37E-07
1.31E-22
2.17E-05
3.28E-34
2.25E-23
1.31E-11
3.82E-21
2.96E-06
0.0001
2.09E-08
1.61E-07
3.85E-08
1.72E-50
3.08E-31
7.03E-08
5.45E-17
1.91E-11
4.97E-34
6.12E-06
4.17E-12
7.09E-05
7.60E-15
1.52E-46
1.23E-25
6.19E-41
0.0033
1.90E-51
3.99E-43
1.26E-28
5.69E-50
0.0022
8.91E-17

0.0019 OLAH
0.0078 ALPK2
8.13E-24 RPL23A
1.35E-21 C190rf70
6.62E-41 GPX1
5.33E-35 NOP10
1.30E-23 MSRB1
6.11E-19 RPL12
6.28E-28 SNHG5
1.88E-06 RPS7P1
2.12E-21 UXT
7.72E-05 RNASE6
1.61E-32 LSM10
3.90E-22 COX6B1
8.42E-11 PDGFRA
5.48E-20 MRPS33
1.17E-05 PSENEN
0.0005 RP1-4514.3
1.02E-07 ENPP3
7.24E-07 ALDH1A2
1.84E-07 RP11-864N7.2
5.00E-48 NEDD8
1.09E-29 NDUFA2
3.27E-07 ASRGL1
5.49E-16 C4orf48
1.22E-10 LYPD1
2.37E-32 PIN4
2.32E-05 RPL13AP20
2.81E-11 HNMT
0.0002 RP11-620J15.3
6.41E-14 URB1-AS1
2.79E-44 EDF1
2.64E-24 MT-RNR1
6.53E-39 POLR2K
0.0086 RP11-10G12.1
6.71E-49 COMMD9
5.11E-41 TP53TG1
3.53E-27 ATP5H
1.57E-47 PSMB7
0.0058 MCHR1
8.87E-16 NPM1P27

oleoyl-ACP protein_co
alpha-kinas protein_co
ribosomal | protein_co
chromoson protein_co
glutathione protein_co
NOP10 ribc protein_co
methionine protein_co
ribosomal | protein_co
small nucle processed_
ribosomal | processed_
ubiquitousl protein_co X
ribonuclea: protein_co
LSM10, U7 protein_co
cytochrom: protein_co
platelet-de protein_co
mitochond protein_co
presenilin € protein_co
lincRNA
ectonucleo protein_co
aldehyde d protein_co
processed_
neural prec protein_co
NADH dehy protein_co
asparagina: protein_co
chromoson protein_co
LY6/PLAUR protein_co
protein (pe protein_co X
ribosomal | processed_
histamine I protein_co
lincRNA
URB1 antis lincRNA
endothelial protein_co

mitochond Mt_rRNA MT

polymerase protein_co
processed_
COMM dor protein_co
TP53 targe’ lincRNA
ATP syntha protein_co
proteasom protein_co
melanin-co protein_co
nucleopho: processed_

12

12
21

11

17

22

15032227
58481247
28719393
5678421
49357176
34341713
1938210
1.27E+08
85660950
28467822
47651798
20781051
36391238
35648223
54229097
1.41E+08
35745114
1.43E+08
1.32E+08
57953424
74745716
24216852
1.41E+08
62337448
2041993
1.33E+08
72181353
12875499
1.38E+08
57931528
32393130
1.37E+08
648
1E+08
22594196
36269284
87325225
75038863
1.24E+08
40678750
93682838

15073852
58628957
28724359
5680896
49358600
34343177
1943326
1.27E+08
85678736
28468406
47659161
20782467
36397892
35658861
54298247
1.41E+08
35747519
1.43E+08
1.32E+08
58497866
74746114
24232454
1.41E+08
62393412
2043970
1.33E+08
72302926
12876107
1.38E+08
57936175
32393960
1.37E+08
1601
1E+08
22594450
36289449
87345515
75046985
1.24E+08
40682814
93683667

1 p13

-1 q21.32
1q11.2
-1 p13.3
-1 p21.31
-1 q14

-1 p13.3
-1 ¢33.3
-1 q14.3
1q11.2
-1 p11.23
1q11.2
-1 p34.3
1 q13.12
1912

-1 g34

1 q13.12
-1 q24.2
1923.2
-1 213
-1 q13.4
-1 q12

-1 313
1q12.3
1 p16.3
-1 q21.2
1 q13.1
1 p13.1
1q22.1
-1 q14.1
1 g22.11
-1 g34.3
1
1q22.2
1 p15.2
-1 p13

-1 q21.12
-1 ¢25.1
-1 ¢33.3
1 q13.2
-1 q15



ENSG00000005421
ENSG00000156411
ENSG00000224631
ENSG00000173432
ENSG00000233913
ENSG00000177954
ENSG00000120509
ENSG00000146425
ENSG00000082929
ENSG00000163263
ENSG00000145425
ENSG00000171236
ENSG00000233254
ENSG00000130829
ENSG00000205403
ENSG00000172172
ENSG00000196683
ENSG00000131475
ENSG00000277791
ENSG00000224805
ENSG00000135441
ENSG00000156689
ENSG00000264920
ENSG00000112306
ENSG00000226465
ENSG00000213326
ENSG00000123131
ENSG00000173198
ENSG00000171202
ENSG00000232699
ENSG00000221983
ENSG00000237976
ENSG00000136688
ENSG00000187051
ENSG00000089157
ENSG00000231769
ENSG00000269293
ENSG00000236814
ENSG00000148346
ENSG00000133112
ENSG00000111716

1.6839
1.6836
1.6827
1.6825
1.6823
1.6818
1.6801
1.6792
1.6784

1.676
1.6753
1.6749
1.6746
1.6741
1.6733
1.6729
1.6728
1.6726
1.6715
1.6709
1.6704
1.6696
1.6686
1.6652
1.6652
1.6647

1.663
1.6624
1.6624
1.6617
1.6607
1.6605
1.6602
1.6601
1.6593
1.6591
1.6589
1.6567
1.6567

1.656
1.6552

3.2129
3.2124
3.2103
3.2099
3.2093
3.2083
3.2045
3.2026
3.2008
3.1954
3.1938
3.1929
3.1924
3.1913
3.1894
3.1885
3.1882
3.1879
3.1855
3.1841
3.1829
3.1812

3.179
3.1717
3.1717
3.1704
3.1668
3.1655
3.1654

3.164
3.1617
3.1612
3.1606
3.1605
3.1587
3.1583
3.1578
3.1531
3.1529
3.1515
3.1496

0.0028
5.64E-25
2.35E-09
7.45E-06
4.93E-05
5.01E-12
2.00E-39
8.99E-16
1.88E-06

0.0003
1.39E-14
7.03E-20

0.0032
4.15E-07
1.99E-12
5.34E-40
3.05E-19
3.68E-34
2.24E-45

0.0002
4.82E-18
2.71E-07
2.52E-17
1.63E-18

0.0012
3.12E-05
3.01E-37
3.00E-07
2.51E-31

0.0019
3.56E-25

0.0004

0.0002
7.68E-30
1.52E-16
5.57E-05
1.54E-11
2.02E-07
9.96E-10
3.48E-22
1.02E-30

0.0073 PON1
1.13E-23 Cl4orf2
1.25E-08 RP11-5106.1
2.80E-05 SAAl

0.0002 CTC-575D19.1
3.36E-11 RPS27
1.76E-37 PDZD11
8.16E-15 DYNLT1
7.60E-06 C4orfé

0.0009 C1orf189
1.15E-13 RPS3A
9.04E-19 LRG1

0.0084 RPL21P134
1.79E-06 DUSP9
1.37E-11 CFI
4.99E-38 MRPL13
3.71E-18 TOMM7
1.79E-32 VPS25
3.54E-43 PSMB3

0.0007 LINCO0853
5.28E-17 BLOC1S1
1.19E-06 GLYATL2
2.61E-16 RP11-6N17.4
1.84E-17 RPS12

0.0034 RP13-401N8.1

0.0001 RPS7P11
2.06E-35 PRDX4
1.31E-06 CYSLTR1
9.00E-30 TMEM126A

0.0051 BDH2P1
7.30E-24 UBA52

0.0011 RP11-126K1.6

0.0005 1L36G
2.40E-28 RPS19BP1
1.48E-15 RPLPO

0.0002 RP1-8B1.4
9.88E-11 ZSCAN16-AS1
8.98E-07 RP11-446E9.1
5.47E-09 LCN2
5.41E-21 TPT1
3.44E-29 LDHB

paraoxona: protein_co
chromoson protein_co
transcribec
serum amy protein_co
processed_
ribosomal | protein_co
PDZ domail protein_co X
dynein, ligl protein_co
chromoson protein_co
chromoson protein_co
ribosomal | protein_co
leucine-rict protein_co
ribosomal | processed_ X
dual specifi protein_co X
complemer protein_co
mitochond protein_co
translocase protein_co
vacuolar pr protein_co
proteasom protein_co
long interg antisense
biogenesis protein_co
glycine-N-a protein_co
processed_
ribosomal | protein_co
antisense
ribosomal | processed_
peroxiredo protein_co X
cysteinyl le protein_co X
transmemtk protein_co
3-hydroxyk processed_
ubiquitin A protein_co
antisense
interleukin protein_co
ribosomal | protein_co
ribosomal | protein_co
antisense
ZSCAN16 a antisense
processed_
lipocalin 2 | protein_co
tumor prot protein_co
lactate deh protein_co

14
16
11

=

E )

19

17
17

12

11

17

20

17

11

19

22
12

co o

13
12

95297676
1.04E+08
61055399
18266174
1.69E+08
1.54E+08
70286595
1.59E+08
5524569
1.54E+08
1.51E+08
4536409
75384346
1.54E+08
1.1E+08
1.2E+08
22812628
42773436
38752736
47179250
55716037
58834065
47891255
1.33E+08
25751218
46721582
23664262
78271464
85647967
99174744
18571730
1.51E+08
1.13E+08
39529093
1.2E+08
46097093
28121795
56050038
1.28E+08
45333471
21635342

95324707
1.04E+08
61055964
18269977
1.69E+08
1.54E+08
70290514
1.59E+08
5527801
1.54E+08
1.51E+08
4540474
75384828
1.54E+08
1.1E+08
1.2E+08
22822852
42779599
38764231
47180339
55720087
58904215
47895812
1.33E+08
25752761
46722167
23686399
78327691
85656547
99175479
18577550
1.51E+08
1.13E+08
39532855
1.2E+08
46129706
28137293
56051207
1.28E+08
45341370
21757857

-1 q21.3
-1 ¢32.33
-1 q21

1 p15.1
1 q34
1q21.3
-1 q13.1
-1 ¢25.3
1 p16.2
-1 q21.3
1931.3
-1 p13.3
1q13.3
1928

-1 g25

-1 q24.12
-1 p15.3
1q21.2
1q12

1 p33

1 q13.2
-1 q12.1
-1 q21.32
1g23.2
1 p1l.1
-1 q21.31
1 p22.11
-1 q21.1
1 q14.1
1 q16.2
1 p13.11
1q21.3
1 q14.1
-1 q13.1
-1 q24.23
-1 p21.1
-1 p22.1
-1 q12.1
1 g34.11
-1 q14.13
-1 p12.1



ENSG00000223478
ENSG00000215218
ENSG00000169567
ENSG00000162949
ENSG00000108691
ENSG00000231651
ENSG00000203778
ENSG00000258053
ENSG00000265681
ENSG00000232888
ENSG00000183617
ENSG00000167711
ENSG00000142541
ENSG00000165629
ENSG00000198417
ENSG00000231389
ENSG00000253400
ENSG00000129235
ENSG00000142676
ENSG00000243926
ENSG00000171476
ENSG00000116741
ENSG00000155754
ENSG00000111348
ENSG00000163584
ENSG00000149196
ENSG00000147684
ENSG00000260025
ENSG00000174547
ENSG00000128524
ENSG00000166920
ENSG00000205544
ENSG00000105677
ENSG00000100911
ENSG00000241990
ENSG00000156127
ENSG00000100097
ENSG00000115009
ENSG00000105372
ENSG00000237013
ENSG00000135940

1.6551
1.6548
1.6544
1.6535
1.6521
1.6519
1.6519
1.6514
1.6503
1.6501
1.6494
1.6482
1.6476
1.6472
1.6471
1.6467
1.6457
1.6456
1.6446
1.644
1.6427
1.6421
1.6419
1.6416
1.6414
1.6408
1.6407
1.6388
1.6369
1.6363
1.6351
1.6343
1.6341
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3.1344
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3.0623
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3.0568
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3.0306
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3.021
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0.0062
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1.45E-06 RNASE1
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ENSG00000196656
ENSG00000166441
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1.19E-57 MRPS15
1.55E-21 FAAH2

0.0013 RP3-340B19.2

0.0038 RPL7P32

0.0167 RP11-1260E13.1

6.59E-11 GPX7

0.0003 CTD-2302E22.6

1.16E-05 CTA-384D8.35
1.42E-08 CD86
1.57E-26 POLB

0.0041 LINCOO578
1.02E-45 RPL36AL
3.04E-23 SOCS2

lymphocyte¢ protein_co
NFU1 iron- protein_co
guanylate k protein_co
5,10-methe protein_co
nuclear rec protein_co
aldo-keto r protein_co
gem (nucle protein_co
plasminoge protein_co
processed_
transcribec
PHD finger protein_co
ribosomal | protein_co
long interg lincRNA
ribosomal | protein_co
canopy FGI protein_co
epithelial n protein_co
peptidylprc processed_
selenoprot protein_co
SUMO?2 ps¢ processed_
lymphocyte¢ protein_co
oligodendr protein_co
antisense
ER membr: protein_co
peptidyl-tR protein_co
solute carriprotein_co
paraoxona: protein_co
BPI fold cot protein_co
mitochond protein_co
mitochond protein_co
fatty acid a protein_co X
processed_
ribosomal | processed_
antisense
glutathione protein_co
lincRNA
lincRNA
CD86 mole protein_co
polymerase protein_co
long interg lincRNA
ribosomal | protein_co
suppressor protein_co

8 73991352

15
12
10

69395750
2.28E+08
79833585
1E+08
5035354
38751534

8 42175233

11

22

17

12

12

19

22

13

17

17

20

40761545

1.05E+08
41459717
74203582
90300902

1.12E+08
56309842
48321509
24976419
31104772
55732144
46125920
31272013

1.22E+08

9962537
59674636

1.02E+08
95359944
33235995

4 83455932

17

14
22

36455718
57286706
35555873
1.09E+08
321392
52602372
63642143
50542305
1.22E+08

8 42338454

14
12

1.77E+08
49618519
93569814

74029087
69437628
2.28E+08
79897379
1.01E+08
5107686
38785000
42207724
40761799
1.05E+08
41468725
74210655
90433505
1.12E+08
56316336
48330553
24976982
31120069
55732431
46211871
31297539
1.22E+08
10011116
59707626
1.02E+08
95396368
33243311
83469735
36464437
57489196
35556264
1.09E+08
322453
52609051
63642696
50542906
1.22E+08
42371808
1.78E+08
49620685
93583487

1 g21.11
-1 p13.3
1 q42.13
-1 ¢25.1
1923.1
1 p15.1
1p22.1
-1 p11.21
1p22.1
-1 q22.3
-1 q13.2
1 g25.1
-1 q22.2
-1 q24.13
-1 q13.3
1 q13.33
1p22.3
-1 q12.2
1 p11.2
-1 q14.13
-1 q11.2
-1 g23.2
-1 p25.3
-1 ¢23.1
-1 q24

-1 213
1 q11.21
1 921.23
-1 p34.3
1 p11.21
1 p21.31
1g31.1
1 p13.3
1p32.3
1g23.2
-1 q13.33
1 q13.33
1 p11.21
1 926.32
-1 213
1922



ENSG00000243199
ENSG00000184990
ENSG00000126432
ENSG00000112312
ENSG00000168273
ENSG00000183444
ENSG00000005059
ENSG00000185608
ENSG00000231793
ENSG00000214485
ENSG00000171984
ENSG00000136522
ENSG00000181458
ENSG00000230076
ENSG00000106560
ENSG00000205105
ENSG00000187527
ENSG00000255202
ENSG00000226145
ENSG00000100387
ENSG00000186468
ENSG00000182853
ENSG00000164919
ENSG00000213757
ENSG00000242574
ENSG00000137038
ENSG00000167283
ENSG00000215030
ENSG00000226102
ENSG00000188257
ENSG00000134548
ENSG00000113312
ENSG00000242485
ENSG00000241837
ENSG00000062582
ENSG00000100162
ENSG00000147123
ENSG00000202111
ENSG00000261183
ENSG00000234268
ENSG00000021355

1.5456
1.5453

1.545

1.545
1.5442
1.5442
1.5441
1.5435
1.5435
1.5433
1.5431
1.5428
1.5422

1.542
1.5419

1.541
1.5402
1.5401
1.5395
1.5391
1.5377
1.5364
1.5357
1.5357
1.5331
1.5315
1.5315
1.5303
1.5285

1.528
1.5278
1.5277
1.5277
1.5275
1.5274
1.5272
1.5268
1.5267
1.5254
1.5254
1.5251

2.9193
2.9186
2.9181
2.918
2.9164
2.9164
2.9162
2.9151
2.915
2.9145
2.9141
2.9136
2.9123
2.9121
2.9118
291
2.9083
2.9082
2.907
2.9062
2.9034
2.9008
2.8994
2.8993
2.894
2.8909
2.8908
2.8885
2.8849
2.8838
2.8835
2.8833
2.8833
2.8829
2.8827
2.8822
2.8815
2.8812
2.8787
2.8787
2.8781

4.05E-19
1.38E-20
1.42E-14
8.17E-10
1.16E-20
1.16E-07
9.11E-16
5.15E-17
0.0081
5.12E-10
8.85E-18
3.73E-33
1.22E-06
0.0059
7.02E-05
0.002
0.001
0.0011
0.0062
2.16E-45
5.06E-15
2.23E-08
1.81E-20
5.80E-05
1.11E-16
1.12E-23
2.46E-28
2.16E-12
0.0019
0.0065
0.002
2.60E-80
9.15E-37
1.37E-17
6.74E-06
0.0009
6.38E-30
0.0004
5.29E-33
0.0065
1.77E-16

4.87E-18 RP11-408P14.1

1.88E-19 SIVA1
1.18E-13 PRDX5
4.52E-09 GMNN
1.58E-19 SMIM4
5.28E-07 OR7E38P
8.25E-15 CCDC1098B
5.21E-16 MRPL40
0.0195 DOC2GP
2.88E-09 RPL7P1
9.50E-17 C200rf196
1.59E-31 MRPL47
5.01E-06 TMEM45A
0.0146 AC016708.2
0.0002 GIMAP2
0.0053 COX17P1
0.0027 ATP13A5
0.0031 RP4-541C22.5
0.0152 KRT16P6
3.43E-43 RBX1
4.32E-14 RPS23
1.08E-07 VMO1
2.44E-19 COXeC
0.0002 CTC-451P13.1
1.09E-15 HLA-DMB
1.99E-22 TMEM261
6.75E-27 ATP5L
1.49E-11 RPL13P12
0.0051 SEPT7P3
0.016 PLA2G2A
0.0053 SPX
2.80E-76 TTC1
5.86E-35 MRPL20
1.45E-16 ATP50
2.55E-05 MRPS24
0.0025 CENPM
2.01E-28 NDUFB11
0.0012 VTRNA1-2

2.22E-31 RP11-532F12.5

0.016 AP000936.1
1.72E-15 SERPINB1

processed_
SIVA1, apoj protein_co
peroxiredo protein_co
geminin, DI protein_co
small integ protein_co
olfactory re unprocesse
coiled-coil 1 protein_co
mitochond protein_co
double C2- unitary_ps¢
ribosomal | processed_
chromoson protein_co
mitochond protein_co
transmemt protein_co
processed_
GTPase, IM protein_co
COX17 cytc processed_
ATPase typ protein_co
antisense
keratin 16 |transcribec
ring-box 1, protein_co
ribosomal | protein_co
vitelline me protein_co
cytochrom: protein_co
processed_
major histc protein_co
transmemtk protein_co
ATP syntha protein_co
ribosomal | processed_
septin 7 psiunprocesse
phospholip protein_co
spexin horr protein_co
tetratricop: protein_co
mitochond protein_co
ATP syntha protein_co
mitochond protein_co
centromer¢ protein_co
NADH dehy protein_co X
vault RNA 2 misc_RNA
antisense
processed_
serpin pepi protein_co

4 65573459
14 1.05E+08
11 64318088

6 24774931

3 52534013

7 97966090

4 1.1E+08
22 19431902
11 67612653

5 1.5E+08
20 5750393

3 1.8E+08

3 1E+08

2 2.15E+08

7 1.51E+08
13 46490930

3 1.93E+08
11 33665220
17 16817983
22 40951347

5 82273358
17 4785285

8 99873200

5 79284132

6 32934629

9 7796490
11 1.18E+08
17 17383377

7 35946294

1 19975431
12 21526307

5 1.6E+08

1 1401908
21 33903453

7 43866558
22 41938721

47142216

5 1.41E+08
15 40835808
11 1.17E+08

6 2832332

65574328
1.05E+08
64321811
24786099
52579237
97967074
1.1E+08
19436075
67616257
1.5E+08
5863912
1.8E+08
1.01E+08
2.15E+08
1.51E+08
46491121
1.93E+08
33696701
16822579
40973309
82278577
4786433
99894062
79284918
32941070
7888380
1.18E+08
17384012
35972587
19980416
21537377
1.6E+08
1407313
33915980
43869893
41947164
47145504
1.41E+08
40844387
1.17E+08
2842006

1 q13.2
1 32.33
1 q13.1
1p22.3
1p21.1

-1 q21.3
1925
1q11.21

-1 q13.2
1932
1p12.3

-1 ¢26.33
1q12.2
1935
1 936.1
1 q14.13

-1 q29

-1 p13

-1 p11.2
1 q13.2

-1 q14.2

-1 p13.2

-1 q22.2

-1 q14.1

-1 p21.32

-1 p24.1
1q23.3

-1 p11.2
1 p14.2

-1 p36.13
1p12.1
1g33.3

-1 p36.33

-1 g22.11

-1 p13

-1 q13.2

-1 p11.3
1g31.3

-1 q15.1

-1 ¢23.3

-1 p25.2



ENSG00000177294
ENSG00000130066
ENSG00000109083
ENSG00000171840
ENSG00000254719
ENSG00000168701
ENSG00000226272
ENSG00000164764
ENSG00000244363
ENSG00000095380
ENSG00000267737
ENSG00000243422
ENSG00000229344
ENSG00000109272
ENSG00000234327
ENSG00000253161
ENSG00000084110
ENSG00000184076
ENSG00000179799
ENSG00000136888
ENSG00000166710
ENSG00000143222
ENSG00000124733
ENSG00000137558
ENSG00000124370
ENSG00000108826
ENSG00000142168
ENSG00000241741
ENSG00000173467
ENSG00000138175
ENSG00000227496
ENSG00000113068
ENSG00000110700
ENSG00000235449
ENSG00000122033
ENSG00000243181
ENSG00000073737
ENSG00000250993
ENSG00000113811
ENSG00000120306
ENSG00000146416

1.525
1.5245
1.5244
1.5244
1.5244
1.5237
1.5233
1.5227
1.5225
1.5219
1.5216
1.5214
1.5214

1.521
1.5189
1.5188
1.5186
1.5185

1.518
1.5178
1.5173
1.5173
1.5171

1.517
1.5167
1.5154
1.5153
1.5141

1.514
1.5131
1.5129
1.5129
1.5125
1.5125

1.512

1.512
1.5116
1.5106
1.5104

151
1.5097

2.8778
2.8768
2.8767
2.8766
2.8766
2.8752
2.8744
2.8733
2.8729
2.8718
2.8712
2.8707
2.8707
2.87
2.8657
2.8655
2.8652
2.8649
2.8639
2.8635
2.8626
2.8626
2.8621
2.8619
2.8614
2.8588
2.8586
2.8561
2.856
2.8542
2.8538
2.8537
2.853
2.853
2.8521
2.852
2.8513
2.8493
2.849
2.8481
2.8476

0.0004
6.14E-34
2.25E-18

0.0003

0.0004
7.62E-51

0.0087

0.0044
4.52E-05
8.70E-45

0.0036
2.12E-06

0.0006
3.16E-06
2.75E-07
5.21E-05

0.0008
1.18E-29

0.0001
3.14E-52
1.78E-20
4.59E-08
3.34E-37

0.0032
2.89E-13
9.28E-51
4.12E-21

0.0003

0.0011
7.44E-11

0.0001
2.86E-44
8.53E-16

0.0002
4.81E-33

0.0094
1.46E-26

0.0014
7.17E-31
4.46E-13
1.30E-42

0.0011 FBXO39
2.88E-32 SAT1
2.53E-17 IFT20

0.0009 NINJ2

0.0012 RP11-351124.3
2.45E-48 TMEM208

0.0208 ARHGAP26-AS1

0.0112 SBSPON

0.0002 RPL7P23
1.30E-42 NANS

0.0094 AC061992.2
8.52E-06 RP11-413E6.1

0.0018 RP5-857K21.7
1.24E-05 PF4V1
1.20E-06 AC012146.7

0.0002 RP11-150012.1

0.0024 HAL
3.64E-28 UQCR10

0.0003 OR7E22P
1.21E-49 ATP6V1G1
2.40E-19 B2M
2.17E-07 UFC1
2.28E-35 MEA1

0.0082 PI15
2.14E-12 MCEE
2.89E-48 MRPL27
5.89E-20 SOD1

0.0009 RPL7AP30

0.0031 AGR3
4.52E-10 ARL3

0.0004 RP11-145A3.1
4.08E-42 PFDN1
7.78E-15 RPS13

0.0005 RP11-480I112.2
2.02E-31 MTIF3

0.0224 RP11-734J24.1
3.43E-25 DHRS9

0.004 RP11-404J23.1
2.45E-29 SELK
3.26E-12 CYSTM1
1.57E-40 AIG1

F-box prote protein_co
spermidine protein_co X
intraflagelli protein_co
ninjurin 2 [ protein_co
processed_
transmemtk protein_co
ARHGAP26 antisense
somatome protein_co
ribosomal | processed_
N-acetylnel protein_co
lincRNA
processed_
unprocesse
platelet fac protein_co
processed_
lincRNA
histidine ar protein_co
ubiquinol-c protein_co
olfactory re unprocesse
ATPase, H+ protein_co
beta-2-mic protein_co
ubiquitin-fc protein_co
male-enhal protein_co
peptidase i protein_co
methylmali protein_co
mitochond protein_co
superoxide protein_co
ribosomal | processed_
anterior griprotein_co
ADP-ribosy protein_co
antisense
prefoldin si protein_co
ribosomal | protein_co
processed_
mitochond protein_co
processed_
dehydrogei protein_co
lincRNA
selenoprot protein_co
cysteine-ric protein_co
androgen-i protein_co

17

17
12
11
16

6776223
23783158
28328325

564296
10272052
67227103

1.43E+08

8 73064540

77582376
98056739
78315729
75624686
632757
73853189
5111468
37421341
95972662
29767369
75356516
1.15E+08
44711477
1.61E+08
43012094
74824537
71109684
50367857
31659622
1.13E+08
16859405
1.03E+08
2.26E+08
1.4E+08
17074389
2.03E+08
27435643
34874159
1.69E+08
1.79E+08
53884410
1.4E+08
1.43E+08

6797101
23786226
28335489

663779
10272259
67229278
1.43E+08
73124088
77583122
98083075
78347798
75625153
633438
73854155

5115004
37554183
95996365
29770413
75357503

1.15E+08
44718877
1.61E+08
43013968
74855029
71130239
50373214
31668931
1.13E+08
16881987
1.03E+08
2.26E+08
1.4E+08
17077787
2.03E+08
27450591
34874633
1.69E+08
1.79E+08
53891988
1.4E+08
1.43E+08

1 p13.1
1 p22.11
-1 q11.2
-1 p13.33
-1 p15.4
1922.1
-1 313
-1 q21.11
1 q13.3
1 22.33
1925.3
-1 p12.3
1 p36.33
1 q13.3
1 p13.2
-1 p11.23
-1 ¢23.1
1q12.2
-1 p12.3
1932
1q21.1
1923.3
-1 p21.1
1 921.13
-1 p13.3
-1 q21.33
1 g22.11
-1 ¢25

-1 p21.1
-1 q24.32
1 q42.12
-1 313
-1 p15.1
-1 g32.1
-1 q12.2
1 p12
1g31.1
-1 g34.3
-1 p21.1
1931.3
1 q24.2



ENSG00000171631
ENSG00000249599
ENSG00000161920
ENSG00000143198
ENSG00000166171
ENSG00000253408
ENSG00000188186
ENSG00000250182
ENSG00000126088
ENSG00000196735
ENSG00000247595
ENSG00000177410
ENSG00000237864
ENSG00000241343
ENSG00000164162
ENSG00000143106
ENSG00000261371
ENSG00000118640
ENSG00000176731
ENSG00000161249
ENSG00000180015
ENSG00000240005
ENSG00000047457
ENSG00000170860
ENSG00000225986
ENSG00000272288
ENSG00000235453
ENSG00000120533
ENSG00000244021
ENSG00000224318
ENSG00000205426
ENSG00000231233
ENSG00000130731
ENSG00000271503
ENSG00000101473
ENSG00000126549
ENSG00000163902
ENSG00000272047
ENSG00000169740
ENSG00000170889
ENSG00000130332

1.5098
1.5088
1.5084
1.5077
1.5072
1.5071
1.5067
1.5067
1.5063
1.5061
1.5051
1.5035
1.5035
1.5032
1.5031
1.5028
1.5021
1.5017
1.5017
1.5016
1.5002
1.5001
1.5001
1.5
1.4992
1.499
1.499
1.4985
1.4985
1.4975
1.4972
1.4969
1.4965
1.4966
1.4965
1.4955
1.4955
1.4932
1.4931
1.4925
1.4908

2.8476
2.8457

2.845
2.8435
2.8426
2.8424
2.8416
2.8415
2.8409
2.8404
2.8384
2.8353
2.8352
2.8348
2.8346
2.8338
2.8326
2.8318
2.8318
2.8316
2.8288
2.8287
2.8286
2.8284
2.8269
2.8265
2.8264
2.8254
2.8254
2.8235
2.8228
2.8224
2.8217
2.8217
2.8215
2.8197
2.8195
2.8151
2.8149
2.8137
2.8105

1.14E-06

0.0003
2.06E-17
1.15E-33
6.66E-05

0.0015
7.98E-26
3.64E-09
4.88E-47

0.0007

0.0001
6.00E-32

0.0088
1.37E-06
1.10E-19
2.56E-38
1.80E-06
7.64E-58
1.38E-19
5.05E-11
4.73E-07

0.0003
1.19E-09
2.14E-29

0.0091
6.14E-11
1.40E-16
2.19E-33
8.10E-06

0.0014

0.0005

0.0063
1.51E-29

0.0007
1.37E-45

0.0028
4.61E-46
1.77E-21
2.40E-26
3.54E-14
7.46E-24

4.70E-06 P2RY6
0.0009 BMPR1B-AS1
2.15E-16 MED11
5.13E-32 MGST3
0.0002 DPCD
0.0041 RP11-231D20.2
1.74E-24 LAMTOR4
1.90E-08 EEF1A1P13
9.55E-45 UROD
0.002 HLA-DQA1
0.0004 SPTY2D1-AS1
2.26E-30 ZFAS1
0.0211 LINCO0322
5.58E-06 RPL36A
1.38E-18 ANAPC10
2.00E-36 PSMAS
7.29E-06 PECAM1
4.98E-55 VAMPS8
1.72E-18 C8orf59
3.11E-10 DMKN
2.03E-06 RP11-756P10.3
0.0009 RP11-293A21.1
6.48E-09 CP
6.45E-28 LSM3
0.0217 UBXN10-AS1
3.76E-10 RP11-140K17.3
1.36E-15 TOPORS-AS1
9.62E-32 ENY2
3.03E-05 RP11-50D9.1
0.0039 CHL1-AS2
0.0014 KRT81
0.0154 CCDC147-AS1
4.63E-28 Cl60rf13
0.002 CCL5
2.21E-43 ACOTS8
0.0074 STATH
7.86E-44 RPN1
2.61E-20 GTF2H5
5.48E-25 ZNF32
2.83E-13 RPS9
1.35E-22 LSM7

pyrimidinel protein_co
BMPR1B ar lincRNA
mediator c protein_co
microsoma protein_co
deleted in | protein_co
antisense
late endosc protein_co
eukaryotic processed_
uroporphyt protein_co
major histc protein_co
SPTY2D1 ai processed_
ZNFX1 anti: antisense
long interg lincRNA
ribosomal | protein_co X
anaphase f protein_co
proteasom protein_co
platelet/en protein_co
vesicle-ass(protein_co
chromoson protein_co
dermokine protein_co
processed_
antisense
ceruloplasr protein_co
LSM3 hom« protein_co
UBXN10 an antisense
antisense
TOPORS an antisense
enhancer o protein_co
processed_
CHL1 antise processed_
keratin 81 | protein_co
CCDC147 a antisense
chromoson protein_co
chemokine protein_co
acyl-CoA th protein_co
statherin [¢ protein_co
ribophorin protein_co
general tra protein_co
zinc finger protein_co
ribosomal | protein_co
LSM7 hom« protein_co
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17
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20
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73264505
94743800
4731428
1.66E+08
1.02E+08
42233675
1E+08
14651941
45012147
32628179
18599787
49278178
43322417
1.01E+08
1.45E+08
1.09E+08
64319415
85561562
85214076
35497220
1.89E+08
26859806
1.49E+08
14178358
20184242
34696317
32551144
1.09E+08
1.28E+08
195758
52285913
1.04E+08
634427
35871491
45841721
69995930
1.29E+08
1.58E+08
43643859
54200742
2321517

73298617
94757533
4733610
1.66E+08
1.02E+08
42271197
1E+08
14653329
45015575
32647062
18610255
49295738
43332039
1.01E+08
1.45E+08
1.09E+08
64413776
85582031
85220421
35513658
1.89E+08
26860599
1.49E+08
14201119
20186486
34697470
32567005
1.09E+08
1.28E+08
197341
52291534
1.04E+08
636366
35880793
45857406
70002570
1.29E+08
1.58E+08
43648856
54249003
2328620

1q13.4
-1 223
1 p13.2
1 q24.1
1 q24.32
-1 p11.21
1922.1
-1 p15.2
1 p34.1
1 p21.32
1 p15.1
1 q13.13
-1 q22.3
1922.1
-1 ¢31.21
-1 p13.3
-1 ¢23.3
1 p11.2
-1 q21.2
-1 q13.12
1 g35.2
-1 p15.2
-1 ¢25.1
1 p25.1
-1 p36.12
1 p21.31
1 p21.1
1923.1
-1 g28.1
-1 p26.3
-1 q13.13
-1 ¢25.1
-1 p13.3
-1 q12

-1 q13.12
1 q13.3
-1 213
1g25.3
-1 q11.21
1 q13.42
-1 p13.3



ENSG00000179817
ENSG00000127922
ENSG00000106400
ENSG00000198712
ENSG00000157551
ENSG00000153923
ENSG00000202198
ENSG00000173660
ENSG00000108590
ENSG00000088986
ENSG00000188243
ENSG00000158042
ENSG00000185681
ENSG00000139239
ENSG00000167272
ENSG00000000971
ENSG00000276790
ENSG00000238278
ENSG00000127774
ENSG00000167515
ENSG00000229097
ENSG00000166347
ENSG00000087884
ENSG00000232573
ENSG00000150316
ENSG00000249264
ENSG00000236751
ENSG00000105518
ENSG00000115919
ENSG00000112299
ENSG00000100519
ENSG00000227053
ENSG00000213344
ENSG00000270681
ENSG00000142694
ENSG00000213082
ENSG00000142937
ENSG00000172922
ENSG00000226594
ENSG00000266441
ENSG00000241468

1.4903
1.4903
1.4897
1.4896
1.4891
1.4887
1.4883
1.4876
1.4876
1.4865
1.4864
1.4856
1.4849
1.4846
1.4845
1.4836
1.4836
1.4835

1.483
1.4828
1.4825
1.4822

1.482
1.4801
1.4797
1.4787
1.4786
1.4783
1.4779
1.4772
1.4768
1.4767
1.4764
1.4757
1.4745
1.4738

1.473
1.4716
1.4714
1.4714
1.4712

2.8096
2.8095
2.8083
2.8081
2.8071
2.8064
2.8055
2.8042
2.8042
2.8021
2.8019
2.8003

2.799
2.7984
2.7982
2.7964
2.7964
2.7963
2.7953
2.7949
2.7943
2.7938
2.7934
2.7896
2.7888
2.7869
2.7868
2.7862
2.7853

2.784
2.7832
2.7831
2.7826
2.7812
2.7788
2.7775

2.776
2.7733
2.7728
2.7728
2.7726

0.0074
2.07E-22
6.65E-41
1.06E-28
3.50E-10
6.40E-05

0.0035
2.70E-17
1.96E-12
7.67E-13
6.94E-26
5.26E-30

0.0029
1.95E-05
9.51E-33
2.30E-17

0.0074

0.0104
5.61E-20
2.58E-42

0.0009
2.05E-17
4.04E-17
1.93E-07
2.37E-35
1.69E-06

0.0006
4.71E-19
1.60E-17
3.50E-07
2.88E-35

0.0048

0.0066

0.0049
7.41E-18

0.0014
2.08E-12
1.20E-22

0.0101

0.0107
7.72E-60

0.018 MRGPRX4
3.29E-21 SHFM1
6.94E-39 ZNHIT1
2.98E-27 MT-CO2
2.00E-09 KCNJ15

0.0002 CLCA3P

0.009 RN7SK
2.78E-16 UQCRH
1.35E-11 MED31
5.51E-12 DYNLL1
1.52E-24 COMMD6
1.67E-28 MRPL17

0.0075 MORNS5
7.00E-05 RPL14P1
3.91E-31 POP5
2.39E-16 CFH

0.018 RP11-290H9.5

0.0244 ALG1L6P
7.28E-19 EMC6
3.05E-40 TRAPPC2L

0.0027 CALM2P2
2.14E-16 CYB5A
4.11E-16 AAMDC
8.59E-07 RPL3P4
1.30E-33 CWC15
6.88E-06 EEF1A1P9

0.0017 LINCO1186
5.62E-18 TMEM205
1.69E-16 KYNU
1.52E-06 VNN1
1.55E-33 PSMC6

0.0122 RP11-395B7.4

0.0162 PCNPP3

0.0123 RP11-372K14.2
8.00E-17 EVA1B

0.0038 PPP1R14BP2
1.44E-11 RPS8
1.94E-21 RNASEH2C

0.0237 RP11-550C4.6

0.0252 RP11-9118.3
7.22E-57 ATP5J)2

MAS-relate protein_co
split hand/: protein_co
zinc finger, protein_co
mitochond protein_co MT
potassium protein_co
chloride ch transcribec
RNA, 7SK simisc_RNA
ubiquinol-c protein_co
mediator c protein_co
dynein, ligt protein_co
COMM dor protein_co
mitochond protein_co
MORN rep¢ protein_co
ribosomal | processed_
processing protein_co
complemer protein_co
antisense
asparagine unprocesse
ER membr: protein_co
trafficking | protein_co
calmodulin processed_
cytochrom: protein_co
adipogenes protein_co
ribosomal | processed_
CWC15 spliprotein_co
eukaryotic processed_
long interg lincRNA X
transmemtk protein_co
kynurenina protein_co
vanin 1 [So protein_co
proteasom protein_co
antisense
PEST conta processed_
antisense
eva-1 hom¢protein_co
protein phcprocessed_
ribosomal | protein_co
ribonuclea: protein_co
lincRNA
antisense
ATP syntha protein_co

11

18

18172837
96481626
1.01E+08
7586
38157034
86634273
52995620
46303631
6643315
1.2E+08
75525219
6680782
1.22E+08
62965325
1.21E+08
1.97E+08
47279526
75415070
3668815
88856220
70163685
74250847
77821109
98972879
94962622
1.05E+08
46325924
11342776
1.43E+08
1.33E+08
52707172
1.01E+08
65645992
1.51E+08
36322031
2.08E+08
44775251
65714896
47729827
6728821
99448475

18197348
96709891
1.01E+08
8269
38307357
86655376
52995950
46316776
6651634
1.2E+08
75549439
6683401
1.22E+08
62965969
1.21E+08
1.97E+08
47280047
75422143
3669668
88862686
70164124
74292016
77918432
98973301
94973612
1.05E+08
46327645
11346518
1.43E+08
1.33E+08
52728587
1.01E+08
65646462
1.51E+08
36324154
2.08E+08
44778779
65720947
47740741
6729862
99466331

1 p15.1
-1 q21.3
1922.1
1

1 22.13
1p22.3
1p12.2
1 p33

-1 p13.1
1 g24.31
-1 q22.2
-1 p15.4
1g33.2
1 q14.2
-1 q24.31
1931.3
-1 q21.32
1p12.3
1 p13.2
1q24.3
1922.1
-1 223
1 q14.1
-1 ¢32.2
-1 q21
124

-1 p11.3
-1 p13.2
1q22.2
-1 ¢23.2
1922.1
-1 g22.1
-1 q14.3
1g31.3
-1 p34.3
1g33.3
1 p34.1
-1 q13.1
-1 p12.3
-1 p11.31
-1 g22.1



ENSG00000223722
ENSG00000243147
ENSG00000079459
ENSG00000137752
ENSG00000134056
ENSG00000141741
ENSG00000166136
ENSG00000213246
ENSG00000141552
ENSG00000160180
ENSG00000188010
ENSG00000224543
ENSG00000085871
ENSG00000118939
ENSG00000117448
ENSG00000149273
ENSG00000121073
ENSG00000113734
ENSG00000173077
ENSG00000260809
ENSG00000115514
ENSG00000242147
ENSG00000214194
ENSG00000250328
ENSG00000236028
ENSG00000145194
ENSG00000101084
ENSG00000057149
ENSG00000167862
ENSG00000164978
ENSG00000231437
ENSG00000235065
ENSG00000174444
ENSG00000100219
ENSG00000196531
ENSG00000181610
ENSG00000159377
ENSG00000274423
ENSG00000253414
ENSG00000248712
ENSG00000243829

1.4708
1.4702
1.47
1.4692
1.4689
1.4686
1.4681
1.468
1.468
1.4674
1.4671
1.4669
1.4668
1.4667
1.4664
1.4662
1.4653
1.4649
1.4633
1.4631
1.4628
1.4625
1.4617
1.4614
1.4611
1.461
1.4607
1.4596
1.4593
1.4592
1.4591
1.459
1.4588
1.4585
1.4578
1.4576
1.4573
1.4571
1.4569
1.4563
1.455

2.7718
2.7706
2.7703
2.7686
2.7681
2.7676
2.7667
2.7664
2.7664
2.7653
2.7647
2.7643
2.7642
2.7639
2.7633
2.7629
2.7612
2.7604
2.7574

2.757
2.7565
2.7558
2.7543
2.7537
2.7531

2.753
2.7525
2.7503
2.7498
2.7495
2.7493
2.7492
2.7488
2.7482
2.7469
2.7465
2.7459
2.7456
2.7451

2.744
2.7416

0.009
3.89E-37
4.44E-53
1.78E-48
2.53E-22
7.99E-49
1.31E-25
3.07E-30
1.61E-28

0.0014
0.0004
0.0112
2.58E-15
6.22E-19
5.86E-23
7.01E-16
4.84E-57
5.93E-21
0.0002
0.0015
6.82E-26
5.82E-05
4.59E-25
7.25E-06
5.44E-09
3.48E-14
6.09E-28
7.78E-05
4.05E-19
3.90E-27
0.0065
0.0016
1.24E-15
4.58E-13
2.49E-18
6.27E-39
3.42E-56
0.0025
0.0053
0.0017
2.77E-11

0.0214 RP11-467L13.5
2.64E-35 MRPL33
1.95E-50 FDFT1
4.03E-46 CASP1
3.99E-21 MRPS36
1.91E-46 MIEN1
2.80E-24 NDUFB8
1.00E-28 SUPT4H1
4.48E-27 ANAPC11

0.0037 TFF3

0.0012 MORN2

0.0262 SNRPGP15
2.25E-14 MGST2
7.34E-18 UCHL3
9.74E-22 AKR1A1l
6.44E-15 RPS3
2.97E-54 SLC35B1
8.33E-20 BNIP1

0.0008

0.0041 CTD-2144E22.10

1.50E-24 TXNDC9

0.0002 RP13-463N16.6

9.29E-24 LINCO0998
2.73E-05 MGC32805

2.79E-08 RP11-323C15.2

2.79E-13 ECE2
1.59E-26 C200rf24
0.0003 SERPINB3
4.87E-18 ICT1
9.57E-26 NUDT2
0.016 RP11-88H9.2
0.0045 RPL24P2
1.11E-14 RPL4
3.35E-12 XBP1
2.79E-17 NACA
5.23E-37 MRPS23
1.93E-53 PSMB4
0.0065 SEC22B

0.0132 RP11-150012.6

0.0046 CCDC153
1.74E-10 CTB-33G10.1

01-Dec

processed_
mitochond protein_co
farnesyl-dij protein_co
caspase 1, . protein_co
mitochond protein_co
migration ¢ protein_co
NADH dehy protein_co
suppressor protein_co
anaphase f protein_co
trefoil factc protein_co
MORN rep¢ protein_co
small nucle processed_
microsoma protein_co
ubiquitin ci protein_co
aldo-keto r protein_co
ribosomal | protein_co
solute carriprotein_co
BCL2/aden protein_co
deleted in ¢ protein_co
unprocesse
thioredoxir protein_co
lincRNA
long interg lincRNA
uncharacte antisense
lincRNA
endothelin protein_co
chromoson protein_co
serpin pepi protein_co
immature ¢ protein_co
nudix (nucl protein_co
lincRNA
ribosomal | processed_
ribosomal | protein_co
X-box bindi protein_co
nascent po protein_co
mitochond protein_co
proteasom protein_co
SEC22 vesicunprocesse
sense_intrc
coiled-coil 1 protein_co
processed_

31754720
27771717
11795573
1.05E+08
69217760
39728496
1.01E+08
58345175
81890790
42311667
38875962
14489388
1.4E+08
75549480
45550543
75399486
49700943
1.73E+08
1.15E+08
35090501
99318982
5594991
1.13E+08
1.22E+08
46901143
1.84E+08
36605734
63637719
75012670

9 34329506

1.12E+08
21114723
66498015
28794555
56712428
57834781
1.51E+08
1.49E+08

8 37516410

1.19E+08
49719498

31755121
27988087
11839309
1.05E+08
69230129
39730787
1.01E+08
58353093
81900991
42315651
38929072
14489609
1.4E+08
75606020
45570049
75422280
49709014
1.73E+08
1.15E+08
35104834
99340702
5596118
1.13E+08
1.22E+08
46901726
1.84E+08
36612557
63661963
75021261
34343713
1.12E+08
21115197
66524532
28800597
56731628
57850056
1.51E+08
1.49E+08
37517021
1.19E+08
49720081

1 p11.21
1 p23.2
1p23.1
-1 223
1 q13.2
-1 q12

-1 q24.31
-1 q22
1925.3
-1 q22.3
1p22.1
1 p13.12
1g31.1
1q22.2
1 p34.1
1q13.4
-1 q21.33
1g35.1
1933.1
1 p11.2
-1 q11.2
-1 p15.1
-1 g31.1
-1 g23.2
-1 q13.12
1927.1
1 q11.23
-1 q21.33
1 g25.1
1 p13.3
1 p13.2
1 p11.23
-1 g22.31
-1 q12.1
-1 q13.3
-1 g22
1q21.3
1q21.2
-1 p11.23
-1 ¢23.3
-1 q13.33



ENSG00000147804
ENSG00000102445
ENSG00000134202
ENSG00000104522
ENSG00000237039
ENSG00000136872
ENSG00000267416
ENSG00000126698
ENSG00000236801
ENSG00000257542
ENSG00000007952
ENSG00000132963
ENSG00000171960
ENSG00000233954
ENSG00000228247
ENSG00000157045
ENSG00000224546
ENSG00000105185
ENSG00000169627
ENSG00000117472
ENSG00000143933
ENSG00000183298
ENSG00000083457
ENSG00000277075
ENSG00000162078
ENSG00000259420
ENSG00000223829
ENSG00000273061
ENSG00000244582
ENSG00000094963
ENSG00000231549
ENSG00000224550
ENSG00000162517
ENSG00000090661
ENSG00000122862
ENSG00000178982
ENSG00000111237
ENSG00000248474
ENSG00000275160
ENSG00000128040
ENSG00000181991

1.4546
1.4543
1.4524
1.4523
1.4512

1.451

1.451
1.4499
1.4496
1.4494
1.4485
1.4482

1.448
1.4476
1.4473
1.4469
1.4469
1.4468
1.4465
1.4459
1.4447
1.4443

1.444
1.4424
1.4422
1.4408
1.4402
1.4401
1.4396
1.4392
1.4386
1.4384
1.4361
1.4354
1.4349
1.4338

1.432
1.4316
14311
1.4307
1.4301

2.7409
2.7402
2.7366
2.7365
2.7344

2.734

2.734
2.7319
2.7314

2.731
2.7292
2.7287
2.7284
2.7275
2.7269
2.7262
2.7262
2.7259
2.7255
2.7243

2.722
2.7212
2.7207
2.7178
2.7174
2.7147
2.7136
2.7133
2.7124
2.7118
2.7105
2.7102

2.706
2.7046
2.7037
2.7015
2.6982
2.6975
2.6966
2.6958
2.6946

1.48E-15
0.0059
4.17E-06
3.20E-36
1.10E-15
0.0037
0.0039
4.14E-41
0.0085
0.0045
0.0006
5.74E-39
3.43E-21
0.0001
0.0068
1.41E-26
0.0007
7.73E-31
2.69E-07
7.09E-08
5.20E-25
3.94E-05
8.09E-28
0.0001
3.30E-15
2.32E-05
3.10E-08
0.0001
0.0129
5.51E-07
0.0001
0.0133
2.39E-43
5.02E-09
0.0056
1.94E-16
7.28E-37
0.0023
1.59E-05
0.0125
3.32E-40

1.31E-14 SLC39A4

0.0146 KIAAO0226L
1.62E-05 GSTM3
1.90E-34 TSTA3
9.89E-15 AC018738.2

0.0095 ALDOB

0.01 CTD-2319112.2

4.54E-39 DNAIJC8

0.0203 RPL24P8

0.0114 OR7EA47P

0.0019 NOX1
4.82E-37 POMP
4.96E-20 PPIH

0.0003 UQCRHL

0.0167 UBBP2
3.32E-25 NTAN1

0.0019 EIF4BP3
2.64E-29 PDCD5
1.18E-06 BOLA2B
3.29E-07 TSPAN1
1.05E-23 CALM2

0.0001 RP11-556K13.1
2.09E-26 ITGAE

0.0004 HIST1H2AE
2.86E-14 7ZG16B
8.24E-05 RP11-307C19.2
1.49E-07 AC004870.4

0.0003 CDC37L1-AS1

0.0298 RPL21P120
2.35E-06 FMO2

0.0005 USMG5P1

0.0307 RP11-270C12.3
3.12E-41 PEF1
2.59E-08 CERS4

0.0139 SRGN
1.88E-15 EIF3K
4.72E-35 VPS29

0.0061 CTD-2292M14.1
5.75E-05 RP11-187C18.3

0.0289 SPINK2
3.21E-38 MRPS11

solute carriprotein_co
KIAA0226-| protein_co
glutathione protein_co
tissue spec protein_co
processed_
aldolase B, protein_co
lincRNA
Dnal (Hsp4 protein_co
ribosomal | processed_
olfactory re transcribec
NADPH oxii protein_co X
proteasom protein_co
peptidylprc protein_co
ubiquinol-c protein_co
ubiquitin B processed_
N-terminal protein_co
eukaryotic processed_
programme protein_co
bolA family protein_co
tetraspanir protein_co
calmodulin protein_co
processed_
integrin, al| protein_co
histone clu protein_co
zymogen gl protein_co
lincRNA
processed_
CDC37L1 ailincRNA
ribosomal | processed_
flavin cont: protein_co
USMGS5 pse processed_ X
processed_
penta-EF-h protein_co
ceramide s protein_co
serglycin [S protein_co
eukaryotic protein_co
vacuolar pr protein_co
lincRNA
processed_
serine pept protein_co
mitochond protein_co

8
13
1

N 0

17

1.44E+08
46342000
1.1E+08
1.44E+08
2.31E+08
1.01E+08
60079309
28199456

9 70217195

19
10
19
12

o

15

52079696
1.01E+08
28659104
42658425
15807169
2.18E+08
15037853
96146007
32581068
30192934
46175073
47160082
1.02E+08
3714628
26216975
2830169
77568970
46969702
4676600
21504558
1.71E+08
74173890
1.08E+08
31629862
8206736
69088106
38619082
1.1E+08
74084068
41479960
56809860
88467453

1.44E+08
46438190
1.1E+08
1.44E+08
2.31E+08
1.01E+08
60088695
28233025
70217668
52108261
1.01E+08
28678925
42676758
15809348
2.18E+08
15056079
96147856
32587452
30194306
46185958
47176601
1.02E+08
3801243
26217367
2839585
77608888
47027481
4679502
21505059
1.71E+08
74174066
1.08E+08
31644896
8262421
69104811
38636955
1.11E+08
74103216
41480548
56821742
88480773

-1 q24.3
-1 q14.13
-1 p13.3
-1 q24.3
1937.1
-1 g31.1
1923.1
-1 p35.3
1 ¢21.12
1 q13.13
-1 q22.1
1q12.3
1 p34.2
-1 p36.21
-1 g41

-1 p13.11
1 22.32
1 q13.11
-1 p11.2
1 p34.1
-1 p21

-1 p21.2
-1 p13.2
1p22.2
1p13.3
1q24.3
1p12.3
-1 p24.1
1p11.2
1q24.3
1 q13.2
1 p13.3
-1 p35.2
1 p13.2
1922.1
1 q13.2
-1 q24.11
-1 q13.3
1p11.2
-1 q12
1g25.3



ENSG00000171311
ENSG00000258752
ENSG00000185201
ENSG00000203711
ENSG00000234692
ENSG00000089356
ENSG00000185721
ENSG00000137462
ENSG00000166797
ENSG00000066379
ENSG00000258733
ENSG00000242372
ENSG00000117507
ENSG00000137880
ENSG00000246560
ENSG00000182004
ENSG00000160182
ENSG00000175581
ENSG00000091640
ENSG00000184752
ENSG00000170454
ENSG00000227620
ENSG00000236152
ENSG00000154079
ENSG00000181061
ENSG00000169372
ENSG00000167614
ENSG00000201185
ENSG00000229647
ENSG00000116288
ENSG00000181577
ENSG00000225826
ENSG00000110169
ENSG00000106245
ENSG00000124731
ENSG00000219773
ENSG00000112303
ENSG00000112304
ENSG00000164304
ENSG00000167077
ENSG00000196205

1.43
1.4298
1.4298
1.4295
1.4294
1.4288
1.4283
1.4282

1.428
1.4276
1.4275
1.4273
1.4273
1.4269
1.4268
1.4262
1.4261
1.4256
1.4255
1.4254
1.4253
1.4252
1.4239
1.4236
1.4233
1.4225
1.4224
1.4223
1.4217
1.4214
1.4208
1.4207
1.4205
1.4204
1.4185

1.418
1.4172
1.4167

1.416
1.4159
1.4156

2.6944
2.6942
2.6941
2.6936
2.6934
2.6923
2.6913
2.6911
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chromoson protein_co
cilia and fla protein_co
zinc finger ' protein_co
antisense
long interg lincRNA
mitochond protein_co
lincRNA
adenylosuc protein_co
secretoglot protein_co
antisense
centrin, EF- protein_co X
achaete-sci protein_co
long interg protein_co
processed_
lincRNA
NADH dehy protein_co
chemokine protein_co
endonucle: protein_co
V-set and it protein_co X
fumarylace protein_co
unprocesse
proteasom protein_co
lincRNA
STARD3 N-i protein_co
actin-relate protein_co
M-phase pl protein_co
long interg processed_
homogenti protein_co
thioredoxir processed_
long interg lincRNA
eukaryotic protein_co
nitrilase far protein_co
intraflagelli protein_co
peptidylprc protein_co
chromoson protein_co
killer cell le protein_co
antisense
regulatory protein_co
lincRNA
UTP14, U3 protein_co X
mitochond protein_co

14

12

21
22
11
15

11
20

18
16

15

14

~N

16
10

17

12

11

16

12

12

12

75649791
55519604
42312078
2.32E+08
2.03E+08
25585656
99472415
40346500
62208668
41921417
1.53E+08
8937579
18567347
86884231
56042135
23581002
46407163
1.29E+08
1.08E+08
80152490
97969005
90256495
32996178
38178222
1.7E+08
82147798
59736995
1.21E+08
4572206
52210930
1.08E+08
1E+08
1.19E+08
36854827
5044122
10226058
81378042
1.52E+08
46383679
1.3E+08
44113454

75661189
55545879
42326118
2.32E+08
2.03E+08
25607517
99534015
40369367
62213939
41928883
1.53E+08
8938211
18569563
86884881
56096319
23596356
46412997
1.29E+08
1.08E+08
80186946
97972254
90275429
33044855
38230671
1.7E+08
82170226
59753445
1.21E+08
4572515
52223804
1.08E+08
1E+08
1.19E+08
36875024
5066110
10329600
81472954
1.52E+08
46876159
1.3E+08
44127457

-1 q24.3
1 p16.1
-1 q12

-1 q42.2
1932.1
-1 q21.3
-1 p21.2
1 q13.1
1q12.3
1 q15.1
-1 q28

-1 p15.4
1 p11.23
-1 q14.3
1q21.2
-1 p12.2
1 p21.31
1 g34.11
1q22.3
1 925.1
-1 213
1 g32.11
1 p12

1 p14.1
-1 ¢26.2
-1 ¢23.3
-1 q21.2
-1 q13.33
1 p13.2
1 q13.13
-1 ¢23.1
1q12.2
-1 ¢23.3
-1 p21.2
-1 p13.3
1 p13.2
1 ¢21.31
1q21.3
1 q13.11
1 926.1
-1 p21.1



ENSG00000161057
ENSG00000197646
ENSG00000262902
ENSG00000244380
ENSG00000224843
ENSG00000203724
ENSG00000159063
ENSG00000084072
ENSG00000179085
ENSG00000233785
ENSG00000133321
ENSG00000175121
ENSG00000117862
ENSG00000065427
ENSG00000156508
ENSG00000143612
ENSG00000170315
ENSG00000108298
ENSG00000168685
ENSG00000137947
ENSG00000197620
ENSG00000277748
ENSG00000185306
ENSG00000268001
ENSG00000231123
ENSG00000159199
ENSG00000151093
ENSG00000100129
ENSG00000232537
ENSG00000138663
ENSG00000204711
ENSG00000168060
ENSG00000237651
ENSG00000217648
ENSG00000105171
ENSG00000168421
ENSG00000124688
ENSG00000138772
ENSG00000115944
ENSG00000147586
ENSG00000140365

1.3627
1.3613
1.361
1.3605
1.3604
1.36
1.3591
1.3585
1.3583
1.3581
1.3581
1.3581
1.3566
1.3562
1.3557
1.3555
1.3553
1.3551
1.3549
1.3544
1.3541
1.3538
1.3537
1.3534
1.3534
1.3533
1.3532
1.3529
1.3521
1.352
1.3518
1.3514
1.351
1.3509
1.3507
1.3504
1.3502
1.35
1.3498
1.3497
1.3478

2.5716
2.5692
2.5685
2.5677
2.5676
2.5668
2.5653
2.5642
2.5639
2.5636
2.5635
2.5635
2.5609
2.5602
2.5592
2.5588
2.5586
2.5582
2.5579
2.5569
2.5564
2.5559
2.5557
2.5552
2.5551
2.5549
2.5548
2.5542
2.5528
2.5527
2.5523
2.5515
2.5509
2.5508
2.5504
2.5499
2.5495
2.5492
2.5488
2.5487
2.5453

1.20E-48
0.0002
8.64E-05
0.0026
0.0022
2.95E-12
9.37E-22
1.57E-31
4.21E-17
0.009
2.97E-20
0.0064
7.67E-28
8.74E-34
4.37E-16
1.46E-38
3.83E-21
4.72E-21
0.0016
7.77E-32
6.67E-29
0.0086
0.0087
7.41E-07
0.0184
2.67E-23
5.46E-17
3.34E-13
0.0185
4.41E-34
0.0076
7.28E-07
5.10E-06
2.50E-09
4.74E-35
0.0016
3.50E-22
6.24E-12
1.69E-30
1.13E-15
1.92E-22

2.79E-46 PSMC2
0.0006 PDCD1LG2
0.0003 RP11-750B16.1
0.0068 RP11-24C3.2
0.0059 LINC00240
2.01E-11 Clorf53
1.42E-20 ALG8
5.74E-30 PPIE
4.28E-16 DPM3
0.0214 RP13-314C10.5
3.93E-19 RARRES3
0.0158 WFDC5
1.98E-26 TXNDC12
4.02E-32 KARS
4.10E-15 EEF1A1
1.18E-36 Clorf43
5.49E-20 UBB
6.68E-20 RPL19
0.0043 IL7R
2.90E-30 GTF2B
1.92E-27 CXorf40A
0.0205 AC006262.11
0.0208 C120rf56
3.12E-06 CTC-241F20.3
0.041 SPATA20P1
4.59E-22 ATP5G1
5.51E-16 OXSM
2.47E-12 EIF3L
0.0412 RP11-385M4.1
2.12E-32 COPS4
0.0183 C90rf135
3.07E-06 NAALADL1
1.96E-05 C2orf74
1.33E-08 RP1-95L4.4
2.48E-33 POP4
0.0044 RHOH
5.44E-21 MAD2L1BP
4.13E-11 ANXA3
5.59E-29 COX7A2L
1.01E-14 MRPS28
3.08E-21 COMMD4

proteasom protein_co
programme protein_co
processed_
antisense
long interg lincRNA
chromoson protein_co
ALGS, alphi protein_co
peptidylprc protein_co
dolichyl-ph protein_co
antisense X
retinoic aci protein_co
WAP four-c protein_co
thioredoxir protein_co
lysyl-tRNA : protein_co
eukaryotic protein_co
chromoson protein_co
ubiquitin B protein_co
ribosomal | protein_co
interleukin protein_co
general tra protein_co
chromoson protein_co X
unprocesse
chromoson protein_co
antisense
spermatog processed_
ATP syntha protein_co
3-oxoacyl-£ protein_co
eukaryotic protein_co
lincRNA
COP9 signa protein_co
chromoson protein_co
N-acetylate protein_co
chromoson protein_co
processed_
processing protein_co
ras homolac protein_co
MAD?2L1 bi protein_co
annexin A3 protein_co
cytochrom: protein_co
mitochond protein_co
COMM dor protein_co

7
9
17
3
6
1
11
1
1

11
20
1
16
6
1
17
17

1.03E+08
5510570
53105734
48440352
26956992
1.98E+08
78100936
39692182
1.55E+08
23772992
63536809
45109452
52020131
75627474
73515750
1.54E+08
16380798
39200283
35852695
88852932
1.5E+08
46249394
64264762
48255675
38238227
48892765
25782917
37848868
2.09E+08

4 83034447
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0o NP~ OD

15

69820793
65044818
61145068

1.43E+08
29604017
40191053
43629540
78551519
42333546
79918717
75335891

1.03E+08
5571254
53106358
48446656
27023924
1.98E+08
78139660
39763914
1.55E+08
23782956
63546462
45115172
52056171
75648643
73523797
1.54E+08
16382745
39204727
35879603
88891944
1.5E+08
46250163
64391192
48258199
38238664
48895871
25794534
37889407
2.09E+08
83075818
69906232
65058549
61164829
1.43E+08
29617237
40246967
43640952
78610451
42425088
80030289
75343224

1922.1
1 p24.1
1922

-1 p21.31
1p22.2
1931.3
-1 q14.1
1 p34.2
-1 q22

-1 p22.11
1q12.3
-1 q13.12
-1 p32.3
-1 ¢23.1
-1 q13

-1 213
1 p11.2
1912

1 p13.2
-1 p22.2
1928

-1 q13.32
-1 q14.2
1 q13.33
-1 ¢22.13
1 21.32
1 p24.2
1 q13.1
-1 ¢32.2
1 ¢21.22
1 ¢21.12
-1 q13.1
1 p15

1 q24.2
1912

1 pl4

1 p21.1
1 g21.21
-1 p21

-1 q21.13
1 q24.2



ENSG00000227097
ENSG00000074800
ENSG00000137547
ENSG00000079257
ENSG00000130748
ENSG00000172339
ENSG00000165046
ENSG00000231901
ENSG00000169554
ENSG00000182327
ENSG00000136897
ENSG00000188846
ENSG00000135390
ENSG00000214857
ENSG00000100554
ENSG00000213904
ENSG00000142684
ENSG00000232517
ENSG00000185627
ENSG00000189269
ENSG00000100865
ENSG00000120697
ENSG00000223653
ENSG00000248278
ENSG00000118680
ENSG00000133110
ENSG00000108479
ENSG00000178307
ENSG00000140264
ENSG00000137876
ENSG00000085063
ENSG00000230825
ENSG00000225285
ENSG00000164039
ENSG00000217555
ENSG00000128708
ENSG00000100300
ENSG00000229638
ENSG00000124216
ENSG00000151500
ENSG00000115602

1.3472

1.347
1.3468
1.3461
1.3453
1.3449
1.3448
1.3442
1.3436
1.3433
1.3431
1.3422

1.342
1.3413
1.3411
1.3409
1.3407
1.3398
1.3398
1.3398
1.3386
1.3382
1.3377
1.3376
1.3357
1.3357
1.3353
1.3349
1.3348
1.3348
1.3341
1.3329
1.3325
1.3323

1.332
1.3318
1.3316
1.3315
1.3312
1.3311

1.331

2.5442
2.5438
2.5434
2.5423
2.5408
2.5401
2.54
2.539
2.5379
2.5373
2.537
2.5354
2.535
2.5339
2.5334
2.5332
2.5328
2.5312
2.5311
2.5311
2.529
2.5283
2.5274
2.5272
2.524
2.524
2.5232
2.5227
2.5224
2.5224
2.5213
2.519
2.5185
2.518
2.5175
2.5171
2.5169
2.5166
2.5161
2.516
2.5158

0.0002
3.08E-70
1.13E-23
1.07E-15
7.04E-19
5.32E-26
2.22E-13
4.52E-09

0.0052
1.72E-05
2.63E-28
8.86E-19
6.74E-16

0.0072
2.82E-29
8.08E-07
5.96E-22

0.0177
1.18E-74

0.0192
3.33E-35
5.52E-24

0.0129

0.0099
6.66E-32

0.0007
2.50E-14
1.82E-43
3.56E-28
8.74E-18
2.34E-23

0.0048
3.13E-05
1.59E-30
1.30E-08
9.52E-29
1.05E-30
7.73E-05

0.0034
1.44E-30

0.0019

0.0006 RPS28P7
8.29E-67 ENO1
2.01E-22 MRPL15
9.61E-15 LXN
8.27E-18 TMEM160
1.18E-24 ALG14
1.66E-12 LETM2
2.34E-08 RP11-281A20.1

0.0129 ZEB2
6.22E-05 GLTPD2
7.18E-27 MRPL50
1.03E-17 RPL14
6.20E-15 ATP5G2

0.0175 SHFM1P1
8.39E-28 ATP6V1D
3.40E-06 LIPE-AS1
9.15E-21 ZNF593

0.0397 AC112198.1
5.09E-71 PSMD13

0.0424 DRICH1
1.79E-33 CINP
1.01E-22 ALG5

0.0298 RP11-131123.1

0.0235 SUMO2P17
2.51E-30 MYL12B

0.002 POSTN
2.03E-13 GALK1
2.40E-41 TMEM11
9.63E-27 SERF2
9.39E-17 RSL24D1
4.05E-22 CD59

0.012 AC005532.5

0.0001 RP4-758)18.10
5.28E-29 BDH2
6.46E-08 CKLF
2.70E-27 HAT1
3.53E-29 TSPO

0.0003 RPL4P4

0.0088 SNAI1
4.82E-29 THYN1

0.0052 IL1RL1

ribosomal | processed_
enolase 1, | protein_co
mitochond protein_co
latexin [Sot protein_co
transmemtk protein_co
ALG14, UDI protein_co
leucine zipj protein_co
lincRNA
zinc finger protein_co
glycolipid t protein_co
mitochond protein_co
ribosomal | protein_co
ATP syntha protein_co
split hand/  processed_
ATPase, H+ protein_co
LIPE antisel antisense
zinc finger protein_co
unitary_pse
proteasom protein_co
aspartate-r protein_co
cyclin-depe protein_co
ALGS5, dolic protein_co
antisense
SUMO2 ps¢ transcribec
myosin, ligl protein_co
periostin, c protein_co
galactokinz protein_co
transmemtk protein_co
small EDRK protein_co
ribosomal | protein_co
CD59 mole protein_co
processed_
lincRNA
3-hydroxyk protein_co
chemokine protein_co
histone ace protein_co
translocatc protein_co
ribosomal | processed_
snail family protein_co
thymocyte protein_co
interleukin protein_co

82689559
8861002

8 54135210

1.59E+08
47045907
94974407

8 38386207

16
2
22
3
20
11
2

1.18E+08
1.44E+08
4788959
1.01E+08
40457292
53632726
81892490
67294371
42397128
26169871
54808210
236546
23608452
1.02E+08
36949775
85276715
48874860
3261909
37562583
75751594
21197280
43777087
55180806
33698261
7255154
1430539
1.03E+08
66552563
1.72E+08
43151514
1.85E+08
49982999
1.34E+08
1.02E+08

82689768
8879249
54147901
1.59E+08
47048630
95072945
38409527
1.18E+08
1.45E+08
4790390
1.01E+08
40462370
53677408
81892721
67360265
42652355
26172060
54872551
252984
23632321
1.02E+08
37000261
85448124
48908983
3278284
37598844
75765711
21214624
43802589
55197067
33736445
7277779
1434573
1.03E+08
66566251
1.72E+08
43163242
1.85E+08
49988886
1.34E+08
1.02E+08

1 q14.1
-1 p36.23
1 q11.23
-1 ¢25.32
-1 q13.32
-1 p21.3
1 p11.23
-1 ¢33.1
-1 223
1 p13.2
-1 g31.1
1p22.1
-1 q13.13
1 q14.1
-1 ¢23.3
1 q13.2
1 p36.11
-1 q11.2
1 p15.5
-1 q11.23
-1 ¢32.31
-1 q13.3
1p22.3
-1 q21.32
1 p11.31
-1 q13.3
-1 ¢25.1
-1 p11.2
1 q15.3
-1 213
-1 p13
1p21.3
-1 p36.33
-1 q24
1921
1g31.1
1 q13.2
-1 q27.2
1 q13.13
-1 g25
1q12.1



ENSG00000215006
ENSG00000210049
ENSG00000271737
ENSG00000233476
ENSG00000215417
ENSG00000244094
ENSG00000155542
ENSG00000264660
ENSG00000272146
ENSG00000150456
ENSG00000227063
ENSG00000151917
ENSG00000175324
ENSG00000106367
ENSG00000253426
ENSG00000178096
ENSG00000180817
ENSG00000115233
ENSG00000134697
ENSG00000175471
ENSG00000181929
ENSG00000245910
ENSG00000196636
ENSG00000152082
ENSG00000111229
ENSG00000148950
ENSG00000234648
ENSG00000233912
ENSG00000254473
ENSG00000168032
ENSG00000236939
ENSG00000196951
ENSG00000248752
ENSG00000115268
ENSG00000226781
ENSG00000263450
ENSG00000213178
ENSG00000239246
ENSG00000271850
ENSG00000104691
ENSG00000275496

1.3309
1.3307
1.3298
1.3293
1.3294
1.3286
1.3283
1.3281
1.3276
1.3273
1.3271

1.327
1.3265
1.3264
1.3261
1.3257
1.3252
1.3251
1.3245
1.3245
1.3239
1.3236
1.3236
1.3233
1.3233
1.3233
1.3231
1.3231
1.3224
1.3222
1.3221
1.3221
1.3215
1.3213
1.3211
1.3203
1.3195
1.3194
1.3191
1.3184
1.3182

2.5156
2.5153
2.5136
2.5129
2.5129
2.5117

2.511
2.5107
2.5099
2.5093
2.5089
2.5089

2.508
2.5077
2.5072
2.5066
2.5057
2.5055
2.5045
2.5045
2.5035
2.5028
2.5028
2.5024
2.5023
2.5023

2.502

2.502
2.5009
2.5004
2.5003
2.5002
2.4993

2.499
2.4986
2.4972
2.4958
2.4956

2.495
2.4939
2.4935

0.0041
1.76E-05
0.0057
1.27E-08
0.0119
0.0187
1.22E-10
0.0023
0.012
6.15E-12
4.32E-07
0.0007
2.27E-34
4.66E-29
0.0202
3.09E-14
2.63E-16
8.28E-43
1.85E-38
2.68E-06
1.01E-33
8.81E-17
5.98E-15
1.57E-19
8.53E-42
5.55E-12
0.0065
0.0144
5.19E-09
2.85E-20
0.021
0.0002
0.0182
1.44E-19
0.0034
0.0107
0.0006
0.0147
0.0219
5.07E-18
0.0131

0.0104 CHCHD2P2
6.35E-05 MT-TF
0.0141 CTB-113120.2
6.29E-08 EEF1A1P6
0.0278 MIR17HG
0.0416 SPRR2F
7.24E-10 SETD9S
0.006 RP11-381P6.1
0.0279 RP11-755B10.4
4.07E-11 N6AMT2
1.86E-06 RPL41P1
0.0021 BEND6
1.14E-32 LSM1
1.36E-27 AP1S1
0.0446 RP11-10A14.4
2.49E-13 BOLA1
2.52E-15 PPAl1
1.03E-40 PSMD14
1.45E-36 GNL2
1.06E-05 MCTP1
4.59E-32 PRKAG1
8.78E-16 SNHG6
5.08E-14 ACN9S
1.95E-18 MZT2B
9.66E-40 ARPC3
3.70E-11 IMMP1L
0.0159 AL162151.3
0.0329 AC026202.3
2.67E-08 RP11-522120.3
3.77E-19 ENTPD3
0.0462 BAALC-AS2
0.0006 SCOC-AS1
0.0405 RP11-114J13.1
1.79E-18 RPS15
0.0087 TBCAP1
0.0252 RP11-680N20.1
0.0018 RP11-641D5.1
0.0335 RP11-464D20.2
0.0479 RP11-16D22.2
5.54E-17 UBXNS8
0.0301 CH507-24F1.2

coiled-coil- processed_
mitochond Mt_tRNA MT
lincRNA
eukaryotic processed_
miR-17-92 processed_
small prolir protein_co
SET domair protein_co
antisense
antisense
N-6 adenin protein_co
ribosomal | processed_
BEN domai protein_co
LSM1, U6 s protein_co
adaptor-rel protein_co
lincRNA
bolA family protein_co
pyrophospl protein_co
proteasom protein_co
guanine nu protein_co
multiple C2 protein_co
protein kin protein_co
small nucle processed_
ACN9 homiprotein_co
mitotic spir protein_co
actin relate protein_co
IMP1 inner protein_co
processed_
antisense
antisense
ectonucleo protein_co
BAALC anti antisense
SCOC antisiantisense
lincRNA
ribosomal | protein_co
tubulin folc processed_X
antisense
processed_
processed_
lincRNA
UBX domai protein_co
lincRNA
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69333929
577
1.34E+08
22510616
91347820
1.53E+08
56909260
20963722
57597715
20728731
21755270
56955126
38163321
1.01E+08
9151742
1.5E+08
70202830
1.61E+08
37566816
94703741
49002274
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12
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19

18

17
13
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97116590
1.3E+08
1.1E+08

31432401

98973314

5156905
83707594
40387156
1.03E+08
1.4E+08
1.26E+08
1438358

33041395

32954075

1.69E+08

62516321

34348043

30732247

6228966

69334249
647
1.34E+08
22511999
91354579
1.53E+08
56917348
20980238
57600927
20773958
21755350
57027342
38176730
1.01E+08
9168136
1.5E+08
70233911
1.61E+08
37595935
95284575
49019197
66926398
97181763
1.3E+08
1.1E+08
31509645
98973471
5187329
83713378
40428619
1.03E+08
1.4E+08
1.26E+08
1440494
33041721
32957998
1.69E+08
62516767
34614170
30767006
6267317

1 q13.2
1
1931.1
-1 p15.3
1931.3
-1 q21.3
1q11.2
1p11.2
1 p14.3
-1 q12.11
1 p11.22
1p12.1
-1 p11.23
1922.1
1p23.1
1q21.2
-1 q22.1
1 q24.2
-1 p34.3
-1 q15

-1 q13.12
-1 q13.1
1q21.3
1q21.1
-1 q24.11
-1 p13
1q32.2
-1 p26.1
1 21.32
1p22.1
-1 223
-1 g31.1
-1 ¢23.2
1 p13.3
1 p21.1
1q12.1
-1 ¢26.2
-1 ¢23.2
1 q13.2
1 p12

-1 p12



ENSG00000002330
ENSG00000126749
ENSG00000184220
ENSG00000176340
ENSG00000178381
ENSG00000230107
ENSG00000120820
ENSG00000152422
ENSG00000168288
ENSG00000147041
ENSG00000169689
ENSG00000153347
ENSG00000197448
ENSG00000180822
ENSG00000130176
ENSG00000197149
ENSG00000203761
ENSG00000165916
ENSG00000273149
ENSG00000104529
ENSG00000197728
ENSG00000196419
ENSG00000086065
ENSG00000042980
ENSG00000175449
ENSG00000005075
ENSG00000276170
ENSG00000145982
ENSG00000174748
ENSG00000125848
ENSG00000118849
ENSG00000197982
ENSG00000185834
ENSG00000106355
ENSG00000177700
ENSG00000169084
ENSG00000111906
ENSG00000048162
ENSG00000196793
ENSG00000166959
ENSG00000189316

1.318
1.3176
1.3159
1.3157
1.3156
1.3156

1.315
1.3144
1.3142
1.3141

1.314
1.3139
1.3131
1.3123
1.3121
1.3116
1.3114
1.3113

1.311
1.3104
1.3103
1.3101
1.3098
1.3095
1.3094
1.3094
1.3081

1.308
1.3072
1.3067
1.3061
1.3057
1.3054
1.3046
1.3035

1.303
1.3012
1.3011
1.3008
1.3008
1.3006

2.4932
2.4925
2.4897
2.4892
2.4891
2.4891

2.488

2.487
2.4866
2.4864
2.4862
2.4862
2.4848
2.4834

2.483
2.4822
2.4819
2.4816
2.4811
2.4802
2.4799
2.4796

2.479
2.4786
2.4785
2.4783
2.4762

2.476
2.4747
2.4738
2.4727

2.472
2.4715
2.4701
2.4682
2.4675
2.4643
2.4641
2.4637
2.4636
2.4632

7.47E-16
6.92E-20
3.20E-19
1.73E-26
1.59E-26

0.0027

0.0002
2.16E-17
1.25E-32
1.28E-10
4.71E-17

0.0094
1.08E-20
5.59E-25

0.0025

0.0113

0.0039
3.80E-34
8.06E-09
3.17E-16
7.21E-46
1.52E-31
3.35E-21
1.72E-10
9.91E-06
1.42E-19

0.0005
9.00E-15
2.08E-16
7.12E-05
1.85E-05
6.92E-26

0.0002
1.95E-14
1.50E-38
9.17E-20
3.32E-16
1.18E-33

0.0057

0.0051

0.0223

6.84E-15 BAD
8.91E-19 EMG1
3.88E-18 CMSS1
4.00E-25 COX8A
3.70E-25 ZFAND2A
0.0071 CTA-126B4.7
0.0005 GLT8D2
2.25E-16 XRCC4
5.08E-31 MMADHC
7.58E-10 SYTLS
4.77E-16 STRA13
0.0223 FAM81B
1.48E-19 GSTK1
1.12E-23 PSMG4
0.0065 CNN1

0.0265 RP11-452G18.2

0.01 MSTO2P
1.84E-32 PSMC3
4.07E-08 RP11-290D2.6
3.02E-15 EEF1D
1.21E-43 RPS26
5.55E-30 XRCC6
4.85E-20 CHMPS
1.01E-09 ADAM28
3.67E-05 RFESD
1.77E-18 POLR2J

0.0014 AC124789.1
7.55E-14 FARS2
2.00E-15 RPL15

0.0002 FLRT3
6.66E-05 RARRES1
1.51E-24 Clorf122

0.0007 RPL12P4
1.59E-13 LSM5
1.20E-36 POLR2L
1.17E-18 DHRSX
3.15E-15 HDDC2
5.27E-32 NOP16

0.0141 ZNF239

0.0127 MS4A8

0.0486 RP11-797H7.5

BCL2-assoc protein_co
EMG1 N1-s protein_co
cms1 ribosi protein_co
cytochrom: protein_co
zinc finger, protein_co
lincRNA
glycosyltrai protein_co
X-ray repai protein_co
methylmali protein_co
synaptotag protein_co X
stimulated protein_co
family with protein_co
glutathione protein_co
proteasom protein_co
calponin 1, protein_co
processed_
misato fam unprocesse
proteasom protein_co
antisense
eukaryotic protein_co
ribosomal | protein_co
X-ray repai protein_co
charged mi protein_co
ADAM met protein_co
Rieske (Fe- protein_co
polymerase protein_co
processed_
phenylalan protein_co
ribosomal | protein_co
fibronectin protein_co
retinoic aci protein_co
chromoson protein_co
ribosomal | processed_
LSM5 hom« protein_co
polymerase protein_co
dehydrogei protein_co X
HD domain protein_co
NOP16 nuc protein_co
zinc finger protein_co
membrane protein_co
antisense

64269830
6970893
99817834
63974607
1152071
42438023
1.04E+08
83077498
1.5E+08
38006582
82018702
95391344
1.43E+08
3231403
11538717
17228279
1.56E+08
47418769
45340039
1.44E+08
56041853
41621119
33264879
24294040
95646754
1.02E+08
38450394
5261044
23916545
14322988
1.59E+08
37806979
55074644
32485332
837356
2219516
1.25E+08
1.76E+08
43556344
60699574
64888527

64284704
6976619
1E+08
63976543
1160759
42446195
1.04E+08
83353787
1.5E+08
38128819
82024107
95450454
1.43E+08
3303373
11550323
17229151
1.56E+08
47426473
45341183
1.44E+08
56044675
41664048
33282069
24359018
95684773
1.02E+08
38452444
5771580
23923692
14337616
1.59E+08
37809454
55075140
32495283
842545
2502805
1.25E+08
1.76E+08
43574618
60715811
64890100

-1 q13.1
1 p13.31
1q12.1
1 q13.1

-1 p22.3
1 q13.2

-1 ¢23.3
1 q14.2

-1 ¢23.2
1p1l.4

-1 ¢25.3
1q15
1 q34
1 p25.2
1 p13.2
1 p15.1
1922

-1 p11.2
1 q14.13

-1 q24.3
1 q13.2
1 q13.2
1 p13.3
1p21.2
1q15

-1 221

-1 q12
1 p25.1
1 p24.2

-1 p12.1

-1 ¢25.32
1 p34.3
1 q13.2

-1 p14.3

-1 p15.5

-1 p22.33

-1 g22.31

-1 ¢35.2

-1 q11.21
1q12.2

-1 q11.21



ENSG00000164934
ENSG00000124787
ENSG00000198522
ENSG00000260969
ENSG00000119650
ENSG00000102738
ENSG00000101182
ENSG00000215267
ENSG00000102837
ENSG00000163466
ENSG00000132341
ENSG00000165948
ENSG00000100316
ENSG00000211892
ENSG00000275212
ENSG00000114395
ENSG00000260552
ENSG00000151655
ENSG00000144867
ENSG00000214050
ENSG00000184635
ENSG00000272369
ENSG00000115541
ENSG00000256164
ENSG00000180953
ENSG00000197457
ENSG00000131981
ENSG00000115226
ENSG00000166557
ENSG00000100078
ENSG00000100372
ENSG00000198099
ENSG00000226471
ENSG00000258704
ENSG00000138085
ENSG00000247498
ENSG00000167088
ENSG00000106268
ENSG00000228305
ENSG00000165233
ENSG00000135047

1.2999
1.2997
1.2996
1.2984
1.2979
1.2975
1.2971
1.2967
1.296
1.2959
1.2958
1.2938
1.2935
1.2934
1.2929
1.2928
1.2906
1.2905
1.2904
1.2904
1.2902
1.29
1.2898
1.2892
1.2889
1.2887
1.2886
1.2877
1.2877
1.2871
1.2869
1.2868
1.2866
1.2863
1.2858
1.2854
1.2845
1.2836
1.2836
1.2836
1.2834

2.4621
2.4618
2.4616
2.4596
2.4587
2.458
2.4574
2.4566
2.4554
2.4552
2.4551
2.4517
2.4512
2.4511
2.4503
2.45
2.4463
2.4462
2.446
2.446
2.4456
2.4452
2.445
2.444
2.4433
2.4432
2.4429
2.4415
2.4413
2.4404
2.44
2.4399
2.4395
2.439
2.4382
2.4374
2.436
2.4345
2.4345
2.4344
2.4342

4.71E-35
2.90E-09
1.47E-31
0.0228
4.97E-06
1.72E-06
9.94E-40
0.0001
0.0208
2.76E-34
6.96E-45
1.58E-19
1.07E-15
0.0197
0.0223
1.14E-25
0.0005
0.0181
2.31E-36
1.24E-07
0.0003
0.0017
9.66E-17
0.0094
3.99E-06
4.05E-15
4.61E-10
0.0003
2.09E-23
0.0023
6.54E-27
0.0171
0.0001
0.0005
2.42E-29
6.20E-05
3.52E-24
7.75E-08
0.0017
1.15E-23
8.73E-20

2.47E-33 DCAF13
1.53E-08 RPP40
5.42E-30 GPN1
0.0496 RP11-190D6.2
1.91E-05 IFT43
6.99E-06 MRPS31
8.98E-38 PSMA7
0.0005 AKR1C7P
0.0458 OLFM4
1.37E-32 ARPC2
1.05E-42 RAN
1.96E-18 IFI27L1
9.65E-15 RPL3
0.0435 IGHG4
0.0487 RP3-446N13.5
2.45E-24 CYB561D2
0.0015 RP11-49111.1
0.0403 ITIH2
1.40E-34 SRPRB
5.64E-07 FBXO16
0.0008 ZNF93
0.0046 RP11-446N19.1
9.55E-16 HSPE1
0.0224 CCND2-AS1
1.55E-05 ST20
3.48E-14 STMN3
2.60E-09 LGALS3
0.0009 FNDC4
3.64E-22 TMED3
0.0062 PLA2G3
1.58E-25 SLC25A17
0.0384 ADH4
0.0004 CTA-292E10.6
0.0016 SRP54-AS1
7.24E-28 ATRAID
0.0002 RP11-392P7.6
6.56E-23 SNRPD1
3.59E-07 NUDT1
0.0046 AC016734.2
2.03E-22 C90rf89
1.12E-18 CTSL

DDB1 and ( protein_co
ribonuclea: protein_co
GPN-loop C protein_co
antisense
intraflagelli protein_co
mitochond protein_co
proteasom protein_co
aldo-keto r transcribec
olfactomec protein_co
actin relate protein_co
RAN, meml| protein_co
interferon, protein_co
ribosomal | protein_co
immunoglcIG_C_gene
lincRNA
cytochrom: protein_co
antisense
inter-alpha protein_co
signal recoy protein_co
F-box prote protein_co
zinc finger protein_co
lincRNA
heat shock protein_co
CCND2 ant antisense
suppressor protein_co
stathmin-lil protein_co
lectin, galai protein_co
fibronectin protein_co
transmemtk protein_co
phospholip protein_co
solute carriprotein_co
alcohol det protein_co
antisense
SRP54 anti¢«processed_
all-trans re protein_co
antisense
small nucle protein_co
nudix (nucl protein_co
processed_
chromoson protein_co
cathepsin L protein_co

8
6
2
16
14
13
20
10
13
2
12
14
22
14
12
3
18
10
3

1.03E+08
4994732
27628247
78237362
75902136
40729135
62136735
5275173
53028759
2.18E+08
1.31E+08
94081282
39312882
1.06E+08
1.26E+08
50350695
36179996
7703269
1.34E+08

8 28348287

19
12

2
12
15
20
14

2
15
22
22

4
22
14

2
12
18

O O N

19900913
46537502

1.97E+08

4248765
79898840
63639705
55124110
27491883
79311062
31134809
40769630
99123657
28800683
34920858
27212027
12927726
21612267

2242222
63622178
93096218
87725519

1.03E+08

5004063
27651508
78241218
76084585
40771173
62143440

5288470
53052057

2.18E+08

1.31E+08
94103846
39320389

1.06E+08

1.26E+08
50358460
36187448

7749520

1.34E+08
28490318
19935575
46652550

1.98E+08

4276184
79923702
63653427
55145413
27495245
79427432
31140607
40819399
99157792
28848559
34982532
27217178
12984645
21630456

2251146
63622831
93113283
87731393

1q22.3
-1 p25.1
1p23.3
-1 ¢23.1
1q24.3
-1 q14.11
-1 q13.33
-1 p15.1
1 q14.3
1935

1 g24.33
1 32.12
-1 q13.1
-1 ¢32.33
1 q24.32
1 p21.31
-1 q12.2
1 pl4
1922.1
-1 p21.1
1 p12

1 q13.11
1933.1
-1 p13.32
-1 ¢25.1
-1 q13.33
1q22.3
-1 p23.3
1 g25.1
-1 q12.2
-1 q13.2
-1 g23
1q12.1
-1 q13.2
1p23.3
1 p13.1
1q11.2
1p22.3
-1 p15

1 ¢22.31
1 21.33



ENSG00000106366
ENSG00000126860
ENSG00000235978
ENSG00000146007
ENSG00000168002
ENSG00000204257
ENSG00000145354
ENSG00000220937
ENSG00000116711
ENSG00000147889
ENSG00000115216
ENSG00000166035
ENSG00000240972
ENSG00000104979
ENSG00000138433
ENSG00000143183
ENSG00000065325
ENSG00000130724
ENSG00000224261
ENSG00000130520
ENSG00000168589
ENSG00000047621
ENSG00000137975
ENSG00000117118
ENSG00000258414
ENSG00000104671
ENSG00000172551
ENSG00000119915
ENSG00000123405
ENSG00000148444
ENSG00000163938
ENSG00000134242
ENSG00000014641
ENSG00000196188
ENSG00000067334
ENSG00000123892
ENSG00000163832
ENSG00000134827
ENSG00000227765
ENSG00000144820
ENSG00000255501

1.2832
1.2832
1.2822

1.282
1.2814
1.2814
1.2798
1.2797
1.2794

1.279
1.2783
1.2782
1.2782
1.2781
1.2778
1.2773
1.2772

1.277
1.2765
1.2763
1.2758
1.2757
1.2754
1.2749
1.2744
1.2744
1.2737
1.2735
1.2732

1.273
1.2728
1.2727
1.2726
1.2726
1.2721
1.2719
1.2716
1.2716
1.2715
1.2714
1.2712

2.4337
2.4337
2.4321
2.4317
2.4308
2.4307

2.428
2.4279
2.4273
2.4267
2.4255
2.4254
2.4253
2.4252
2.4247
2.4238
2.4237
2.4233
2.4226
24221
2.4213
2.4212
2.4206
2.4199

2.419
2.4189
2.4178
2.4175

2.417
2.4166
2.4164
2.4161

2.416
2.4159
2.4152
2.4149
2.4143
2.4142
2.4141

2.414
2.4137

0.0018
0.0176
0.0003
1.92E-24
1.54E-32
1.51E-13
2.88E-25
0.0019
9.33E-19
2.38E-08
4.14E-58
0.0116
1.47E-23
5.39E-55
1.34E-15
3.37E-32
0.0226
1.78E-25
0.0143
1.93E-19
0.0133
4.06E-32
4.57E-11
6.44E-34
0.0098
1.29E-19
0.007
0.0095
0.0025
4.06E-19
3.56E-30
0.0201
1.24E-24
0.0007
4.11E-28
1.97E-05
2.86E-28
0.0002
0.0167
0.0165
0.0121

0.0048 SERPINE1
0.0394 EVI2A
0.0009 AC018816.3
3.64E-23 ZMAT2
6.15E-31 POLR2G
1.15E-12 HLA-DMA
5.97E-24 CISD2
0.0051 HNRNPA1P41
1.08E-17 PLA2G4A
1.15E-07 CDKN2A
2.87E-55 NRBP1
0.027 LIPC
2.60E-22 MIF
2.83E-52 C190rf53
1.19E-14 CIR1
1.31E-30 TMCO1
0.0494 GLP2R
3.75E-24 CHMP2A
0.0326 RP11-179G5.1
2.38E-18 LSM4
0.0306 DYNLRB2
1.57E-30 C12orf4
2.82E-10 CLCA2
3.00E-32 SDHB
0.0232 RP11-35609.1
1.61E-18 DCTN6
0.0171 MUCL1
0.0226 ELOVL3
0.0065 NFE2
4.88E-18 COMMD3
1.15E-28 GNL3
0.0443 PTPN22
2.40E-23 MDH1
0.0019 CTSE
1.10E-26 DNTTIP2
7.05E-05 RAB38
7.79E-27 ELP6
0.0006 TCN1

0.0376 RP11-162012.2

0.0373 GPR128
0.028 CARD18

serpin pepi protein_co
ecotropic v protein_co
antisense
zinc finger, protein_co
polymerase protein_co
major histc protein_co
CDGSH iror protein_co

heterogene processed_

phospholip protein_co
cyclin-depe protein_co
nuclear rec protein_co
lipase, hepi protein_co
macrophag protein_co
chromoson protein_co
corepresso protein_co
transmemtk protein_co
glucagon-li protein_co
charged mi protein_co

processed_

LSM4 hom« protein_co
dynein, ligt protein_co
chromoson protein_co
chloride ch protein_co
succinate d protein_co
lincRNA
dynactin 6 protein_co
mucin-like protein_co
ELOVL fatty protein_co
nuclear fac protein_co
COMM dor protein_co
guanine nu protein_co
protein tyri protein_co
malate deh protein_co
cathepsin E protein_co
deoxynucle protein_co
RAB38, me protein_co
elongator ¢ protein_co
transcobal: protein_co

processed_

G protein-c protein_co
caspase recprotein_co

7 1.01E+08
17 31317560
3 4814294
1.41E+08
11 62761544
32948613
1.03E+08
4944670
1.87E+08
21967753
27427790
15 58410569
22 23894004
19 13774168
2 1.74E+08
1 1.66E+08
17 9822206
19 58551566
1 1.6E+08
19 18306230
16 80540734
12 4487728
1 86424086
1 17018722
14 37564047
8 30156297
12 54830519
10 1.02E+08
12 54292111
10 22315974
52681156
1.14E+08
63588609
2.06E+08
93866283
11 88113242
3 47495640
11 59852800
4 1.84E+08
3 1.01E+08
11 1.05E+08

(€]

N O, O P~

R RN R W

1.01E+08
31321884
4887293
1.41E+08
62766710
32969094
1.03E+08
4945902
1.87E+08
21995301
27442259
58569843
23895227
13778462
1.74E+08
1.66E+08
9892102
58555124
1.6E+08
18323274
80550760
4538508
86456558
17054170
37579125
30183640
54858393
1.02E+08
54301121
22320308
52694492
1.14E+08
63607197
2.06E+08
93879918
88175467
47513761
59866575
1.84E+08
1.01E+08
1.05E+08

1922.1
-1 q11.2
-1 p26.1
1931.3
1q12.3
-1 p21.32
124

-1 p24.1
1931.1
-1 p21.3
1p23.3
1921.3
1 q11.23
1 p13.13
-1 311
-1 q24.1
1 p13.1
-1 q13.43
-1 g23.2
-1 p13.11
1923.2
-1 p13.32
1p22.3
-1 p36.13
1q21.1
1 p12

1 q13.2
1 q24.32
-1 q13.13
1p12.2
1 p21.1
-1 p13.2
1 p15

-1 g32.1
-1 p22.1
-1 q14.2
-1 p21.31
-1 q12.1
-1 ¢35.1
1q12.2
-1 223



ENSG00000103121
ENSG00000259459
ENSG00000143771
ENSG00000231205
ENSG00000176907
ENSG00000128581
ENSG00000213619
ENSG00000137818
ENSG00000230533
ENSG00000154582
ENSG00000114023
ENSG00000169230
ENSG00000279754
ENSG00000170296
ENSG00000234171
ENSG00000078596
ENSG00000033011
ENSG00000238113
ENSG00000008018
ENSG00000241506
ENSG00000113387
ENSG00000116120
ENSG00000187049
ENSG00000184305
ENSG00000100804
ENSG00000171155
ENSG00000165283
ENSG00000138777
ENSG00000111481
ENSG00000109511
ENSG00000243543
ENSG00000255282
ENSG00000230989
ENSG00000265354
ENSG00000241794
ENSG00000162813
ENSG00000137745
ENSG00000086205
ENSG00000096080
ENSG00000229644
ENSG00000260115

1.2709
1.2704
1.2703
1.2702
1.2698
1.2698
1.2693
1.269
1.268
1.2675
1.2671
1.2665
1.2663
1.2659
1.2645
1.2641
1.2639
1.2634
1.2631
1.2624
1.2617
1.26
1.26
1.2593
1.2585
1.2583
1.2572
1.2568
1.2565
1.2565
1.2564
1.2558
1.2556
1.2555
1.2551
1.255
1.2548
1.2534
1.2523
1.2523
1.2523

2.4132
2.4122
2.4121

2.412
2.4114
2.4112
2.4104
2.4099
2.4083
2.4075
2.4068
2.4057
2.4054
2.4048
2.4025
2.4017
2.4014
2.4005
2.4001
2.3989
2.3978

2.395
2.3949
2.3939
2.3925
2.3921
2.3904
2.3896
2.3892
2.3891
2.3889
2.3881
2.3877
2.3875
2.3868
2.3867
2.3863
2.3841
2.3822
2.3822
2.3822

5.34E-20
0.0103
2.57E-22
0.0052
0.0081
0.0004
5.78E-17
9.66E-17
0.014
4.88E-20
3.72E-14
9.34E-40
0.0144
1.53E-24
6.30E-11
0.0164
4.33E-28
0.003
3.31E-38
0.002
1.57E-21
4.95E-17
3.11E-13
5.69E-06
1.51E-40
2.29E-20
1.36E-18
2.64E-27
3.54E-30
4.72E-06
0.008
0.0032
3.98E-19
7.08E-38
0.0037
1.95E-22
0.0019
0.0006
9.38E-21
3.73E-13
0.0125

6.95E-19 CMC2
0.0243 RP11-321G12.1
4.04E-21 CNIH4
0.0131 ZNF826P
0.0195 C8orf4
0.0013 IFT22
5.81E-16 NDUFS3
9.55E-16 RPLP1
0.032 RP11-95M15.1
6.36E-19 TCEB1
2.97E-13 FAM162A
8.47E-38 PRELID1
0.0329 RP11-309J13.1
2.94E-23 GABARAP
3.85E-10 RNASEH1-AS1
0.037 ITM2A
1.15E-26 ALG1
0.0078 LINCO1410
2.55E-36 PSMB1
0.0055 PSMC1P1
2.33E-20 SuUB1
5.01E-16 FARSB
2.30E-12 TMEM216
2.17E-05 CCSER1
1.51E-38 PSMB5
3.06E-19 C1GALT1C1
1.56E-17 STOML2
6.58E-26 PPA2
1.14E-28 COPZ1
1.82E-05 ANXA10
0.0194 WFDC6
0.0083 WTAPP1
4.79E-18 HSBP1
5.27E-36 TIMM23
0.0096 SPRR2A
3.11E-21 BPNT1
0.0052 MMP13
0.0018 FOLH1
1.30E-19 MRPS18A
2.74E-12 NAMPTP1
0.029 CTC-420A11.2

C-x(9)-C mcprotein_co
lincRNA
cornichon { protein_co
zinc finger transcribec
chromoson protein_co
intraflagelli protein_co
NADH dehy protein_co
ribosomal | protein_co
lincRNA
transcriptic protein_co
family with protein_co
PRELI dom: protein_co
TEC
GABA(A) re protein_co
RNASEH1 a antisense
integral me protein_co X
ALG1, chitc protein_co
long interg lincRNA
proteasom protein_co
proteasom processed_
SUB1 homc protein_co
phenylalan protein_co
transmemtk protein_co
coiled-coil : protein_co
proteasom protein_co
C1GALT1-s| protein_co X
stomatin (E protein_co
pyrophospl protein_co
coatomer  protein_co
annexin Al protein_co
WAP four-c protein_co
Wilms tum transcribec
heat shock protein_co
translocase protein_co
small prolir protein_co
3'(2'), 5'-bi¢ protein_co
matrix met protein_co
folate hydr protein_co
mitochond protein_co
nicotinamic processed_
antisense

16
15

19

11
15

80966448
63390136
2.24E+08
20340269
40153455
1.01E+08
47565336
69452784
1.38E+08

8 73939169

w

13
17

16

N U1 w o O

11

14

12

20
11
16
10

11
11

16

1.22E+08
1.77E+08
73399031
7240014
3558492
79360384
5033702
62801461
1.71E+08
68635705
32531633
2.23E+08
61391687
90127535
23016543
1.21E+08
35099776
1.05E+08
54301202
1.68E+08
45534196
1.03E+08
83807843
45972449
1.53E+08
2.2E+08
1.03E+08
49146635
43671303
36521721
61918321

81020270
63438320
2.24E+08
20424969
40155308
1.01E+08
47584562
69456194
1.38E+08
73972287
1.22E+08
1.77E+08
73399205
7242770
3561745
79367667
5087379
62813486
1.71E+08
68637024
32604079
2.23E+08
61398863
91601913
23035230
1.21E+08
35103195
1.05E+08
54351849
1.68E+08
45539495
1.03E+08
83819737
46003734
1.53E+08
2.2E+08
1.03E+08
49208670
43687791
36524234
61940697

-1 ¢23.2
1q22.2
1 g42.11

-1 p12
1 p11.21

-1 g22.1
1p11.2
1923
1923.3

-1 q21.11
1q21.1
1g35.3
1922.1

-1 p13.1
1 p25.3

-1 q21.1
1 p13.3
1913

-1 q27
1 p14.1
1 p13.3

-1 ¢36.1
1q12.2
1922.1

-1 q11.2

-1 q24

-1 p13.3

-1 q24
1 q13.13
19323

-1 q13.12
1q22.2
1g23.3
1 q11.22

-1 213

-1 g41

-1 q22.2

-1 p11.12

-1 p21.1

-1 p11.21
1921



ENSG00000140395
ENSG00000165264
ENSG00000136247
ENSG00000124570
ENSG00000143578
ENSG00000262454
ENSG00000144895
ENSG00000115539
ENSG00000001626
ENSG00000180581
ENSG00000160345
ENSG00000111907
ENSG00000197903
ENSG00000271924
ENSG00000239797
ENSG00000143553
ENSG00000242575
ENSG00000205622
ENSG00000132823
ENSG00000240036
ENSG00000112110
ENSG00000134248
ENSG00000155366
ENSG00000254999
ENSG00000143314
ENSG00000093134
ENSG00000243678
ENSG00000169189
ENSG00000248243
ENSG00000122873
ENSG00000197647
ENSG00000163444
ENSG00000185880
ENSG00000234825
ENSG00000027697
ENSG00000125454
ENSG00000143549
ENSG00000139684
ENSG00000214784
ENSG00000140319
ENSG00000168291

1.2522
1.2522
1.2517
1.2512
1.2501
1.2496
1.2496
1.2492
1.2487
1.2486
1.2486
1.2484
1.2482
1.2479
1.2471
1.2468
1.2462
1.2461
1.2456
1.2449
1.2446
1.2444

1.244
1.2435
1.2433
1.2432
1.2429
1.2427
1.2424
1.2422

1.242
1.2417

1.241
1.2406
1.2403
1.2401
1.2401
1.2399
1.2398
1.2398
1.2398

2.382
2.382
2.3812
2.3805
2.3785
2.3778
2.3777
2.377
2.3762
2.376
2.376
2.3758
2.3755
2.375
2.3737
2.3731
2.3721
2.3719
2.3712
2.37
2.3696
2.3692
2.3685
2.3678
2.3675
2.3673
2.3667
2.3665
2.3659
2.3656
2.3652
2.3648
2.3636
2.3629
2.3625
2.3622
2.3621
2.3618
2.3617
2.3616
2.3616

4.03E-23
2.65E-22
1.28E-18
1.47E-27
2.99E-07

0.0191
1.28E-21
7.52E-30
7.54E-09

0.0001

0.0112
1.05E-10
3.31E-20

0.0206

0.0167
2.45E-28

0.0215

0.0166
7.15E-21

0.0112
5.92E-21
2.94E-32
3.46E-17
1.14E-45
4.28E-25

0.0002
5.08E-13
1.49E-19

0.0016
1.28E-20
5.82E-19
1.46E-21
1.31E-34

0.0084
2.41E-08
1.62E-10
5.47E-62
8.35E-30

0.0017
1.01E-50
2.50E-27

6.79E-22 WDR61
4.17E-21 NDUFB6
1.47E-17 ZDHHC4
3.73E-26 SERPINB6
1.31E-06 CREB3L4
0.0424 RP11-65J21.3
1.92E-20 EIF2A
2.35E-28 PDCL3
3.82E-08 CFTR
0.0003 SRP9P1
0.0261 C9orf116
6.30E-10 TPD52L1
4.37E-19 HIST1H2BK
0.0454 5S_rRNA
0.0376 RPL21P39
6.74E-27 SNAPIN
0.047 AC012501.3
0.0374 AF064858.6
9.97E-20 OSER1
0.0263 RP11-587D21.1
8.33E-20 MRPL18
1.15E-30 LAMTORS
3.54E-16 RHOC
1.87E-43 BRK1
8.69E-24 MRPL24
0.0008 VNN3
3.70E-12 NME1-NME2
1.85E-18 NSMCE1
0.0044 RP11-93K22.13
1.75E-19 CISD1
6.90E-18 ZNF433
2.17E-20 TMEM183A
6.76E-33 TRIM69
0.0202 XRCC6P2
1.17E-07 IFNGR1
9.54E-10 SLC25A19
8.40E-59 TPM3
2.60E-28 ESD
0.0046 AC010468.1
3.09E-48 SRP14
6.24E-26 PDHB

WD repeat protein_co
NADH dehy protein_co
zinc finger, protein_co
serpin pepi protein_co
cAMP respi protein_co
lincRNA
eukaryotic protein_co
phosducin- protein_co
cystic fibro. protein_co
signal recoy processed_
chromoson protein_co
tumor prot protein_co
histone clu protein_co
5S ribosom rRNA
ribosomal | processed_
SNAP-asso« protein_co
transcribed
lincRNA
oxidative si protein_co
processed_
mitochond protein_co
late endosc protein_co
ras homolac protein_co
BRICK1, SC, protein_co
mitochond protein_co
vanin 3 [So protein_co
NME1-NMI protein_co
non-SMC e protein_co
lincRNA
CDGSH iror protein_co
zinc finger protein_co
transmemtk protein_co
tripartite r protein_co
X-ray repai processed_X
interferon {protein_co
solute carriprotein_co
tropomyos protein_co
esterase D protein_co
processed_
signal recoy protein_co
pyruvate di protein_co
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o

()]

DR WErR PO

17
16

10
19

15

17

13

15

78277835
32552999
6577434
2948159
1.54E+08
14302288
1.51E+08
1.01E+08
1.17E+08
91807179
1.35E+08
1.25E+08
27146418
1.61E+08
1.46E+08
1.54E+08
1.53E+08
38877291
44196496
27581680
1.6E+08
1.1E+08
1.13E+08
10115592
1.57E+08
1.33E+08
51165435
27224991
1.3E+08
58269058
12014732
2.03E+08
44728988
1.5E+08
1.37E+08
75272981
1.54E+08
46771256
1.11E+08
40035739
58427630

78299794
32573184
6589374
2972165
1.54E+08
14326353
1.51E+08
1.01E+08
1.18E+08
91807439
1.36E+08
1.25E+08
27146798
1.61E+08
1.46E+08
1.54E+08
1.53E+08
38956467
44210791
27582055
1.6E+08
1.1E+08
1.13E+08
10127190
1.57E+08
1.33E+08
51171747
27268794
1.3E+08
58289586
12035741
2.03E+08
44767829
1.5E+08
1.37E+08
75289510
1.54E+08
46797232
1.11E+08
40039188
58433857

-1 ¢25.1
-1 p21.1
1p22.1
-1 p25.2
1q21.3
1 p13.12
1 g25.1
1q11.2
1g31.2
-1 ¢23.32
-1 g34.3
1 g22.31
-1 p22.1
1 q24.2
-1 q24
1q21.3
-1 ¢23.3
-1 q22.2
-1 q13.12
1 p14.1
1925.3
-1 p13.3
-1 p13.2
1 p25.3
-1 ¢23.1
-1 ¢23.2
1 ¢21.33
-1 p12.1
-1 221
1q21.1
-1 p13.2
1932.1
1q21.1
-1 q28

-1 ¢23.3
-1 ¢25.1
-1 213
-1 q14.2
-1 g22.1
-1 q15.1
-1 p14.3



ENSG00000143653
ENSG00000231767
ENSG00000204438
ENSG00000204556
ENSG00000180964
ENSG00000116209
ENSG00000174886
ENSG00000173418
ENSG00000198356
ENSG00000163923
ENSG00000032389
ENSG00000156973
ENSG00000100336
ENSG00000182118
ENSG00000231890
ENSG00000175611
ENSG00000272138
ENSG00000188690
ENSG00000230037
ENSG00000246705
ENSG00000159479
ENSG00000213025
ENSG00000081870
ENSG00000105246
ENSG00000179967
ENSG00000164032
ENSG00000234741
ENSG00000127125
ENSG00000197956
ENSG00000106605
ENSG00000162595
ENSG00000075188
ENSG00000160688
ENSG00000115138
ENSG00000262919
ENSG00000168491
ENSG00000109016
ENSG00000178776
ENSG00000113643
ENSG00000256211
ENSG00000011422

1.2396
1.2391
1.2389
1.2379
1.2378
1.2375
1.2363
1.2363
1.2356
1.2353
1.2349
1.2345
1.2343
1.2341
1.2339
1.2334
1.233
1.2327
1.2327
1.2326
1.2325
1.2319
1.2316
1.2316
1.2315
1.2315
1.2315
1.2314
1.2314
1.2309
1.2304
1.23
1.2297
1.2291
1.2289
1.2286
1.2278
1.227
1.2268
1.2268
1.2264

2.3613
2.3605
2.3601
2.3586
2.3584
2.3579
2.3559
2.3559
2.3548
2.3543
2.3536
2.3531
2.3526
2.3523
2.352
2.3512
2.3506
2.3501
2.35
2.3499
2.3498
2.3487
2.3483
2.3483
2.3482
2.3481
2.348
2.3479
2.3479
2.3472
2.3462
2.3457
2.3452
2.3443
2.3439
2.3434
2.3421
2.3408
2.3405
2.3405
2.3398

3.73E-24
0.0129
1.82E-15
0.002
4.33E-17
6.94E-28
2.91E-23
1.49E-18
2.15E-51
2.54E-05
1.20E-14
1.27E-27
7.72E-05
0.0006
0.0007
3.86E-08
0.0104
4.62E-37
0.0011
5.51E-20
3.04E-24
1.15E-06
3.12E-07
0.0049
3.85E-09
6.69E-18
2.39E-10
5.03E-24
2.90E-12
8.93E-37
0.0092
8.02E-16
8.56E-35
0.0205
1.30E-25
0.0009
1.90E-23
0.0159
2.74E-51
6.42E-07
2.85E-08

6.93E-23 SCCPDH
0.0296 MIR4426
1.61E-14 GPANK1
0.0053 CTD-2514C3.1
4.40E-16 TCEAL8
1.80E-26 TMEM59
4.97E-22 NDUFA11
1.70E-17 NAA20
7.45E-49 ASNA1
8.99E-05 RPL39L
9.98E-14 TSSC1
3.24E-26 PDE6D
0.0003 APOL4
0.0016 FAM89A
0.002 DARS-AS1
1.84E-07 LINC00476
0.0245 RP11-27N21.3
3.11E-35 UROS
0.0032 UBBP1
7.16E-19 H2AF)
5.70E-23 MED8
4.74E-06 COX20P1
1.36E-06 HSPB11
0.0123 EBI3
2.01E-08 PPP1R14BP3
7.24E-17 H2AFZ
1.38E-09 GAS5
9.28E-23 PPCS
1.97E-11 S100A6
5.73E-35 BLVRA
0.022 DIRAS3
7.33E-15 NUP37
4.44E-33 FLAD1
0.0452 POMC
2.77E-24 FAM58A
0.0024 CCDC110
3.31E-22 DHRS7B
0.0359 C5orfd6
9.34E-49 RARS

2.72E-06 RP11-1018J11.1

1.37E-07 PLAUR

saccharopil protein_co
microRNA « processed_
G patch do protein_co
unprocesse
transcriptic protein_co X
transmemtk protein_co
NADH dehy protein_co
N(alpha)-ac protein_co
arsA arseni protein_co
ribosomal | protein_co
tumor supg protein_co
phosphodit protein_co
apolipopro protein_co
family with protein_co
DARS antis antisense
long interg processed_
lincRNA
uroporphyt protein_co
ubiquitin B processed_
H2A histon protein_co
mediator c protein_co
COX20 cytc processed_
heat shock protein_co
Epstein-Bal protein_co
protein phcprocessed_
H2A histon protein_co
growth arrcprocessed_
phosphopa protein_co
$100 calciu protein_co
biliverdin ri protein_co
DIRAS fami protein_co
nucleoporii protein_co
flavin aden protein_co
proopiome protein_co
family with protein_co X
coiled-coil 1 protein_co
dehydrogei protein_co
chromoson protein_co
arginyl-tRN protein_co
processed_
plasminoge protein_co

1 2.47E+08
1 1.93E+08
6 31661229
20 26018832

1.03E+08
1 54031663
19 5891276
20 20017116
19 12737139
3 1.87E+08
2 3188925
2 2.32E+08
22 36189124
1 2.31E+08
2 1.36E+08
9 95759231
8 79768142
10 1.26E+08
2 1.36E+08
12 14774383
1 43383917
10 68632371
1 53916574
19 4229498
1.39E+08
99948086
1.74E+08
42456117
1.54E+08
43758680
68045962
12 1.02E+08
1.55E+08
2 25160853

1.54E+08
4 1.85E+08
17 21123364
5 1.48E+08
5 1.68E+08
12 16989126
19 43646095

N R N = I~

=

2.47E+08
1.93E+08
31666283
26020684
1.03E+08
54053504
5904006
20033655
12748323
1.87E+08
3377882
2.32E+08
36204840
2.31E+08
1.36E+08
95875977
79802842
1.26E+08
1.36E+08
14778002
43389808
68632727
53945929
4237531
1.39E+08
99950388
1.74E+08
42473385
1.54E+08
43807342
68051631
1.02E+08
1.55E+08
25168903
1.54E+08
1.85E+08
21193265
1.48E+08
1.69E+08
16989936
43670547

1 q44
1g31.2
-1 p21.33
1 p1l.1
-1 g22.1
-1 p32.3
-1 p13.3
1 p11.23
1 p13.13
-1 q27.3
-1 p25.3
-1 ¢37.1
-1 q12.3
-1 q42.2
1q21.3
-1 ¢22.32
1 ¢21.13
-1 ¢26.2
-1 q22.1
1p12.3
-1 p34.2
1q21.3
-1 p32.3
1 p13.3
-1 g31.1
-1 q23

-1 ¢25.1
1 p34.2
-1 213
1 p13

-1 p31.3
-1 ¢23.2
1921.3
-1 p23.3
-1 q28

-1 ¢35.1
1 p11.2
-1 ¢32

1 q34
1p12.3
-1 q13.31



ENSG00000197798
ENSG00000115008
ENSG00000107551
ENSG00000253570
ENSG00000064199
ENSG00000182518
ENSG00000174482
ENSG00000100220
ENSG00000197008
ENSG00000169764
ENSG00000106610
ENSG00000117143
ENSG00000148516
ENSG00000121022
ENSG00000120526
ENSG00000135124
ENSG00000069509
ENSG00000233927
ENSG00000259264
ENSG00000233184
ENSG00000137767
ENSG00000224897
ENSG00000072042
ENSG00000171234
ENSG00000186198
ENSG00000091483
ENSG00000172366
ENSG00000254560
ENSG00000259305
ENSG00000255435
ENSG00000125977
ENSG00000187837
ENSG00000143256
ENSG00000233569
ENSG00000265190
ENSG00000184831
ENSG00000090013
ENSG00000131373
ENSG00000257057
ENSG00000257588
ENSG00000133641

1.2262

1.225
1.2239
1.2234
1.2231
1.2227
1.2228
1.2226
1.2226
1.2221
1.2221
1.2218
1.2219
1.2216
1.2208
1.2202
1.2198
1.2198
1.2195
1.2193
1.2188
1.2184
1.2182
1.2181
1.2178
1.2176
1.2171
1.2172
1.2166
1.2164
1.2158
1.2156
1.2142
1.2143

1.214
1.2135
1.2131
1.2128
1.2123
1.2114
1.2109

2.3395
2.3375
2.3357

2.335
2.3344
2.3339
2.3339
2.3337
2.3336
2.3329
2.3328
2.3325
2.3325
2.3321
2.3308
2.3297
2.3292
2.3291
2.3287
2.3284
2.3275
2.3268
2.3266
2.3265
2.3259
2.3256
2.3249
2.3249

2.324
2.3236
2.3227
2.3223
2.3202
2.3202
2.3198
2.3189
2.3184
2.3179

2.317
2.3157
2.3148

4.78E-33
0.0107
0.0002
3.85E-06
0.004
2.72E-05
0.0075
6.52E-40
1.53E-17
3.22E-25
3.42E-14
7.82E-13
0.0008
2.44E-27
3.35E-18
8.17E-12
8.37E-25
1.33E-13
0.0001
3.03E-11
3.84E-44
0.0047
1.31E-21
0.0002
0.0173
5.91E-19
1.59E-08
0.0145
0.014
0.0025
1.22E-46
6.33E-05
7.11E-34
0.003
3.80E-20
2.54E-05
1.06E-06
7.39E-11
0.0073
0.0008
1.43E-18

2.01E-31 FAM118B
0.0252 IL1A
0.0007 RASSF4
1.50E-05 RNF5P1
0.0102 SPA17
9.58E-05 FAM104B
0.0181 LINGO2
6.05E-38 RTCB
1.61E-16 ZNF138
6.64E-24 UGP2
2.74E-13 STAG3L4
5.60E-12 UAP1
0.0023 ZEB1
6.09E-26 COPS5
3.72E-17 NUDCD1
5.35E-11 P2RX4
1.65E-23 FUNDC1
1.02E-12 RPS28
0.0005 RP11-60L3.1
1.89E-10 RP11-421121.3
5.36E-42 SQRDL
0.0117 POT1-AS1
1.97E-20 RDH11
0.0005 UGT2B7
0.0387 SLC51B
7.01E-18 FH
7.80E-08 FAM195A
0.0331 BBOX1-AS1
0.0319 ZHX1-C8orf76
0.0066 RP11-770J1.3
2.26E-44 EIF2S2
0.0002 HIST1H1C
3.30E-32 PFDN2
0.0078 RP11-500B12.1
4.98E-19 ANXA8
8.99E-05 APOO
4.38E-06 BLVRB
4.49E-10 HACL1
0.0177 Cllorf97
0.0024 RP11-469H8.6
1.63E-17 C120rf29

family with protein_co
interleukin protein_co
Ras associa protein_co
ring finger processed_
sperm autc protein_co
family with protein_co X
leucine ricl protein_co
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-1 p22.3
1 q24.2
1923.1
1 q13.32
-1 q13.2
-1 q24.2
-1 q22

-1 ¢23.3
-1 p13.2
1 p31.1
-1 ¢35
1q11.23
1 q41

-1 g32.1
-1 q24.31
-1 q11.2
1 p13.2
-1 p35.3
-1 q13.3



ENSG00000189042
ENSG00000158825
ENSG00000259354
ENSG00000119714
ENSG00000101850
ENSG00000136122
ENSG00000156587
ENSG00000136783
ENSG00000269893
ENSG00000236039
ENSG00000187736
ENSG00000255508
ENSG00000162631
ENSG00000250237
ENSG00000186832
ENSG00000137842
ENSG00000156261
ENSG00000088970
ENSG00000118705
ENSG00000158473
ENSG00000170745
ENSG00000164647
ENSG00000136045
ENSG00000182154
ENSG00000230266
ENSG00000103035
ENSG00000204253
ENSG00000185808
ENSG00000111653
ENSG00000225663
ENSG00000125458
ENSG00000153140
ENSG00000172331
ENSG00000148187
ENSG00000211772
ENSG00000210135
ENSG00000170956
ENSG00000101247
ENSG00000113407
ENSG00000221821
ENSG00000170291

1.1697
1.1691
1.1689
1.1685
1.1682
1.1671
1.1671
1.1669
1.1668
1.1666
1.1648
1.1647
1.1643
1.1643
1.1641
1.1637
1.1635
1.1632
1.1628
1.1626
1.1624
1.1618
1.1616
1.1614
1.1614
1.1609
1.1608
1.1608
1.1606
1.1605
1.1603
1.1602

1.16
1.1599
1.1597
1.1592
1.1588
1.1585
1.1583
1.1579
1.1578

2.2497
2.2487
2.2483
2.2478
2.2474
2.2456
2.2455
2.2453
2.2451
2.2448
2.2421
2.2419
2.2412
2.2412
2.2409
2.2402
2.24
2.2395
2.2389
2.2387
2.2382
2.2373
2.2371
2.2367
2.2367
2.2359
2.2358
2.2357
2.2355
2.2354
2.2351
2.235
2.2345
2.2344
2.2341
2.2333
2.2327
2.2323
2.232
2.2314
2.2312

1.28E-14
0.009
3.22E-05
0.0026
1.91E-09
2.72E-11
6.04E-36
2.98E-17
3.41E-11
1.02E-11
0.0181
0.021
0.0042
0.0082
0.007
2.80E-22
3.25E-30
7.00E-21
5.16E-19
0.0172
1.26E-17
1.33E-13
1.75E-25
7.02E-17
0.0134
1.23E-40
0.0009
3.12E-17
1.10E-18
9.28E-29
5.69E-15
2.83E-12
4.65E-06
1.89E-16
0.0162
0.0085
0.0221
1.27E-17
2.45E-29
1.23E-08
1.19E-16

1.06E-13 ZNF567

0.0214 CDA
0.0001 RP11-519G16.3
0.0069 GPR68

1.02E-08 GPR143
1.71E-10 BORA
3.45E-34 UBE2L6
3.06E-16 NIPSNAP3A
2.13E-10 SNHG8
6.64E-11 AC019117.2

0.0403 NHEJ1
0.0461 MIR3654
0.0106 NTNG1
0.0196 CTC-498J12.1
0.0171 KRT16

4.40E-21 TMEM62
1.06E-28 CCT8
9.79E-20 KIZ
6.14E-18 RPN2

0.0385 CD1D

1.34E-16 KCNS3
1.02E-12 STEAP1
3.67E-24 PWP1
7.03E-16 MRPL41

0.0308 XXYLT1-AS2

1.24E-38 PSMD7

0.0027 HNRNPCP2

3.20E-16 PIGP
1.27E-17 ING4
2.63E-27 FAM195B
4.84E-14 NT5C
1.93E-11 CETN3
1.79E-05 BPGM
1.83E-15 MRRF

0.0366 TRBC2
0.0203 MT-TN
0.0483 CEACAM3

1.34E-16 NDUFAF5
7.32E-28 TARS
6.13E-08 C6orf226
1.16E-15 ELP5

zinc finger protein_co
cytidine de protein_co
antisense
G protein-c protein_co
G protein-c protein_co X
bora, auror protein_co
ubiquitin-c protein_co
nipsnap ho protein_co
small nucle lincRNA
lincRNA
nonhomolc protein_co
microRNA ! protein_co
netrin G1 [! protein_co
lincRNA
keratin 16 | protein_co
transmemtk protein_co
chaperonin protein_co
kizuna cent protein_co
ribophorin protein_co
CD1d mole protein_co
potassium ' protein_co
six transme protein_co
PWP1 hom protein_co
mitochond protein_co
XXYLT1 ant antisense
proteasom protein_co
heterogene processed_
phosphatid protein_co
inhibitor of protein_co
family with protein_co
5', 3'-nucle protein_co
centrin, EF- protein_co
2,3-bisphos protein_co
mitochond protein_co
T cell receg TR_C_gene

mitochond Mt_tRNA MT

carcinoemt protein_co
NADH dehy protein_co
threonyl-tR protein_co
chromoson protein_co
elongator ¢ protein_co
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36687612
20588948
45448427
91232532
9725346
72727749
57551656
1.05E+08
1.18E+08
17434477
2.19E+08
62559603
1.07E+08
69038518
41609778
43123279
29055805
21125983
37178410
1.58E+08
17877847
90154375
1.08E+08
1.38E+08
1.95E+08
74296775
1.9E+08
37059170
6650280
81822361
75130225
90392261
1.35E+08
1.22E+08
1.43E+08
5657
41796437
13784950
33440696
42890265
7251416

36727701
20618908
45513767
91253925
9786297
72756198
57568284
1.05E+08
1.18E+08
17460672
2.19E+08
62591531
1.07E+08
69043821
41615899
43185146
29073797
21246622
37241623
1.58E+08
18361616
90164829
1.08E+08
1.38E+08
1.95E+08
74306288
1.9E+08
37073170
6663148
81833302
75131795
90409786
1.35E+08
1.22E+08
1.43E+08
5729
41811553
13821582
33469539
42890816
7259940

1 q13.12
1 p36.12
1q21.1
-1 ¢32.11
-1 p22.2
1 ¢21.33
-1 q12.1
1931.1
1926

-1 p21.1
-1 ¢35

-1 q12.3
1 p13.3
-1 q13.1
-1 q21.2
1 q15.2
-1 213
1 p11.23
1q11.23
1923.1
1 p24.2
1 ¢21.13
1923.3
1q34.3
1929
1923.1
1q32.2
-1 ¢22.13
-1 p13.31
-1 ¢25.3
-1 ¢25.1
-1 q14.3
1933
1g33.2
1 q34

-1

1 q13.2
1p12.1
1p13.3
-1 p21.1
1 p13.1



ENSG00000177971
ENSG00000214199
ENSG00000268516
ENSG00000101844
ENSG00000137648
ENSG00000065518
ENSG00000020426
ENSG00000143450
ENSG00000151632
ENSG00000136682
ENSG00000163882
ENSG00000169750
ENSG00000166394
ENSG00000149591
ENSG00000110944
ENSG00000054148
ENSG00000010278
ENSG00000109846
ENSG00000116251
ENSG00000163541
ENSG00000146147
ENSG00000128463
ENSG00000117475
ENSG00000196290
ENSG00000267185
ENSG00000116661
ENSG00000159885
ENSG00000134291
ENSG00000111832
ENSG00000155115
ENSG00000117410
ENSG00000162961
ENSG00000214954
ENSG00000082515
ENSG00000166352
ENSG00000138378
ENSG00000179933
ENSG00000073605
ENSG00000139547
ENSG00000175854
ENSG00000131634

1.1578
1.1576
1.1571
1.1569
1.1561
1.1559
1.1557
1.1556
1.1553
1.1552
1.1543
1.1543
1.1539
1.1539

1.153
1.1525
1.1524
1.1524
1.1523

1.152
1.1513
1.1512
1.1503
1.1501
1.1499
1.1496
1.1493
1.1492
1.1488
1.1484
1.1473
1.1473
1.1472
1.1472
1.1472

1.147
1.1467
1.1467
1.1466
1.1465
1.1463

2.2311
2.2308
2.2301
2.2297
2.2285
2.2282
2.2279
2.2278
2.2273
2.2272
2.2258
2.2257
2.2252
2.2252
2.2238

2.223
2.2229
2.2229
2.2226
2.2222
2.2212

2.221
2.2196
2.2193
2.2189
2.2185
2.2181
2.2179
2.2174
2.2167

2.215

2.215
2.2149
2.2148
2.2148
2.2145
2.2141
2.2141
2.2139
2.2137
2.2135

1.25E-16
0.003
7.67E-07
5.86E-31
1.06E-13
1.54E-25
1.85E-25
0.0001
2.45E-07
1.12E-21
1.95E-35
8.24E-05
1.27E-15
0.0211
6.22E-05
3.44E-32
4.12E-07
0.0003
3.47E-12
2.46E-20
0.0168
1.98E-29
5.85E-16
3.11E-19
0.0191
2.40E-05
4.27E-07
1.90E-18
2.79E-21
6.39E-37
1.91E-40
1.37E-06
0.0033
2.92E-18
0.0018
2.25E-05
1.24E-31
6.02E-18
0.0086
7.92E-14
0.003

1.22E-15 IMP3
0.0078 EEF1A1P12

3.23E-06 CTD-3138B18.5

2.02E-29 ATG4A
8.15E-13 TMPRSS4
3.25E-24 NDUFB4
3.89E-24 MNAT1
0.0004 OAZ3
1.08E-06 AKR1C2
1.68E-20 CBWD2
1.07E-33 POLR2H
0.0003 RAC3
1.14E-14 CYB5R2
0.0464 TAGLN
0.0002 IL23A
1.33E-30 PHPT1
1.78E-06 CD9
0.0009 CRYAB
2.35E-11 RPL22
3.26E-19 SUCLG1
0.0378 MLIP
6.00E-28 EMC4
5.41E-15 BLZF1
3.78E-18 NIF3L1
0.0423 PTP4A2P1
8.51E-05 FBXO2
1.84E-06 ZNF222
2.14E-17 TMEM106C
4.07E-20 RWDD1
4.22E-35 GTF3C6
1.88E-38 ATP6VOB
5.60E-06 DPY30
0.0086 LRRC69
3.25E-17 MRPL22
0.0049 Cillorf74
8.01E-05 STAT4
4.60E-30 Cl40rf119
6.56E-17 GSDMB
0.0206 RDH16
6.15E-13 SWI5
0.0079 TMEM204

IMP3, U3 siprotein_co
eukaryotic processed_
antisense
autophagy protein_co X
transmemtk protein_co
NADH dehy protein_co
MNAT CDK protein_co
ornithine d protein_co
aldo-keto r protein_co
COBW don protein_co
polymerase protein_co
ras-related protein_co
cytochrom: protein_co
transgelin [ protein_co
interleukin protein_co
phosphohis protein_co
CD9 moleci protein_co
crystallin, a protein_co
ribosomal | protein_co
succinate-( protein_co
muscular Ll protein_co
ER membr: protein_co
basic leucir protein_co
NIF3 NGG1 protein_co
protein tyriprocessed_
F-box prote protein_co
zinc finger protein_co
transmemtk protein_co
RWD doma protein_co
general tra protein_co
ATPase, H+ protein_co
dpy-30 hon protein_co
leucine ricl protein_co
mitochond protein_co
chromoson protein_co
signal trans protein_co
chromoson protein_co
gasdermin protein_co
retinol deh protein_co
SWIS recor protein_co
transmemtk protein_co

U oo N P OO

11
14
17
12

16

75639085
1.07E+08
58257270
1.08E+08
1.18E+08
1.21E+08
60734742
1.52E+08
4922564
1.13E+08
1.84E+08
82031624
7665100
1.17E+08
56334174
1.37E+08
6199715
1.12E+08
6181269
84423523
53929982
34224999
1.69E+08
2.01E+08
42533532
11648367
44025342
47963569
1.17E+08
1.11E+08
43974487
31867809
91101832
1.55E+08
36594493
1.91E+08
23094765
39904595
56951431
1.28E+08
1528688

75648706
1.07E+08
58278808
1.08E+08
1.18E+08
1.21E+08
60969953
1.52E+08
5135226
1.13E+08
1.84E+08
82034204
7677222
1.17E+08
56340410
1.37E+08
6238271
1.12E+08
6209389
84460045
54266280
34230156
1.69E+08
2.01E+08
42534009
11655785
44033112
47968878
1.17E+08
1.11E+08
43978295
32039812
91219236
1.55E+08
36659290
1.91E+08
23100462
39919854
56959374
1.28E+08
1555580

-1 q24.2
-1 q12.2
-1 q13.43
1q22.3
1923.3
1 q13.33
1923.1
1q21.3
-1 p15.1
1 q14.1
1927.1
1925.3
-1 p15.4
1923.3
1 q13.3
1q34.3
1 p13.31
-1 ¢23.1
-1 p36.31
-1 p11.2
1 p12.1
1 q14

1 q24.2
1933.1
1q21.2
-1 p36.22
1 q13.31
1 q13.11
1q22.1
1921

1 p34.1
-1 p22.3
1921.3
1g33.2
1 p12

-1 g32.3
1q11.2
-1 q21.1
-1 q13.3
1 g34.11
1 p13.3



ENSG00000085274
ENSG00000123562
ENSG00000120805
ENSG00000125652
ENSG00000122641
ENSG00000132423
ENSG00000235269
ENSG00000109536
ENSG00000244137
ENSG00000088727
ENSG00000242071
ENSG00000164022
ENSG00000123737
ENSG00000070669
ENSG00000109519
ENSG00000178127
ENSG00000170899
ENSG00000259781
ENSG00000129151
ENSG00000128534
ENSG00000166743
ENSG00000164305
ENSG00000155304
ENSG00000087502
ENSG00000168569
ENSG00000136518
ENSG00000269899
ENSG00000091947
ENSG00000237311
ENSG00000112667
ENSG00000162910
ENSG00000154723
ENSG00000253339
ENSG00000169490
ENSG00000155438
ENSG00000204220
ENSG00000115816
ENSG00000111669
ENSG00000188015
ENSG00000008324
ENSG00000135624

1.1461
1.1461
1.1455
1.1455
1.1455
1.1454
1.1451
1.1449
1.1449
1.1448
1.1438
1.1422
1.142
1.1417
1.1413
1.1407
1.14
1.14
1.1399
1.1397
1.1396
1.139
1.1384
1.1381
1.1366
1.1366
1.1358
1.1357
1.1357
1.1353
1.1352
1.1351
1.1348
1.1346
1.1342
1.134
1.1339
1.1337
1.1337
1.1332
1.1325

2.2132
2.2131
2.2123
2.2123
2.2123
2.2121
2.2116
2.2113
2.2113
2.2111
2.2097
2.2072
2.2068
2.2064
2.2058
2.2048
2.2039
2.2037
2.2036
2.2033
2.2031
2.2023
2.2013
2.2009
2.1987
2.1986
2.1974
2.1973
2.1973
2.1966
2.1964
2.1963
2.1959
2.1956

2.195
2.1946
2.1945
2.1942
2.1942
2.1935
2.1923

6.49E-16
4.17E-20
2.48E-28
6.05E-13

0.0072
4.72E-12
3.23E-05
4.33E-16

0.0172

0.0074
1.57E-05
1.30E-19
8.41E-24
2.38E-13
6.44E-42

0.0014
8.75E-06
1.84E-10
8.08E-07
1.80E-14

0.0072
3.76E-22
5.28E-07
2.66E-15
1.60E-19
1.03E-19
6.64E-05
1.17E-14

0.0093
1.74E-05
1.68E-22
4.69E-27

0.0008
3.93E-17
1.59E-17
5.64E-30
1.44E-24
2.39E-23

0.0005
1.55E-16
4.30E-21

5.97E-15 MYNN
5.45E-19 MORF4L2
6.80E-27 ARL1
4.39E-12 ALKBH7
0.0175 INHBA
3.17E-11 COQ3
0.0001 AL162759.1
4.06E-15 FRG1

0.0385 RP11-99J16__A.2

0.018 KIF9
5.70E-05 RPL7AP6
1.63E-18 AIMP1
1.51E-22 EXOSC9
1.78E-12 ASNS
7.37E-40 GRPEL1

0.004 NDUFV2
3.26E-05 GSTA4
1.08E-09 RP11-673C5.1
3.40E-06 BBOX1
1.47E-13 LSM8

0.0174 ACSM1
5.84E-21 CASP3
2.26E-06 HSPA13
2.32E-14 ERGIC2
1.98E-18 TMEM223
1.30E-18 ACTL6A

0.0002 RP11-589N15.2

9.71E-14 TMEM101

0.0222 RP6-159A1.3
6.29E-05 DNPH1
2.70E-21 MRPL55
1.15E-25 ATP5J

0.0023 RP11-434112.3
4.01E-16 TM2D2
1.67E-16 NIFK
1.79E-28 PFDN6
2.77E-23 CEBPZ
4.11E-22 TPI1

0.0014 S100A3
1.51E-15 SS18L2
6.13E-20 CCT7

myoneurin protein_co
mortality f¢ protein_co X
ADP-ribosy protein_co
alkB, alkyla protein_co
inhibin, bet protein_co
coenzyme (protein_co
lincRNA
FSHD regio protein_co
antisense
kinesin fam protein_co
ribosomal | processed_
aminoacyl 1 protein_co
exosome c« protein_co
asparagine protein_co
GrpE-like 1 protein_co
NADH dehy protein_co
glutathione protein_co
processed_
butyrobeta protein_co
LSM8 hom« protein_co
acyl-CoA sy protein_co
caspase 3, . protein_co
heat shock protein_co
ERGIC and , protein_co
transmemtk protein_co
actin-like 6 protein_co
sense_intrc
transmemtk protein_co
antisense X
2'-deoxynu protein_co
mitochond protein_co
ATP syntha protein_co
lincRNA
TM2 doma protein_co
nucleolar p protein_co
prefoldin si protein_co
CCAAT/ent protein_co
triosephosj} protein_co
$100 calciu protein_co
synovial salprotein_co
chaperonin protein_co
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1.7E+08
1.04E+08
1.01E+08
6372433
41685114
99369400
53768942
1.9E+08
2.31E+08
47228026
69885340
1.06E+08
1.22E+08
97852118
7058906
9102630
52977948
71164770
27040725
1.18E+08
20623237
1.85E+08
14371115
29337352
62771629
1.8E+08
11846154
44011188
65999751
43225629
2.28E+08
25716503
73358913
38988808
1.22E+08
33289302
37201612
6867119
1.54E+08
42581840
73233420

1.7E+08
1.04E+08
1.01E+08
6375251
41703108
99394204
53850882
1.9E+08
2.31E+08
47283451
69886140
1.06E+08
1.22E+08
97872542
7068197
9134345
52995378
71165415
27127809
1.18E+08
20698890
1.85E+08
14383484
29381189
62792021
1.8E+08
11846391
44023946
66001071
43229484
2.28E+08
25735673
73362788
38996824
1.22E+08
33298401
37231713
6870948
1.54E+08
42595114
73253021

1 026.2
-1 q22.2
-1 ¢23.2
1 p13.3
-1 p14.1
-1 q16.2
-1 q22.2
1 g35.2
-1 q42.2
-1 p21.31
-1 q24.2
124
127

-1 213
-1 p16.1
1 p11.22
-1 p12.2
-1 q23

1 pl14.2
1 ¢31.31
-1 p12.3
-1 ¢35.1
-1 q11.2
-1 p11.22
-1 q12.3
1 926.33
-1 p23.1
-1 q21.31
1912

-1 p21.1
-1 g42.13
-1 213
1 g21.11
-1 p11.22
-1 q14.3
1 p21.32
-1 p22.2
1 p13.31
-1 q21.3
1p22.1
1 p13.2



ENSG00000167526
ENSG00000198546
ENSG00000271605
ENSG00000108651
ENSG00000142089
ENSG00000176209
ENSG00000131050
ENSG00000100632
ENSG00000134330
ENSG00000107949
ENSG00000241764
ENSG00000128891
ENSG00000103254
ENSG00000158373
ENSG00000100577
ENSG00000015475
ENSG00000178053
ENSG00000197933
ENSG00000156256
ENSG00000175841
ENSG00000223797
ENSG00000270882
ENSG00000197641
ENSG00000148303
ENSG00000057608
ENSG00000151665
ENSG00000173457
ENSG00000136827
ENSG00000149089
ENSG00000134153
ENSG00000102144
ENSG00000196839
ENSG00000156110
ENSG00000163565
ENSG00000130255
ENSG00000164751
ENSG00000105821
ENSG00000185862
ENSG00000215548
ENSG00000278817
ENSG00000167085

1.1321
1.1321
1.1312
1.1311
1.1311
1.1309
1.1309
1.1301
1.1298
1.1297
1.1296
1.1287
1.1284
1.1279
1.1278
1.1278
1.1277
1.1275
1.1275
1.1274
1.1274
1.1257
1.1254
1.1248
1.1245
1.1243

1.124
1.1239
1.1239
1.1236
1.1229
1.1228
1.1225
1.1218
1.1211
1.1209
1.1207
1.1203
1.1189
1.1187

1.118

2.1918
2.1917
2.1904
2.1902
2.1902

2.19

2.19
2.1888
2.1882
2.1881
2.1881
2.1866
2.1861
2.1854
2.1853
2.1852
2.1851
2.1848
2.1847
2.1847
2.1846
2.1821
2.1816
2.1807
2.1803
2.1799
2.1796
2.1794
2.1794
2.1789
2.1779
2.1777
2.1772
2.1761
2.1751
2.1748
2.1746
2.1739
2.1718
2.1716
2.1705

2.38E-10
1.91E-09
0.0002
5.58E-26
4.77E-16
2.35E-09
0.0213
3.33E-21
5.96E-21
1.01E-16
4.40E-06
1.51E-18
8.71E-16
3.65E-11
4.24E-19
1.81E-15
0.0065
6.53E-14
7.90E-24
0.0095
0.0003
0.0028
0.0017
6.25E-15
6.95E-44
5.50E-21
3.40E-24
2.67E-23
3.27E-13
1.10E-37
1.81E-46
8.33E-07
3.43E-23
1.84E-29
6.04E-13
3.95E-24
1.26E-37
0.0029
0.004
0.0032
2.21E-42

1.38E-09 RPL13
1.02E-08 ZNF511
0.0005 MILR1
1.23E-24 UTP6
4.46E-15 IFITM3
1.25E-08 SMIM19
0.0468 BPIFA2
4.83E-20 ERH
8.38E-20 IAH1
9.92E-16 BCCIP
1.70E-05 AC002467.7
1.73E-17 C150rf57
7.93E-15 FAM173A
2.27E-10 HIST1H2BD
5.08E-18 GSTZ1
1.60E-14 BID
0.0161 MLF1
5.11E-13 ZNF823
1.42E-22 USP16
0.0225 FAM172BP
0.0009 ENTPD3-AS1
0.0075 HIST2H4A
0.0047 SERPINB13
5.30E-14 RPL7A
9.40E-42 GDI2
7.77E-20 PIGF
6.34E-23 PPP1R14B
4.59E-22 TOR1A
2.42E-12 APIP
7.92E-36 EMC7
3.26E-44 PGK1
3.50E-06 ADA
5.83E-22 ADK
5.60E-28 IFI16
4.38E-12 RPL36
7.33E-23 PEX2
9.03E-36 DNAJC2
0.0076 EVI2B
0.0102 RP11-764K9.4
0.0082 DGCR6
2.62E-40 PHB

ribosomal | protein_co
zinc finger protein_co
mast cell in protein_co
UTP6, smal protein_co
interferon i protein_co
small integ protein_co
BPI fold cot protein_co
enhancer o protein_co
isoamyl ace protein_co
BRCA2 and protein_co
antisense
chromoson protein_co
family with protein_co
histone clu protein_co
glutathione protein_co
BH3 interac protein_co
myeloid let protein_co
zinc finger protein_co
ubiquitin sy protein_co
family with processed_
ENTPD3 an antisense
histone clu protein_co
serpin pepi protein_co
ribosomal | protein_co
GDP dissoc protein_co
phosphatid protein_co
protein ph¢protein_co
torsin famil protein_co
APAF1 inte protein_co
ER membr: protein_co
phosphogly protein_co X
adenosine protein_co
adenosine protein_co
interferon, protein_co
ribosomal | protein_co
peroxisom: protein_co
Dnal (Hsp4 protein_co
ecotropic v protein_co
unprocesse

16
10
17
17
11
8
20
14
2
10
7
15
16
6
14
22
3
19
21
3
3
1
18
9
10
2
11
9
11
15

20
10

1
19

o4}

7
17
9

DiGeorge s protein_co KI270734.1

prohibitin [ protein_co

17

89560657
1.33E+08
64449037
31860899
319669
42541155
33161768
69380123
9473658
1.26E+08
1.08E+08
40528683
720581
26158146
77320884
17734138
1.59E+08
11721265
29024629
1.02E+08
40313802
1.5E+08
63586989
1.33E+08
5765223
46580937
64244480
1.3E+08
34853094
34084017
78065188
44619522
74151185
1.59E+08
5674947
76980258
1.03E+08
31303766
63832127
131494
49404049

89566828
1.33E+08
64468643
31901765
327537
42555193
33181412
69398627
9496543
1.26E+08
1.08E+08
40565057
722601
26171349
77331597
17774770
1.59E+08
11739009
29054488
1.02E+08
40453329
1.5E+08
63604639
1.33E+08
5842132
46617119
64246941
1.3E+08
34916499
34101948
78129296
44652233
74709303
1.59E+08
5691876
77001044
1.03E+08
31314112
63859641
137392
49414905

1q24.3
1 926.3
1923.3
-1 q11.2
-1 p15.5
1 p11.21
1q11.21
-1 q24.1
1 p25.1
1 026.2
-1 g22.3
-1 q15.1
1 p13.3
1p22.2
1q24.3
-1 q11.21
1 ¢25.32
-1 p13.2
1q21.3
1q12.3
-1 p22.1
1q21.2
1 ¢21.33
1 q34.2
-1 p15.1
-1 p21

-1 q13.1
-1 ¢34.11
-1 p13

-1 q14
1q21.1
-1 q13.12
1q22.2
1923.1
1 p13.3
-1 q21.13
-1 g22.1
-1 q11.2
-1 q13

1

-1 q21.33



ENSG00000113845
ENSG00000215861
ENSG00000196655
ENSG00000253948
ENSG00000184432
ENSG00000164117
ENSG00000135336
ENSG00000105404
ENSG00000261652
ENSG00000132329
ENSG00000196976
ENSG00000197021
ENSG00000171204
ENSG00000233818
ENSG00000151332
ENSG00000105640
ENSG00000129197
ENSG00000102390
ENSG00000196511
ENSG00000237187
ENSG00000112981
ENSG00000171428
ENSG00000080824
ENSG00000181924
ENSG00000170791
ENSG00000162384
ENSG00000237685
ENSG00000165678
ENSG00000150459
ENSG00000225200
ENSG00000215375
ENSG00000164484
ENSG00000253320
ENSG00000131143
ENSG00000196502
ENSG00000149600
ENSG00000000419
ENSG00000134258
ENSG00000102802
ENSG00000206228
ENSG00000114209

1.1179
1.1174
1.1172
1.1171
1.1168
1.1166
1.1166
1.1161
1.1157
1.1153
1.1143
1.1141
1.1136
1.1127
1.1119
1.1118
1.1117
1.1108
1.1103
1.1102
1.1102
1.1101
1.1096
1.1095
1.1092
1.1089
1.1088
1.1083
1.1082

1.108

1.108
1.1074
1.1074
1.1072
1.1072

1.107

1.107

1.107
1.1068
1.1068
1.1063

2.1702
2.1696
2.1692
2.1691
2.1687
2.1684
2.1683
2.1676
2.1671
2.1665
2.1649
2.1646
2.1639
2.1624
2.1613
2.1612
2.1611
2.1596

2.159
2.1588
2.1587
2.1585
2.1578
2.1577
2.1573
2.1569
2.1567
2.1559
2.1558
2.1555
2.1554
2.1546
2.1545
2.1543
2.1543

2.154

2.154

2.154
2.1537
2.1536
2.1529

1.35E-33
0.0009
7.70E-27
0.0222
2.24E-32
1.10E-22
1.67E-19
2.57E-19
9.33E-05
1.04E-07
3.84E-13
1.68E-22
3.62E-11
0.0101
6.91E-13
4.14E-12
2.74E-24
2.53E-20
1.37E-10
0.0006
0.0099
7.70E-05
7.88E-09
5.83E-36
1.84E-13
2.67E-19
0.0102
2.20E-31
2.79E-21
0.0227
6.69E-09
0.0195
0.0035
1.04E-15
8.38E-13
3.36E-36
2.76E-18
3.08E-15
0.004
3.18E-06
1.22E-16

5.97E-32 TIMMDC1
0.0025 WI2-1896014.1
1.85E-25 TRAPPC4
0.0485 RP11-410L14.2
8.84E-31 COPB2
1.80E-21 FBXO8
2.06E-18 ORC3
3.14E-18 RABAC1
0.0003 C15o0rf65
4.75E-07 RAMP1
2.82E-12 LAGE3
2.70E-21 CXorf40B
2.25E-10 TMEM126B
0.0239 AP000695.4
4.98E-12 MBIP
2.79E-11 RPL18A
5.15E-23 RPAIN
3.35E-19 PBDC1
8.08E-10 TPK1
0.0019 NR2F1-AS1
0.0235 NME5
0.0003 NAT1
3.98E-08 HSP90AA1L
3.36E-34 COA4
1.39E-12 CHCHD?7
3.25E-18 Clorf123
0.0241 RP11-360019.4
7.95E-30 GHITM
4.07E-20 SAP18
0.0495 AB019441.29
3.41E-08 MYL5
0.0431 TMEM200A
0.0091 KB-1507C5.2
9.34E-15 COX411
5.99E-12 SULT1A1
1.99E-34 COMMD7
3.09E-17 bPM1
2.67E-14 VTCN1
0.0101 MEDAG
1.25E-05 HNRNPA1P4
1.19E-15 PDCD10

translocase protein_co
unprocesse
trafficking | protein_co
lincRNA
coatomer  protein_co
F-box prote protein_co
origin recoj protein_co
Rab accept protein_co
chromoson protein_co
receptor (C protein_co
L antigen fe protein_co X
chromoson protein_co X
transmemt protein_co
antisense
MAP3K12 t protein_co
ribosomal | protein_co
RPA interac protein_co
polysaccha protein_co X
thiamin pyi protein_co
NR2F1 anti antisense
NME/NM2: protein_co
N-acetyltra protein_co
heat shock protein_co
cytochrom: protein_co
coiled-coil- protein_co
chromoson protein_co
antisense
growth hor protein_co
Sin3A-assoi protein_co
processed_
myosin, ligl protein_co
transmemtk protein_co
antisense
cytochrom: protein_co
sulfotransfi protein_co
COMM dor protein_co
dolichyl-ph protein_co
V-set domz protein_co
mesenteric protein_co
heterogene processed_
programme protein_co

3
1
11

1.19E+08
1.49E+08
1.19E+08

8 98996763

w

19
15

11
21
14
19
17

o U1 U1

14
11
8
1
6
10
13
14
4
6
8
16
16
20
20
1
13
8
3

1.39E+08
1.74E+08
87590067
41956681
55408548
2.38E+08
1.54E+08
1.5E+08
85628573
36445731
36298558
17859876
5419641
76172936
1.44E+08
93409359
1.38E+08
18170477
1.02E+08
73872667
56211686
53214099
10511036
84139429
21140514
1.06E+08
673580
1.3E+08
1.03E+08
85798633
28605196
32702691
50934867
1.17E+08
30906191
82291624
1.68E+08

1.2E+08
1.49E+08
1.19E+08
99013044
1.39E+08
1.74E+08
87667453
41959390
55418764
2.38E+08
1.54E+08
1.5E+08
85636539
36532408
36320676
17864153
5432876
76178204
1.45E+08
93585648
1.38E+08
18223689
1.02E+08
73876988
56218798
53220617
10514546
84153555
21149084
1.06E+08
682033
1.3E+08
1.03E+08
85807044
28623625
32743997
50958555
1.17E+08
30925572
82292379
1.68E+08

1 q13.33
-1 q21.2
1923.3
-1 q22.2
-1 q23

-1 g34.1
1q15

-1 q13.2
1q21.3
1q37.3
-1 q28

-1 q28

1 q14.1
1 22.13
-1 q13.3
1 p13.11
1 p13.2
1 q13.3
-1 ¢35

-1 q15

-1 g31.2
1 p22

-1 ¢32.31
-1 q13.4
1q12.1
-1 p32.3
-1 p24.3
1923.1
1 q12.11
-1 ¢32.33
1 p16.3
1923.1
1q22.3
1q24.1
-1 p11.2
-1 q11.21
-1 q13.13
-1 p12
1q12.3
-1 q21.13
-1 ¢26.1



ENSG00000137074
ENSG00000117069
ENSG00000278845
ENSG00000095485
ENSG00000109861
ENSG00000239213
ENSG00000086061
ENSG00000213719
ENSG00000161281
ENSG00000101365
ENSG00000125257
ENSG00000165188
ENSG00000204922
ENSG00000129055
ENSG00000241127
ENSG00000197826
ENSG00000142892
ENSG00000197894
ENSG00000089289
ENSG00000188641
ENSG00000069764
ENSG00000205323
ENSG00000258512
ENSG00000117477
ENSG00000176386
ENSG00000132967
ENSG00000063177
ENSG00000204920
ENSG00000170855
ENSG00000115232
ENSG00000132676
ENSG00000260000
ENSG00000112096
ENSG00000145781
ENSG00000245067
ENSG00000132109
ENSG00000167840
ENSG00000092199
ENSG00000108958
ENSG00000167165
ENSG00000135241

1.1061
1.1059
1.1049
1.1041
1.1039
1.1037
1.1034
1.1033
1.1032

1.103
1.1029
1.1028
1.1018
1.1017
1.0996
1.0995
1.0987
1.0985
1.0985
1.0981

1.098
1.0979
1.0974
1.0971
1.0969
1.0969
1.0959
1.0958
1.0957
1.0957
1.0953
1.0952
1.0952
1.0945
1.0944
1.0939
1.0937
1.0929
1.0928
1.0927
1.0925

2.1526
2.1523
2.1508
2.1496
2.1494

2.149
2.1486
2.1484
2.1484
2.1479
2.1479
2.1477
2.1462
2.1461

2.143
2.1427
2.1417
2.1414
2.1413
2.1408
2.1406
2.1404
2.1397
2.1392
2.1389
2.1389
2.1374
2.1373
2.1372
2.1372
2.1366
2.1365
2.1364
2.1354
2.1353
2.1345
2.1342
2.1331
2.1329
2.1328
2.1324

9.62E-27
0.0071
3.89E-16
5.02E-16
1.34E-09
1.56E-05
4.63E-25
5.53E-24
0.0184
8.43E-16
0.0001
5.41E-05
1.67E-10
3.44E-29
3.89E-15
0.0222
1.29E-20
3.07E-26
2.27E-10
2.91E-12
0.0002
0.0009
0.0177
0.014
6.84E-13
1.80E-10
6.45E-11
8.25E-17
1.33E-21
0.0228
1.34E-25
0.001
7.36E-07
5.81E-10
0.003
2.06E-26
1.49E-05
3.16E-26
0.0203
4.00E-08
1.08E-22

2.30E-25 APTX
0.0173 ST6GALNACS
3.66E-15 MRPL45
4.68E-15 CWF19L1
7.30E-09 CTSC
5.66E-05 NCK1-AS1
9.37E-24 DNAJA1
1.02E-22 CLIC1
0.0411 COX7A1
7.69E-15 IDH3B
0.0004 ABCC4
0.0002 RNF183
9.80E-10 UQCC3
1.01E-27 ANAPC13
3.35E-14 YAE1D1
0.0485 C4orf22
1.76E-19 PIGK
6.92E-25 ADH5
1.32E-09 IGBP1
1.98E-11 DPYD
0.0007 PLA2G10
0.0024 SARNP
0.0395 LINC00239
0.0321 CCDC181
4.94E-12 CDC26
1.05E-09 HMGB1P5
3.93E-10 RPL18
8.25E-16 ZNF155
1.99E-20 TRIAP1
0.0496 ITGA4
2.84E-24 DAP3
0.0029 RP3-467N11.1
3.11E-06 SOD2
3.25E-09 COMMD10
0.0077 IGFBP7-AS1
4.74E-25 TRIM21
5.42E-05 ZNF232
7.11E-25 HNRNPC
0.0447 AC016292.3
1.91E-07 UGT1A6
1.76E-21 PNPLA8

aprataxin [! protein_co
ST6 (alpha- protein_co
mitochond protein_co
CWF19-like protein_co
cathepsin (protein_co
NCK1 antis antisense
Dnal (Hsp4 protein_co
chloride int protein_co
cytochrom: protein_co
isocitrate d protein_co
ATP-bindin protein_co
ring finger protein_co
ubiquinol-c protein_co
anaphase f protein_co
Yael doma protein_co
chromoson protein_co
phosphatid protein_co
alcohol det protein_co
immunoglc protein_co X
dihydropyr protein_co
phospholip protein_co
SAP domail protein_co
long interg lincRNA
coiled-coil 1 protein_co
cell divisior protein_co
high mobili transcribec
ribosomal | protein_co
zinc finger protein_co
TP53 reguli protein_co
integrin, al| protein_co
death asso: protein_co
antisense
superoxide protein_co
COMM dor protein_co
IGFBP7 ant antisense
tripartite r protein_co
zinc finger protein_co
heterogene protein_co
processed_
UDP glucur protein_co
patatin-like protein_co

9 32972606
1 76867441
17 38297023
10 1E+08
11 88293592
3 1.37E+08
9 33025211
6 31730581
19 36150922
20 2658395
13 95019829
9 1.13E+08
11 62670273
1.34E+08
39566376
80335720
77088990
99070978
70133449
1 97077743
16 14672545
12 55752463
14 1.02E+08
1 1.69E+08
1.13E+08

3 22381819
19 48615328
19 43967862
12 1.2E+08
1.81E+08
1.56E+08
1.01E+08
1.6E+08
1.16E+08
57109762
11 4384897
17 5105541
14 21209136
17 1858039
2 2.34E+08
7 1.08E+08

I e R I N

UL N

33025168
77065711
38323218
1E+08
88337787
1.37E+08
33039907
31739763
36152869
2664219
95301433
1.13E+08
62673687
1.34E+08
39610320
80963756
77219430
99088801
70166324
97921049
14694669
55817756
1.02E+08
1.69E+08
1.13E+08
22382929
48619536
43998325
1.2E+08
1.82E+08
1.56E+08
1.01E+08
1.6E+08
1.16E+08
57205510
4393696
5123116
21269494
1858446
2.34E+08
1.09E+08

-1 p21.1
1 p31.1
1q12

-1 q24.31
-1 q14.2
-1 223
1p21.1
-1 p21.33
-1 q13.12
-1 p13

-1 g32.1
-1 ¢32
1q12.3
-1 q22.2
1 p14.1
1 g21.21
-1 p31.1
-1 q23

1 q13.1
-1 p21.3
-1 p13.12
-1 q13.2
1 g32.31
-1 q24.2
-1 ¢32

1 p24.3
-1 q13.33
1 q13.31
-1 q24.31
1g31.3
1922

1 q16.3
-1 ¢25.3
1923.1
1912

-1 p15.4
-1 p13.2
-1 q11.2
-1 p13.3
1937.1
-1 g31.1



ENSG00000155918
ENSG00000233730
ENSG00000175600
ENSG00000204308
ENSG00000005243
ENSG00000106153
ENSG00000248008
ENSG00000132010
ENSG00000165092
ENSG00000159763
ENSG00000147224
ENSG00000105254
ENSG00000123395
ENSG00000226598
ENSG00000146109
ENSG00000003147
ENSG00000175197
ENSG00000164604
ENSG00000142546
ENSG00000165819
ENSG00000269968
ENSG00000131931
ENSG00000138798
ENSG00000064961
ENSG00000213337
ENSG00000214401
ENSG00000125445
ENSG00000161677
ENSG00000105835
ENSG00000205981
ENSG00000100138
ENSG00000141428
ENSG00000122406
ENSG00000143499
ENSG00000178896
ENSG00000164111
ENSG00000116586
ENSG00000256262
ENSG00000013375
ENSG00000267809
ENSG00000031698

1.0922
1.0919
1.0916
1.0914
1.0912

1.091
1.0906
1.0906
1.0902
1.0898
1.0893
1.0888
1.0887
1.0884
1.0876
1.0876
1.0875
1.0875
1.0872
1.0853
1.0852
1.0848
1.0841
1.0837
1.0834
1.0833
1.0827
1.0826
1.0823
1.0822
1.0821

1.082
1.0815
1.0812
1.0808
1.0802
1.0801
1.0801
1.0793
1.0792
1.0785

2.132
2.1316
2.1311
2.1308
2.1305
2.1301
2.1296
2.1296

2.129
2.1284
2.1277

2.127
2.1268
2.1264
2.1252
2.1252
2.1251
2.1251
2.1246
2.1218
2.1216
2.1211

2.12
2.1195

2.119
2.1188

2.118
2.1178
2.1174
2.1173
2.1171

2.117
2.1163
2.1157
2.1153
2.1143
2.1142
2.1141
2.1131
2.1129
2.1119

0.0098
0.0227
0.0063
9.02E-19
4.04E-08
3.01E-22
0.0013
0.0145
0.0006
1.57E-05
1.22E-12
1.26E-33
1.98E-26
1.32E-08
3.45E-19
2.75E-07
1.04E-10
0.0002
9.47E-22
1.76E-24
0.0047
1.34E-10
0.001
2.49E-22
6.46E-10
0.0046
2.64E-31
2.74E-06
4.82E-16
7.19E-28
8.08E-27
1.78E-12
1.17E-11
6.00E-06
8.68E-19
2.44E-16
9.19E-50
0.0009
1.61E-15
1.79E-07
4.12E-34

0.0231 RAETIL
0.0496 RP4-666F24.3
0.0155 SUGCT
1.05E-17 RNF5
1.92E-07 COPZ2
4.71E-21 CHCHD2
0.0036 DYNLL1-AS1
0.0331 ZNF20
0.0019 ALDH1A1
5.70E-05 PIP
8.61E-12 PRPS1
5.62E-32 TBCB
4.58E-25 ATG101
6.54E-08 AC017060.1
4.17E-18 ABT1
1.21E-06 ICA1
6.26E-10 DDIT3
0.0007 GPR85
1.43E-20 NOSIP
3.34E-23 METTL3
0.012 RP5-940J5.9
7.94E-10 THAP1
0.0029 EGF
3.94E-21 HMG20B
3.60E-09 ANKRD39
0.0116 KANSL1-AS1
9.42E-30 MRPS7
1.08E-05 JOSD2
4.49E-15 NAMPT
1.86E-26 DNAIJC19
1.94E-25 NHP2L1
1.23E-11 C18orf21
7.57E-11 RPL5
2.28E-05 SMYD2
1.02E-17 EXOSC4
2.33E-15 ANXAS
2.44E-47 LAMTOR2
0.0026 USP30-AS1
1.43E-14 PGM3
8.01E-07 NDUFV2P1
1.99E-32 SARS

retinoic aci protein_co
lincRNA
succinyl-Ca protein_co
ring finger protein_co
coatomer  protein_co
coiled-coil- protein_co
DYNLL1 aniantisense
zinc finger protein_co
aldehyde d protein_co
prolactin-ir protein_co
phosphorik protein_co X
tubulin folc protein_co
autophagy protein_co
lincRNA
activator of protein_co
islet cell au protein_co
DNA-dama, protein_co
G protein-c protein_co
nitric oxide protein_co
methyltran protein_co
antisense
THAP dom: protein_co
epidermal { protein_co
high mobili protein_co
ankyrin reg protein_co
KANSL1 anfantisense
mitochond protein_co
Josephin dcprotein_co
nicotinamic protein_co
Dnal (Hsp4 protein_co
NHP2 non- protein_co
chromoson protein_co
ribosomal | protein_co
SET and M\ protein_co
exosome c« protein_co
annexin A5 protein_co
late endosc protein_co
USP30 anti antisense
phosphoglt protein_co
NADH dehy processed_
seryl-tRNA protein_co

6 1.5E+08

1 1.15E+08

7 40134977

6 32178354

17 48026167
7 56101569

12 1.2E+08
19 12092843
9 72900662

7 1.43E+08

1.08E+08

19 36114289
12 52069246
7 17463445

6 26596952

7 8113184

12 57516588
7 1.13E+08

19 49555711
14 21498133
12 6537794
8 42836674

4 1.1E+08

19 3572777
2 96836611

17 46193576
17 75261674
19 50505998
7 1.06E+08

3 1.81E+08

22 41673930
18 35972083
92832025
2.14E+08
1.44E+08
1.22E+08
1.56E+08
12 1.09E+08
6 83161150

19 53223973
1 1.09E+08

[ N SN =

1.5E+08
1.15E+08
40860763
32180793
48038030
56106576
1.2E+08
12140407
73080442
1.43E+08
1.08E+08
36125947
52077494
17558909
26600744
8262687
57520517
1.13E+08
49590262
21511375
6538370
42843325
1.1E+08
3579088
96858095
46196723
75266373
50511353
1.06E+08
1.81E+08
41690504
35979286
92841924
2.14E+08
1.44E+08
1.22E+08
1.56E+08
1.09E+08
83193936
53224879
1.09E+08

-1 ¢25.1
1 p13.2
1 pl14.1
1 p21.32
-1 q21.32
-1 p11.2
-1 q24.31
-1 p13.2
-1 q21.13
1 q34
1q22.3
1 q13.12
1 q13.13
-1 p21.1
1p22.2
-1 p21.3
-1 q13.3
-1 g31.1
-1 q13.33
-1 q11.2
-1 p13.31
-1 p11.21
1925

1 p13.3
-1 q11.2
1 ¢21.31
1 g25.1
-1 q13.33
-1 223
-1 ¢26.33
-1 q13.2
1q12.2
1p22.1
19323
1q24.3
-1 q27
1922

-1 q24.11
-1 q14.1
-1 q13.42
1 p13.3



ENSG00000235162
ENSG00000175792
ENSG00000103978
ENSG00000152359
ENSG00000238142
ENSG00000112237
ENSG00000169288
ENSG00000164294
ENSG00000172785
ENSG00000177627
ENSG00000116663
ENSG00000108559
ENSG00000143727
ENSG00000127952
ENSG00000206573
ENSG00000234964
ENSG00000154277
ENSG00000198818
ENSG00000070831
ENSG00000232756
ENSG00000091513
ENSG00000142552
ENSG00000141933
ENSG00000228439
ENSG00000187134
ENSG00000174780
ENSG00000113638
ENSG00000235321
ENSG00000101464
ENSG00000143156
ENSG00000115368
ENSG00000239523
ENSG00000123416
ENSG00000183513
ENSG00000119535
ENSG00000107175
ENSG00000136003
ENSG00000165794
ENSG00000135446
ENSG00000117748
ENSG00000203280

1.0782
1.0776
1.0776
1.0776
1.0766
1.0761
1.0759
1.0759
1.0754
1.0753
1.0749
1.0742
1.0742
1.0742
1.0739
1.0738
1.0726
1.0716

1.071

1.071

1.071
1.0704
1.0703
1.0701
1.0697
1.0696
1.0695
1.0695
1.0693
1.0693

1.069
1.0685
1.0684
1.0684
1.0682
1.0675
1.0674

1.067
1.0666
1.0664
1.0665

2.1115
2.1106
2.1105
2.1105
2.109
2.1083
2.1081
2.108
2.1073
2.1071
2.1065
2.1055
2.1055
2.1055
2.1052
2.1049
2.1032
2.1017
2.1009
2.1009
2.1008
2.1
2.0998
2.0996
2.099
2.0989
2.0987
2.0987
2.0985
2.0984
2.098
2.0973
2.0971
2.0971
2.0968
2.0958
2.0956
2.095
2.0944
2.0943
2.0943

0.0038

0.0011
4.86E-26
6.91E-09
5.88E-06
1.91E-11
2.15E-14
2.76E-07
2.28E-16

0.0021
3.06E-08
4.95E-32
9.70E-28
2.59E-08
2.74E-13

0.0192

0.0137
7.80E-27
2.98E-43

0.0071
1.10E-05

0.0067
4.79E-10
4.30E-06
1.31E-06
4.57E-25
6.62E-13

0.0156
1.70E-27
1.06E-05
1.10E-25

0.0063
8.25E-19
2.22E-17

0.0112
4.29E-50
5.08E-25

0.0003
1.07E-19
4.27E-14

0.0174

0.0098 C120rf75
0.0031 RUVBL1
1.08E-24 TMEMS87A
3.51E-08 POC5
2.24E-05 RP11-108M9.4
1.22E-10 CCNC
1.75E-13 MRPL1
1.21E-06 GPX8
2.19E-15 CBWD1
0.0056 C12orf54
1.47E-07 FBXO6
1.89E-30 NUP88
2.49E-26 ACP1
1.25E-07 STYXL1
2.04E-12 THUMPD3-AS1
0.0425 FABP5P7
0.0315 UCHL1
1.88E-25 SFT2D1
3.87E-41 CDC42
0.0174 RP5-118517.1
4.04E-05 TF
0.0164 RCN3
2.70E-09 TPGS1
1.66E-05 TSTD3
5.38E-06 AKR1C1
9.27E-24 SRP72
4.78E-12 TTC33
0.0353 AC007556.3
4.28E-26 PIGU
3.90E-05 NME7
2.38E-24 WDR75
0.0155 MYLK-AS1
9.66E-18 TUBA1B
2.31E-16 COAS
0.0262 CSF3R
1.22E-47 CREB3
1.02E-23 ISCU
0.0009 SLC39A2
1.35E-18 CDK4
3.39E-13 RPA2
0.039 CTA-221GS.12

chromoson protein_co
RuvB-like A protein_co
transmemtk protein_co
POCS centr protein_co
lincRNA

cyclin C [So protein_co
mitochond protein_co
glutathione protein_co
COBW don protein_co
chromoson protein_co
F-box prote protein_co
nucleoporii protein_co
acid phospl protein_co
serine/thre protein_co
THUMPD3 antisense

fatty acid b processed_

ubiquitin ci protein_co
SFT2 doma protein_co
cell divisior protein_co
antisense
transferrin protein_co
reticulocall protein_co
tubulin pol protein_co
thiosulfate antisense
aldo-keto r protein_co
signal recoy protein_co
tetratricop: protein_co
antisense
phosphatid protein_co
NME/NM2: protein_co
WD repeat protein_co
MYLK antis antisense
tubulin, alg protein_co
cytochrom: protein_co
colony stirr protein_co
cAMP respi protein_co
iron-sulfur protein_co
solute carriprotein_co
cyclin-depe protein_co
replication protein_co
antisense

12

15

o U O WU

12

17

w

11

(S N

1.05E+08
1.28E+08
42210452
75674124
16888538
99542380
77862520
55160118
121038
48482503
11664124
5360963
264140
75996338
9349689
59781318
41256413
1.66E+08
22052627
77990384
1.34E+08
49527618
507299
99520693
4963253
56466915
40714475
1.69E+08
34560542
1.69E+08
1.89E+08
1.24E+08
49127782
98599310
36466043

9 35732320

12
14
12

22

1.09E+08
20999255
57747727
27891524
25102433

1.05E+08
1.28E+08
42273663
75717481
16889649
99568973
77952790
55167071
179147
48496512
11674354
5420160
278283
76048004
9398579
59781722
41268455
1.66E+08
22092946
77995171
1.34E+08
49546962
519654
99531918
5107522
56503680
40755975
1.69E+08
34677090
1.69E+08
1.89E+08
1.24E+08
49131397
98608515
36483278
35737007
1.09E+08
21001871
57756013
27914746
25112692

1923.3
-1 q21.3
-1 q15.1
-1 q13.3
-1 p36.13
-1 q16.2
1q21.1
1q11.2
-1 p24.3
1 q13.11
1 p36.22
-1 p13.2
1 p25.3
-1 q11.23
-1 p25.3
-1 q12.1
1 p13

-1 q27

1 p36.12
1 g21.11
1922.1
1 q13.33
1 p13.3
1 q16.2
1 p15.1
1912

-1 p13.1
1g31.1
-1 q11.22
-1 q24.2
1q32.2
1q21.1
-1 q13.12
-1 q11.2
-1 p34.3
1 p13.3
1g23.3
1q11.2
-1 q14.1
-1 p35.3
-1 q11.23



ENSG00000039537
ENSG00000089053
ENSG00000253738
ENSG00000198898
ENSG00000177600
ENSG00000251580
ENSG00000132254
ENSG00000151353
ENSG00000104872
ENSG00000149262
ENSG00000119421
ENSG00000196072
ENSG00000079785
ENSG00000198468
ENSG00000181392
ENSG00000054116
ENSG00000167642
ENSG00000106052
ENSG00000175536
ENSG00000099341
ENSG00000126106
ENSG00000210154
ENSG00000140006
ENSG00000214113
ENSG00000233223
ENSG00000163636
ENSG00000227243
ENSG00000280111
ENSG00000174744
ENSG00000165609
ENSG00000116459
ENSG00000159352
ENSG00000130023
ENSG00000177337
ENSG00000164051
ENSG00000146731
ENSG00000186352
ENSG00000233539
ENSG00000179988
ENSG00000103152
ENSG00000143621

1.0652
1.0651
1.0651
1.0652
1.0645
1.0645
1.0639
1.0638
1.0636
1.0637
1.063
1.0623
1.0622
1.0622
1.0621
1.0621
1.0609
1.0604
1.06
1.0597
1.0592
1.059
1.0587
1.0587
1.0578
1.0577
1.0574
1.0571
1.0567
1.0559
1.0554
1.0551
1.0546
1.0544
1.0541
1.0537
1.0538
1.0535
1.0526
1.0525
1.0521

2.0925
2.0924
2.0924
2.0924
2.0915
2.0914
2.0905
2.0904
2.0902
2.0902
2.0893
2.0882
2.0881
2.0881

2.088
2.0879
2.0863
2.0855

2.085
2.0845
2.0838
2.0835
2.0831

2.083
2.0818
2.0816
2.0811
2.0807
2.0802

2.079
2.0783
2.0779
2.0772
2.0768
2.0764
2.0759
2.0759
2.0756
2.0743
2.0742
2.0735

0.0182
1.18E-23
7.38E-20
5.18E-15
1.49E-14

0.0001
1.21E-15
1.90E-11
8.84E-16
1.72E-13
2.05E-18
7.28E-20
1.09E-36

0.0171
8.29E-14
8.84E-34
2.04E-26
2.12E-25
7.03E-07
2.47E-78
1.67E-16

0.0049
1.87E-12
7.55E-23
1.37E-07
8.99E-24

0.0117

0.0005
6.96E-36
9.71E-18
2.30E-25
1.36E-24
4.68E-25
1.48E-07
6.87E-12
3.28E-28

0.0177
1.91E-05
1.96E-08
7.35E-21
1.54E-34

0.0406 C6
2.10E-22 ANAPC5
9.46E-19 OTUD6B-AS1
4.42E-14 CAPZA2
1.24E-13 RPLP2

0.0004 RP11-539L10.3
1.09E-14 ARFIP2
1.21E-10 TMEM18
8.04E-15 PIH1D1
1.30E-12 INTS4
2.31E-17 NDUFA8
9.33E-19 BLOC1S2
6.89E-35 DDX1

0.0383 FLVCR1-AS1
6.43E-13 SYNE4
4.05E-32 TRAPPC3
4.69E-25 SPINT2
4.44E-24 TAX1BP1
2.97E-06 LIPT2
1.77E-74 PSMD8
1.62E-15 TMEMS53

0.0122 MT-TD
1.30E-11 WDRS89
1.25E-21 LYRM4
6.18E-07 AC113189.5
1.61E-22 PSMD6

0.0272 SLAMF6P1

0.0014 CTA-292E10.9
3.95E-34 BRMS1
1.04E-16 NUDT5
4.79E-24 ATP5F1
2.62E-23 PSMD4
9.47E-24 ERMARD
6.67E-07 DLGAP1-AS1
4.53E-11 CCDC51
8.89E-27 CCT6A

0.0395 ANKRD37
6.85E-05 AC011294.3
9.57E-08 PSTK
1.02E-19 MPG
7.82E-33 ILF2

complemeir protein_co
anaphase f protein_co
OTUDGB ar antisense
capping prcprotein_co
ribosomal | protein_co
lincRNA

ADP-ribosy protein_co
transmemtk protein_co
PIH1 doma protein_co
integrator (protein_co
NADH dehy protein_co
biogenesis protein_co
DEAD (Asp- protein_co
FLVCR1 antlincRNA
spectrin re| protein_co
trafficking | protein_co
serine pept protein_co
Tax1 (humiprotein_co
lipoyl(octar protein_co
proteasom protein_co
transmemtk protein_co

mitochond Mt_tRNA MT

WD repeat protein_co
LYR motif ¢ protein_co
antisense
proteasom protein_co
SLAM famil unprocesse
antisense
breast canc protein_co
nudix (nucl protein_co
ATP syntha protein_co
proteasom protein_co
ER membr: protein_co
DLGAP1 an antisense
coiled-coil 1 protein_co
chaperonin protein_co
ankyrin reg protein_co
lincRNA
phosphose protein_co
N-methylpi protein_co
interleukin protein_co

10
16
1

41142234
1.21E+08
91059909
1.17E+08
809647
6670725
6474683
667335
49446298
77878720
1.22E+08
1E+08
15591178
2.13E+08
36003307
36136570
38244035
27739331
74491712
38374536
44635238
7518
63597039
5102593
7581964
64010549
1.62E+08
28784360
66337333
12165325
1.11E+08
1.51E+08
1.7E+08
3593732
48432164
56051630
1.85E+08
46673785
1.23E+08
77007
1.54E+08

41261438
1.21E+08
91070189
1.17E+08
812880
6673830
6481479
677439
49453497
77994678
1.22E+08
1E+08
15631111
2.13E+08
36008793
36156053
38292614
27844564
74493733
38383824
44674555
7585
63641861
5260950
7584072
64024010
1.62E+08
28809287
66345125
12196144
1.11E+08
1.51E+08
1.7E+08
3598352
48440456
56063989
1.85E+08
46759851
1.23E+08
85853
1.54E+08

-1 p13.1
-1 q24.31
-1 q21.3

1g31.2

1 p15.5

-1 p16.1

-1 p15.4

-1 p25.3

-1 q13.33
-1 q14.1

-1 ¢33.2

-1 q24.31
1 p24.3

-1 ¢32.3

-1 q13.12
-1 p34.3

1 q13.2

1 p15.2

-1 q13.4

1 q13.2

-1 p34.1

1

-1 ¢23.2

-1 p25.1

-1 p13.1

-1 p14.1

1q23.3

1q12.1

-1 q13.2

-1 pl4

1 p13.2

1q21.3

1 q27

1 p11.31
-1 p21.31
1p11.2

1g35.1

-1 p12.3

1 926.13
1 p13.3

-1 213



ENSG00000243749
ENSG00000126457
ENSG00000092208
ENSG00000147174
ENSG00000096006
ENSG00000130312
ENSG00000100365
ENSG00000089876
ENSG00000243725
ENSG00000188820
ENSG00000173163
ENSG00000095794
ENSG00000233834
ENSG00000267321
ENSG00000115875
ENSG00000226950
ENSG00000262814
ENSG00000233452
ENSG00000166199
ENSG00000049167
ENSG00000180712
ENSG00000138382
ENSG00000131203
ENSG00000153391
ENSG00000139620
ENSG00000006757
ENSG00000103202
ENSG00000150722
ENSG00000228981
ENSG00000255277
ENSG00000038002
ENSG00000248527
ENSG00000090520
ENSG00000173141
ENSG00000128311
ENSG00000143942
ENSG00000170458
ENSG00000164967
ENSG00000155393
ENSG00000164611
ENSG00000185272

1.0517

1.051
1.0508
1.0505
1.0506
1.0504
1.0497
1.0488
1.0488
1.0486
1.0485
1.0481
1.0478
1.0477
1.0475
1.0473
1.0468
1.0467
1.0462
1.0458
1.0458
1.0455
1.0453
1.0435
1.0433
1.0431
1.0431
1.0423
1.0416
1.0416
1.0414

1.041
1.0409
1.0409
1.0408
1.0408
1.0406
1.0405
1.0403
1.0401
1.0379

2.073

2.072
2.0716
2.0713
2.0713
2.0711
2.0701
2.0688
2.0688
2.0685
2.0683
2.0678
2.0674
2.0672
2.0669
2.0667
2.0659
2.0658

2.065
2.0646
2.0645
2.0641
2.0638
2.0612
2.0609
2.0607
2.0607
2.0595
2.0586
2.0585
2.0582
2.0577
2.0575
2.0575
2.0574
2.0573
2.0571
2.0569
2.0567
2.0564
2.0533

0.0009
8.68E-43
1.28E-08

0.0065

0.01
1.63E-20
7.01E-05
3.64E-09
8.99E-06

0.0003
1.04E-10
1.39E-11

0.001
1.65E-08
3.62E-27
6.08E-12
3.45E-14

0.0041
3.05E-22
4.81E-12

0.0063
3.90E-16

0.0048
2.41E-10
2.28E-16
2.12E-09
3.43E-09
4.67E-06

0.0002

0.0184
6.30E-13
1.94E-16
4.46E-29
2.68E-14
7.00E-25
9.58E-07
6.80E-05
3.99E-09
2.55E-17
3.50E-05

0.0015

0.0027 ZMYM6NB
1.07E-40 PRMT1
6.37E-08 GEMIN2

0.016 ACRC

0.0237 CRISP3
2.21E-19 MRPL34

0.0002 NCF4
1.90E-08 DHX32
3.35E-05 TTC4

0.0008 FAM26F
6.24E-10 COMMD1
8.91E-11 CREM

0.0028 AC005083.1
8.13E-08 RP11-1094M14.11
8.90E-26 SRSF7
4.03E-11 DANCR
2.76E-13 MRPL12

0.0103 STXBP5-AS1
4.77E-21 ALKBH3
3.23E-11 ERCC8

0.0155 RP11-290F5.2
3.67E-15 METTLS

0.0121 IDO1
1.39E-09 INO8OC
2.19E-15 KANSL2
1.13E-08 PNPLA4
1.80E-08 NME4
1.80E-05 PPP1R1C

0.0007 RP11-364L4.1

0.041 ABCC6P2
4.56E-12 AGA
1.87E-15 MTATP6P1
1.30E-27 DNAJB11
2.17E-13 MRPL57
1.39E-23 TST
3.99E-06 CHAC2

0.0002 CD14
2.07E-08 RPP25L
2.63E-16 HEATR3

0.0001 PTTG1

0.0041 RBM11

ZMYMBG6 ne protein_co
protein arg protein_co
gem (nucle protein_co
acidic repe protein_co X
cysteine-ric protein_co
mitochond protein_co
neutrophil protein_co
DEAH (Asp- protein_co
tetratricop: protein_co
family with protein_co
copper me' protein_co
cAMP respi protein_co
processed_
lincRNA
serine/argi protein_co
differentiat processed_
mitochond protein_co
STXBP5 ant antisense
alkB, alkyla protein_co
excision re| protein_co
lincRNA
methyltran protein_co
indoleamin protein_co
INO80 com protein_co
KAT8 regul protein_co
patatin-like protein_co X
NME/NM2: protein_co
protein ph¢protein_co
processed_
ATP-bindin transcribec
aspartylglu protein_co
mitochond unprocesse
Dnal (Hsp4 protein_co
mitochond protein_co
thiosulfate protein_co
ChaC, catio protein_co
CD14 mole protein_co
ribonuclea: protein_co
HEAT repe: protein_co
pituitary tu protein_co
RNA bindin protein_co

34981535
49675786
39114223
71578411
49727384
17292609
36860988
1.26E+08
54715822
1.16E+08
61888724
35126791
20217577
35568120
38743599
52712404
81703357
1.47E+08
43880811
60873831
1.84E+08
1.7E+08

8 39902275

18
12

16

16

NN

13
22

35452230
48653401
7898247
396725
1.82E+08
1.43E+08
14820792
1.77E+08
633696
1.87E+08
21176645
37010859
53767792
1.41E+08

9 34610486

16

21

50065941
1.6E+08
14216130

34985353
49689029
39136973
71613583
49744437
17306843
36878015
1.26E+08
54742657
1.16E+08
62147247
35212958
20221700
35574792
38751494
52720351
81707526
1.47E+08
43920266
60945073
1.84E+08
1.7E+08
39928444
35497991
48682238
7927739
410367
1.82E+08
1.43E+08
14824702
1.77E+08
634376
1.87E+08
21179084
37020183
53775196
1.41E+08
34612104
50106387
1.6E+08
14228372

-1 p34.3
1 q13.33
1q21.1
1 q13.1

-1 p12.3
1 p13.11
1q12.3

-1 ¢26.2
1p32.3
1922.1
1 p15
1 p11.21
1p21.1
1912

-1 p22.1
1912
1925.3

-1 q24.3
1 p11.2

-1 q12.1

-1 ¢35.1

-1 g31.1
1 p11.21

-1 q12.2

-1 q13.11

-1 p22.31
1 p13.3
1931.3

-1 ¢31.21

-1 p13.11

-1 g34.3
1 p36.33
1927.3
1 q12.11

-1 q12.3
1 p16.2

-1 313

-1 p13.3
1q12.1
1g33.3
1q11.2



ENSG00000198960
ENSG00000255517
ENSG00000104497
ENSG00000151287
ENSG00000125870
ENSG00000074319
ENSG00000163734
ENSG00000140612
ENSG00000197498
ENSG00000103671
ENSG00000168952
ENSG00000189366
ENSG00000167552
ENSG00000088766
ENSG00000249352
ENSG00000143633
ENSG00000113851
ENSG00000125611
ENSG00000260136
ENSG00000137573
ENSG00000171566
ENSG00000148484
ENSG00000117262
ENSG00000156171
ENSG00000169242
ENSG00000109854
ENSG00000169981
ENSG00000133962
ENSG00000213885
ENSG00000170222
ENSG00000124802
ENSG00000079150
ENSG00000103018
ENSG00000123144
ENSG00000168374
ENSG00000253251
ENSG00000161981
ENSG00000109390
ENSG00000279605
ENSG00000164687
ENSG00000136869

1.0376
1.0374
1.0359
1.0358
1.0354
1.0353
1.0351
1.0347
1.0341
1.0332
1.033
1.033
1.033
1.0324
1.0324
1.032
1.0317
1.0315
1.031
1.0307
1.0306
1.0302
1.03
1.0297
1.0296
1.0295
1.0295
1.0291
1.0289
1.0283
1.028
1.0276
1.0271
1.0263
1.0262
1.0262
1.0259
1.0258
1.0257
1.0247
1.0247

2.0528
2.0525
2.0503
2.0503
2.0497
2.0495
2.0492
2.0487
2.0479
2.0465
2.0463
2.0463
2.0462
2.0455
2.0455
2.0449
2.0445
2.0441
2.0435

2.043
2.0429
2.0423
2.0421
2.0416
2.0414
2.0413
2.0413
2.0407
2.0405
2.0396
2.0392
2.0386
2.0379
2.0368
2.0366
2.0366
2.0362
2.0361

2.036
2.0346
2.0346

8.92E-17
1.96E-06
2.09E-10
1.42E-06
1.08E-20
1.44E-24
0.0107
1.45E-21
1.62E-13
5.27E-21
0.0062
0.01
0.0099
3.53E-17
0.0213
3.46E-13
2.75E-19
1.08E-08
0.0164
0.0009
9.05E-27
7.78E-18
5.63E-08
1.46E-13
3.71E-12
2.03E-34
7.83E-15
6.53E-05
0.0145
2.60E-08
8.18E-08
6.11E-05
1.45E-28
6.45E-25
6.16E-11
6.56E-06
2.66E-06
1.34E-10
0.0089
0.0017
0.0025

8.88E-16 ARMCX6
7.87E-06 CTD-307407.5
1.21E-09 SNX16
5.80E-06 TEX30
1.48E-19 SNRPB2
2.78E-23 TSG101
0.0251 CXCL3
2.17E-20 SEC11A
1.23E-12 RPF2
7.44E-20 TRIP4
0.0153 STXBP6
0.0236 ALG1L
0.0235 TUBA1A
3.60E-16 CRLS1
0.0468 RP11-141011.2
2.55E-12 Clorf131
3.35E-18 CRBN
5.40E-08 CHCHD5
0.0369 CTD-2270L9.4
0.0024 SULF1
2.17E-25 PLRG1
8.38E-17 RSU1
2.65E-07 GPR89A
1.11E-12 DRAM2
2.51E-11 EFNA1
1.02E-32 HTATIP2
6.59E-14 ZNF35
0.0002 CATSPERB
0.0331 RPL13AP7
1.25E-07 ADPRM
3.78E-07 EEF1E1
0.0002 FKBP7
4.04E-27 CYB5B
1.29E-23 C190rf43
3.77E-10 ARF4
2.48E-05 CTC-534A2.2
1.05E-05 SNRNP25
7.91E-10 NDUFC1
0.0212 RP11-661A12.8
0.0047 FABP5
0.0066 TLR4

armadillo r protein_co X
antisense
sorting nex protein_co
testis expre protein_co
small nucle protein_co
tumor susc protein_co
chemokine protein_co
SEC11 hom protein_co
ribosome p protein_co
thyroid hor protein_co
syntaxin bil protein_co
ALG1, chitc protein_co
tubulin, alg protein_co
cardiolipin protein_co
lincRNA
chromoson protein_co
cereblon [S protein_co
coiled-coil- protein_co
lincRNA
sulfatase 1 protein_co
pleiotropic protein_co
Ras suppre protein_co
G protein-c protein_co
DNA-dama, protein_co
ephrin-Al [ protein_co
HIV-1 Tat ir protein_co
zinc finger protein_co
catsper che protein_co
ribosomal | processed_
ADP-ribose protein_co
eukaryotic protein_co
FK506 bind protein_co
cytochrom: protein_co
chromoson protein_co
ADP-ribosy protein_co
CDNA FLJ2¢ protein_co
small nucle protein_co
NADH dehy protein_co
TEC
fatty acid b protein_co
toll-like rec protein_co

1.02E+08
66473490
81799581
1.03E+08
16729961
18468336
74036589
84669538
1.11E+08
64387748
24809656
1.26E+08
49184796
6006090
68970692
2.31E+08
3148992
1.13E+08
23452758
69466624
1.55E+08
16590611
1.46E+08
1.11E+08
1.55E+08
20363685
44648727
91580696
25361821
10697594
8073360
1.78E+08
69424525
12730640
57571363
65624765
53010
1.39E+08
1.44E+08
81280363
1.18E+08

1.02E+08
66480233
81842866
1.03E+08
16742563
18527232
74038807
84716716
1.11E+08
64455303
25050297
1.26E+08
49189324
6040053
69030165
2.31E+08
3179710
1.13E+08
23457606
69660915
1.55E+08
16817528
1.46E+08
1.11E+08
1.55E+08
20383783
44660791
91780707
25362431
10711233
8102578
1.78E+08
69466266
12734775
57598220
65630891
57669
1.39E+08
1.44E+08
81284777
1.18E+08

-1 g22.1
-1 q13.2
-1 q21.13
-1 ¢33.1
1 p12.1
-1 p15.1
-1 q13.3
-1 ¢25.3
1921

1 ¢22.31
-1 q12

-1 q21.2
-1 q13.12
1p12.3
-1 q13.1
-1 q42.2
-1 p26.2
1 q14.1
1p12.2
1 q13.2
-1 313
-1 p13
1q21.1
-1 p13.3
1922

1 p15.1
1 p21.31
-1 ¢32.12
1q21.2
1 p13.1
-1 p24.3
-1 g31.2
1922.1
-1 p13.13
-1 p14.3
1q12.3
1 p13.3
-1 g31.1
1q24.3
1 ¢21.13
1g33.1



ENSG00000249031
ENSG00000153774
ENSG00000176142
ENSG00000120265
ENSG00000118420
ENSG00000115204
ENSG00000175315
ENSG00000166681
ENSG00000175756
ENSG00000115042
ENSG00000143158
ENSG00000117543
ENSG00000166598
ENSG00000111196
ENSG00000141030
ENSG00000183291
ENSG00000227403
ENSG00000111912
ENSG00000135404
ENSG00000219755
ENSG00000180596
ENSG00000185043
ENSG00000087086
ENSG00000154518
ENSG00000205220
ENSG00000076258
ENSG00000136143
ENSG00000163159
ENSG00000171303
ENSG00000122034
ENSG00000198899
ENSG00000272602
ENSG00000147592
ENSG00000105427
ENSG00000172243
ENSG00000135437
ENSG00000103260
ENSG00000147419
ENSG00000137154
ENSG00000132196
ENSG00000126226

1.0248
1.0245
1.0243
1.0232
1.0225
1.0222
1.0223
1.0221
1.0217
1.0217
1.0216
1.0214
1.0211
1.0209
1.0205
1.0206
1.0202
1.02
1.0196
1.0194
1.0192
1.0191
1.0188
1.0189
1.0187
1.0184
1.018
1.018
1.018
1.0177
1.0176
1.0174
1.0172
1.0172
1.0166
1.0165
1.0155
1.0153
1.0145
1.0139
1.0135

2.0346
2.0343
2.0339
2.0324
2.0314
2.0311
2.0311
2.0309
2.0303
2.0303
2.0302
2.0299
2.0295
2.0292
2.0287
2.0287
2.0283

2.028
2.0274
2.0271
2.0268
2.0267
2.0263
2.0263
2.0261
2.0257
2.0251
2.0251
2.0251
2.0247
2.0245
2.0243
2.0239
2.0239
2.0232

2.023
2.0216
2.0213
2.0202
2.0194
2.0188

0.008
7.00E-10
8.32E-16
1.21E-27

0.0017
1.68E-30

0.0005
4.54E-16
5.21E-23
3.96E-10
1.16E-19
7.66E-11
1.10E-13
8.70E-12
2.82E-44
5.17E-23

0.0002
3.44E-07
2.19E-25

0.0123

0.0026
1.92E-05
7.44E-21
2.04E-13
6.94E-20
3.30E-06
3.70E-30
1.00E-26

0.0075
8.53E-21
1.29E-18
1.55E-14
7.59E-08

0.0029
1.33E-05

0.0162
8.13E-15
4.41E-19
2.07E-08
1.55E-18
1.58E-23

0.0192 SUMO2P6
3.90E-09 CFDP1
7.60E-15 TMEM39A
3.10E-26 PCMT1

0.0047 UBE3D
5.57E-29 MPV17

0.0015 CST6
4.25E-15 NGFRAP1
8.71E-22 AURKAIP1
2.25E-09 FAHD2A
1.45E-18 MPC2
4.65E-10 DPH5
8.47E-13 HSP90B1
5.69E-11 MAGOHB
4.05E-42 COPS3
8.64E-22

0.0008 AC009299.3

1.50E-06 NCOA7
4.57E-24 CD63

0.0285 RP1-199J3.5
0.0069 HIST1H2BC

6.88E-05 CIB1
1.03E-19 FTL
1.53E-12 ATP5G3
8.93E-19 PSMB10
1.30E-05 FMO4
1.19E-28 SUCLA2
2.39E-25 VPS72
0.0182 KCNK3
1.18E-19 GTF3A
1.49E-17 MT-ATP6
1.28E-13 ZNF595
3.52E-07 LACTB2
0.0075 CNFN
4.85E-05 CLEC7A
0.0366 RDH5
6.83E-14 METRN
5.28E-18 CCDC25
1.01E-07 RPS6
1.76E-17 HSD17B7
2.78E-22 PCID2

SUMO?2 ps¢ processed_
craniofacia protein_co
transmemtk protein_co
protein-L-is protein_co
ubiquitin p protein_co
MpV17 mit protein_co
cystatin E/I protein_co
nerve grow protein_co X
aurora kinz protein_co
fumarylace protein_co
mitochond protein_co
diphthamic protein_co
heat shock protein_co
mago-nash protein_co
COP9 signa protein_co
15-Sep 15 kDa sele protein_co
lincRNA
nuclear rec protein_co
CD63 mole protein_co
processed_
histone clu protein_co
calcium an(protein_co
ferritin, ligt protein_co
ATP syntha protein_co
proteasom protein_co
flavin cont: protein_co
succinate-( protein_co
vacuolar pr protein_co
potassium protein_co
general tra protein_co
mitochond protein_co MT
zinc finger protein_co
lactamase, protein_co
cornifelin [! protein_co
C-type lectiprotein_co
retinol deh protein_co
meteorin, g protein_co
coiled-coil 1 protein_co
ribosomal | protein_co
hydroxyste protein_co
PCI domain protein_co

5
16

(SN N R

1.75E+08
75293698
1.19E+08
1.5E+08
82892398
27309492
66011841
1.03E+08
1373730
95402721
1.68E+08
1.01E+08
1.04E+08
10604190
17246820
86862445
1.61E+08
1.26E+08
55725323
99575712
26114873
90229975
48965301
1.75E+08
67934502
1.71E+08
47936487
1.51E+08
26692690
27424544
8527
53285
70635318
42387019
10116777
55720367
715115
27733311

9 19375715

1.63E+08
1.13E+08

1.75E+08
75433485
1.19E+08
1.5E+08
83065841
27325680
66013505
1.03E+08
1375495
95416616
1.68E+08
1.01E+08
1.04E+08
10613623
17281293
86914424
1.61E+08
1.26E+08
55729707
99576456
26123926
90234047
48966878
1.75E+08
67937087
1.71E+08
48001326
1.51E+08
26733420
27435823
9207
88211
70669174
42390287
10130258
55724705
719655
27772653
19380254
1.63E+08
1.13E+08

1 g35.2
-1 ¢23.1
-1 q13.33
1 g25.1
-1 q14.1
-1 p23.3
1 q13.1
1q22.2
-1 p36.33
1q11.1
-1 q24.2
-1 p21.2
1g23.3
-1 p13.2
-1 p11.2
-1 p22.3
1 q24.2
1 g22.31
-1 q13.2
1 q16.2
-1 p22.2
-1 ¢26.1
1 q13.33
-1 g31.1
-1 221
1q24.3
-1 q14.2
-1 213
1p23.3
1q12.2
1

1 p16.3
-1 q13.3
-1 q13.2
-1 p13.2
1 q13.2
1 p13.3
-1 p21.1
-1 p22.1
1g23.3
-1 g34



ENSG00000188612
ENSG00000175352
ENSG00000224259
ENSG00000161980
ENSG00000154240
ENSG00000141179
ENSG00000109270
ENSG00000138036
ENSG00000062716
ENSG00000198551
ENSG00000189134
ENSG00000135521
ENSG00000179965
ENSG00000114520
ENSG00000226524
ENSG00000145723
ENSG00000143412
ENSG00000173171
ENSG00000197043
ENSG00000128692
ENSG00000060762
ENSG00000204272
ENSG00000104231
ENSG00000068697
ENSG00000115963
ENSG00000183605
ENSG00000100575
ENSG00000153363
ENSG00000100442
ENSG00000091137
ENSG00000198125
ENSG00000105825
ENSG00000004455
ENSG00000182993
ENSG00000112972
ENSG00000136932
ENSG00000172171
ENSG00000121380
ENSG00000100209
ENSG00000079246
ENSG00000137747

1.0133
1.0127
1.0103
1.0098
1.0096
1.0083
1.0079
1.0074
1.0073
1.0067
1.0058
1.0057
1.0056
1.0054
1.0054
1.0048
1.0049
1.0036
1.0035
1.0035
1.0032
1.0029
1.0026
1.0023
1.0018

1.001
1.0008
1.0007
1.0006

1.0001
0.9999
0.9996
0.9993

0.999
0.9986
0.9985
0.9984
0.9981
0.9977
0.9975

2.0186
2.0177
2.0143
2.0136
2.0134
2.0116

2.011
2.0103
2.0101
2.0094
2.0081
2.0079
2.0078
2.0076
2.0076
2.0067
2.0067

2.005
2.0049
2.0049
2.0045

2.004
2.0036
2.0032
2.0025
2.0014
2.0011

2.001
2.0008
2.0001
2.0001
1.9998
1.9995

1.999
1.9986
1.9981
1.9979
1.9978
1.9974
1.9969
1.9965

9.79E-19
0.0066
0.0001
1.46E-08
8.14E-05
7.64E-21
1.26E-17
0.0002
5.62E-06
9.67E-16
0.0051
1.88E-15
1.29E-06
4.12E-12
0.0118
2.27E-09
3.04E-06
1.85E-15
0.006
0.0138
1.70E-14
8.49E-34
7.74E-16
9.86E-27
1.11E-06
3.86E-16
4.19E-13
8.83E-11
3.05E-23
0.0118
0.0138
0.0098
7.14E-29
0.0001
1.95E-10
5.97E-11
5.78E-12
1.94E-06
1.78E-06
1.26E-28
5.80E-07

1.14E-17 SUMO2
0.0161 NRIP3
0.0004 LINCO1133
7.20E-08 POLR3K
0.0003 CEP112
1.06E-19 PCTP
1.34E-16 LAMTORS3
0.0006 DYNC2LI1
2.14E-05 VMP1
8.74E-15 ZNF627
0.0127 NKAPL
1.66E-14 LTV1
5.29E-06 ZNF771
2.78E-11 SNX4
0.0275 Cé6orfl64
1.21E-08 GIN1
1.20E-05 ANXA9
1.63E-14 MTX1
0.0149 ANXA6
0.0316 EIF2S2P4
1.40E-13 MPC1
3.91E-32 LINC01420
7.08E-15 ZFAND1
2.35E-25 LAPTMA4A
4.61E-06 RND3
3.64E-15 SFXN4
3.07E-12 TIMM9
5.33E-10 LINCO0467
5.21E-22 FKBP3
0.0275 SLC26A4
0.0315 MB
0.0233 TFPI2
2.05E-27 AK2
0.0004 C12o0rf60
1.14E-09 HMGCS1
3.66E-10 C90rf156
3.84E-11 TEFM
7.81E-06 BCL2L14
7.21E-06 HSCB
3.53E-27 XRCC5
2.47E-06 TMPRSS13

small ubiqt protein_co
nuclear rec protein_co
long interg lincRNA
polymerase protein_co
centrosom: protein_co
phosphatid protein_co
late endosc protein_co
dynein, cyt protein_co
vacuole me protein_co
zinc finger protein_co
NFKB activ: protein_co
LTV1 ribosc protein_co
zinc finger protein_co
sorting nex protein_co
chromoson protein_co
gypsy retra protein_co
annexin A9 protein_co
metaxin 1 [ protein_co
annexin A6 protein_co
eukaryotic processed_
mitochond protein_co
long interg processed_ X
zinc finger, protein_co
lysosomal | protein_co
Rho family protein_co
sideroflexir protein_co
translocase protein_co
long interg lincRNA
FK506 bind protein_co
solute carriprotein_co
myoglobin protein_co
tissue factc protein_co
adenylate I protein_co
chromoson protein_co
3-hydroxy-. protein_co
chromoson protein_co
transcriptic protein_co
BCL2-like 1 protein_co
HscB mitoc protein_co
X-ray repai protein_co
transmemtk protein_co

17
11

16
17
17

75165586
8980576
1.6E+08
46407
65635538
55750979

4 99878336
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43774039
59707192
11559374
28259320
1.44E+08
30407297
1.25E+08
87322605
1.03E+08
1.51E+08
1.55E+08
1.51E+08
1.71E+08
1.66E+08
56729259
81701334
20032650
1.5E+08
1.19E+08
58408494
2.11E+08
45115600
1.08E+08
35606764
93885397
33007984
14803572
43289395
97904489
30897336
12049844
28742031
2.16E+08
1.18E+08

75182983
9004049
1.6E+08
53628
66192084
55842830
99894490
43810010
59842255
11619135
28260958
1.44E+08
30429599
1.26E+08
87399749
1.03E+08
1.51E+08
1.55E+08
1.51E+08
1.71E+08
1.66E+08
56818380
81732903
20052028
1.51E+08
1.19E+08
58427614
2.11E+08
45135319
1.08E+08
35637951
93890991
33080996
14906586
43313512
97922570
30906820
12211084
28757515
2.16E+08
1.18E+08

-1 ¢25.1
-1 p15.4
1923.2
-1 p13.3
-1 q24.1
1922

-1 q23
1p21
1923.1
1 p13.2
1p22.1
1 q24.2
1 p11.2
-1 q21.2
1q15

-1 q21.1
1q21.3
1922

-1 33.1
1g31.1
-1 q27

1 p11.21
-1 q21.13
-1 p24.1
-1 ¢23.3
-1 ¢26.11
-1 ¢23.1
19323
-1 q21.2
1q22.3
-1 q12.3
-1 213
-1 p35.1
1p12.3
-1 p12

-1 ¢22.33
-1 q11.2
1 p13.2
1q12.1
1935

-1 ¢23.3



ENSG00000101901
ENSG00000131355
ENSG00000082068
ENSG00000132141
ENSG00000189343
ENSG00000255857
ENSG00000139343
ENSG00000117133
ENSG00000105619
ENSG00000138496
ENSG00000170270
ENSG00000185414
ENSG00000080608
ENSG00000249631
ENSG00000172465
ENSG00000101187
ENSG00000088930
ENSG00000127920
ENSG00000105755
ENSG00000203705
ENSG00000155636
ENSG00000265451
ENSG00000224831
ENSG00000144034
ENSG00000167920
ENSG00000182782
ENSG00000173085
ENSG00000176014
ENSG00000128228
ENSG00000115129
ENSG00000159882
ENSG00000204642
ENSG00000140284
ENSG00000180257
ENSG00000100116
ENSG00000128578
ENSG00000233705
ENSG00000152778
ENSG00000225791
ENSG00000104043
ENSG00000267454

0.9973
0.9972
0.9971
0.9965
0.9962
0.9959
0.9956
0.9956
0.9955
0.9953
0.9948
0.9948
0.9941
0.9941
0.9935
0.9931
0.9929
0.9929
0.9922
0.9922
0.9917
0.9913
0.9913

0.991
0.9909
0.9905
0.9899
0.9898
0.9896
0.9896
0.9888
0.9885
0.9885
0.9881
0.9877
0.9874
0.9873
0.9872

0.987

0.987
0.9866

1.9962
1.9962

1.996
1.9952
1.9948
1.9943

1.994
1.9939
1.9937
1.9935
1.9928
1.9927
1.9919
1.9918

1.991
1.9904
1.9902
1.9902
1.9893
1.9892
1.9885

1.988

1.988
1.9875
1.9874
1.9869

1.986

1.986
1.9857
1.9856
1.9845
1.9841
1.9841
1.9836

1.983
1.9826
1.9825
1.9824

1.982

1.982
1.9815

4.34E-10
0.0012
3.22E-22
0.0003
7.59E-08
0.0002
8.77E-23
5.55E-24
4.02E-09
7.51E-24
0.0098
9.89E-18
3.21E-24
2.50E-05
2.54E-11
0.0189
3.91E-32
0.0059
1.92E-18
3.08E-11
1.06E-14
0.0094
0.0128
5.76E-10
3.99E-10
5.71E-10
9.19E-20
2.52E-07
9.35E-11
3.32E-12
1.03E-10
1.33E-05
0.0028
2.74E-14
4.32E-10
0.0065
0.0075
5.19E-13
1.84E-07
0.0214
0.0012

2.46E-09 ALG13
0.0032 EMR3
5.02E-21 WDR70
0.0009 CCTeB
3.52E-07 RPS2P46
0.0006 PXN-AS1
1.44E-21 SNRPF
1.02E-22 RPF1
2.09E-08 TFPT
1.36E-22 PARP9
0.0232 Cl4orf142
1.06E-16 MRPL30
6.01E-23 KIAA0020
8.83E-05 RP11-281P23.2
1.60E-10 TCEAL1
0.042 SLCO4A1
1.51E-30 XRN2
0.0146 GNG11
2.17E-17 ETHE1
1.93E-10 TATDN3
8.84E-14 RBM45
0.0223 RP11-204L24.2
0.0295 RP11-651P23.4
3.23E-09 TPRKB
2.27E-09 TMEMS99
3.20E-09 HCAR2
1.17E-18 COQ2
1.11E-06 TUBB6
5.62E-10 SDF2L1
2.25E-11 TP53I3
6.18E-10 ZNF230
4.87E-05 HLA-F
0.0073 SLC27A2
2.21E-13 ZNF816
2.45E-09 GCAT
0.0161 STRIP2
0.0183 SLC26A4-AS1
3.77E-12 IFITS
8.24E-07 TRAM2-AS1
0.0469 ATP8B4
0.0033 ZNF582-AS1

ALG13, UDlI protein_co X
egf-like mo protein_co
WD repeat protein_co
chaperonin protein_co
ribosomal | processed_
PXN antisel antisense
small nucle protein_co
ribosome p protein_co
TCF3 (E2A) protein_co
poly (ADP-i protein_co
chromoson protein_co
mitochond protein_co
KIAA0020 [ protein_co
lincRNA
transcriptic protein_co X
solute carriprotein_co
5'-3"' exorib protein_co
guanine nu protein_co
ethylmalon protein_co
TatD DNase protein_co
RNA bindin protein_co
antisense
processed_
TP53RK bin protein_co
transmemtk protein_co
hydroxycar protein_co
coenzyme (protein_co
tubulin, be  protein_co
stromal cel protein_co
tumor prot protein_co
zinc finger protein_co
major histc protein_co
solute carriprotein_co
zinc finger protein_co
glycine C-ai protein_co
striatin inte protein_co
SLC26A4 ar antisense
interferon- protein_co
TRAM2 ant lincRNA
ATPase, cla protein_co
ZNF582 anilincRNA
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17
17
12
12
19

14

(o]

20
20

19

N W INN B

17
12

18
22

19

15

19

22

10

15

1.12E+08
14619117
37379212
34927859
19445970
1.2E+08
95858928
84479259
54107013
1.23E+08
93202894
99181079
2720469
11625714
1.04E+08
62642445
21303304
93921699
43506719
2.13E+08
1.78E+08
1.22E+08
1.5E+08
73729104
40819106
1.23E+08
83261536
12307669
21642261
24077433
44002948
29722775
50182196
52949379
37807905
1.29E+08
1.08E+08
89414586
52577307
49858238
56393656

1.12E+08
14690027
37753435
34981078
19446852
1.2E+08
95903828
84497790
54115675
1.23E+08
93207094
99197626
2844241
11813958
1.04E+08
62685785
21389827
93928610
43527244
2.13E+08
1.78E+08
1.22E+08
1.5E+08
73737400
40836274
1.23E+08
83284914
12344320
21644298
24085861
44013926
29738528
50236395
52962911
37817176
1.29E+08
1.08E+08
89421001
52583993
50182817
56399172

1923
-1 p13.12
1 p13.2
-1 q12

-1 p11.2
1 24.23
1923.1
1p22.3
-1 q13.42
-1 q21.1
-1 ¢32.12
1q11.2
-1 p24.2
1 p15.33
1q22.2
1 q13.33
1 p11.22
1q21.3
-1 q13.31
1q32.3
1g31.2
1 q14.2
-1 ¢25.1
-1 p13.1
1q21.2
-1 q24.31
-1 q21.23
1 p11.21
1 q11.21
-1 p23.3
1 q13.31
1p22.1
1q21.2
-1 q13.41
1q13.1
1932.1
-1 223
1 ¢23.31
1p12.2
-1 q21.2
1 q13.43



ENSG00000184319
ENSG00000112559
ENSG00000100532
ENSG00000133101
ENSG00000154162
ENSG00000255071
ENSG00000105856
ENSG00000173267
ENSG00000108953
ENSG00000164172
ENSG00000229666
ENSG00000165996
ENSG00000110172
ENSG00000197696
ENSG00000237773
ENSG00000138381
ENSG00000256053
ENSG00000233270
ENSG00000136521
ENSG00000151376
ENSG00000188060
ENSG00000124588
ENSG00000169019
ENSG00000003056
ENSG00000181019
ENSG00000163634
ENSG00000227630
ENSG00000131015
ENSG00000125352
ENSG00000181038
ENSG00000086504
ENSG00000175193
ENSG00000149761
ENSG00000171148
ENSG00000101843
ENSG00000167380
ENSG00000177156
ENSG00000121988
ENSG00000106538
ENSG00000198612
ENSG00000224020

0.9865
0.9863
0.9859
0.9855
0.9848
0.9848
0.9845
0.9846
0.9844
0.9844
0.9841
0.9834
0.9824

0.982

0.982
0.9818
0.9817
0.9805
0.9801
0.9799
0.9799
0.9798
0.9794
0.9793
0.9793
0.9791

0.979
0.9783
0.9782
0.9778
0.9774
0.9764
0.9763
0.9763
0.9762
0.9761
0.9759
0.9757
0.9754
0.9753
0.9753

1.9814
1.9811
1.9805
1.9799
1.9791
1.979
1.9787
1.9787
1.9785
1.9784
1.978
1.9771
1.9757
1.9752
1.9752
1.9749
1.9747
1.9732
1.9726
1.9724
1.9723
1.9722
1.9717
1.9715
1.9715
1.9712
1.9711
1.9702
1.97
1.9694
1.9688
1.9675
1.9675
1.9674
1.9673
1.9672
1.9669
1.9665
1.9662
1.966
1.966

5.58E-09
1.26E-11
3.02E-11
0.0006
0.0194
0.0019
1.20E-20
8.86E-06
3.29E-15
6.34E-18
0.0007
0.004
2.31E-08
6.71E-05
0.0071
1.82E-15
4.23E-17
0.0127
3.46E-09
6.81E-11
0.0085
6.44E-07
1.42E-09
3.31E-27
0.0053
9.12E-22
0.0062
0.0026
4.02E-13
1.05E-16
1.46E-35
1.50E-22
7.17E-15
5.93E-34
1.68E-09
1.14E-19
1.67E-26
4.99E-14
0.0083
1.69E-34
0.0125

2.86E-08 RPL23AP82
8.12E-11 MDFI
1.89E-10 CGRRF1
0.0018 CCNA1
0.0429 CDH12
0.0051 SAA2-SAA4
1.65E-19 HBP1
3.30E-05 SNCG
2.84E-14 YWHAE
6.88E-17 MOCS2
0.0021 MAST4-AS1
0.0103 PTPLA
1.12E-07 CHORDC1
0.0002 NMB
0.0172 AC003075.4
1.61E-14 ASNSD1
4.30E-16 APOPT1
0.0294 SNRPEP4
1.81E-08 NDUFB5
4.15E-10 ME3
0.0203 RAB42
2.73E-06 NQO2
7.67E-09 COMMDS8
8.15E-26 M6PR
0.0132 NQO1
1.38E-20 THOC7
0.0153 LINCO1132
0.007 ULBP2
2.94E-12 RNF113A
1.03E-15 METTL23
8.08E-34 MRPL28
2.42E-21 PARL
6.05E-14 NUDT22
2.80E-32 TADA3
9.05E-09 PSMD10
1.43E-18 ZNF226
3.88E-25 TALDO1
3.94E-13 ZRANB3
0.02 RARRES2
8.55E-33 COPS8
0.0289 MIR181A2HG

ribosomal | transcribec
MyoD fami protein_co
cell growth protein_co
cyclin Al [S protein_co
cadherin 1: protein_co
SAA2-SAA4 protein_co
HMG-box t protein_co
synuclein, ¢ protein_co
tyrosine 3-i protein_co
molybdenu protein_co
MAST4 ant antisense
protein tyri protein_co
cysteine an protein_co
neuromedi protein_co
antisense
asparagine protein_co
apoptogen protein_co
small nucle processed_
NADH dehy protein_co
malic enzyr protein_co
RAB42, me protein_co
NAD(P)H di protein_co
COMM dor protein_co
mannose-6 protein_co
NAD(P)H di protein_co
THO compl protein_co
long interg lincRNA
UL16 bindii protein_co
ring finger protein_co X
methyltran protein_co
mitochond protein_co
presenilin ¢ protein_co
nudix (nucl protein_co
transcriptic protein_co
proteasom protein_co X
zinc finger protein_co
transaldola protein_co
zinc finger, protein_co
retinoic aci protein_co
COP9 signa protein_co
MIR181A2 antisense

17
16

11

19
11

O N NN

50756948
41636882
54509812
36431830
21750673
18231423
1.07E+08
86958618
1344272
53095679
67001383
17589032
90201160
84655129
17279834
1.9E+08
1.04E+08
5576660
1.8E+08
86441108
28592200
2987987
47450796
8940363
69706996
63833870
2.35E+08
1.5E+08
1.2E+08
76726830
367384
1.84E+08
64225941
9779860
1.08E+08
44165073
747329
1.35E+08
1.5E+08
2.37E+08
1.25E+08

50801309
41654246
54539309
36442882
22853622
18248635
1.07E+08
86963260
1400378
53110063
67003953
17617377
90223364
84658563
17299357
1.9E+08
1.04E+08
5576938
1.8E+08
86672636
28595443
3028869
47463719
8949955
69726951
63863903
2.35E+08
1.5E+08
1.2E+08
76733936
370527
1.84E+08
64230686
9793011
1.08E+08
44178381
765024
1.36E+08
1.5E+08
2.37E+08
1.25E+08

1 q13.33
1p21.1
1q22.2
1 q13.3

-1 p14.3

-1 p15.1
1q22.3
1923.2

-1 p13.3

-1 q11.2

-1 q12.3

-1 p12.33

-1 q14.3

-1 ¢25.2

-1 p21.1
1q32.2
1 32.33

-1 p13.3
1 926.33

-1 q14.2
1 p35.3
1 p25.2

-1 p12

-1 p13.31

-1 221

-1 p14.1
1 q42.3
1g25.1

-1 q24
1 g25.1

-1 p13.3

-1 q27.1
1q13.1

-1 p25.3

-1 223
1 q13.31
1 p15.5

-1 213

-1 ¢36.1
1q37.3
1g33.3



ENSG00000172663
ENSG00000254109
ENSG00000155380
ENSG00000124275
ENSG00000005801
ENSG00000055044
ENSG00000196704
ENSG00000128951
ENSG00000261351
ENSG00000171453
ENSG00000105829
ENSG00000185745
ENSG00000210140
ENSG00000134716
ENSG00000050130
ENSG00000114850
ENSG00000251003
ENSG00000110031
ENSG00000277972
ENSG00000135318
ENSG00000164898
ENSG00000214941
ENSG00000149483
ENSG00000171806
ENSG00000072506
ENSG00000234745
ENSG00000225243
ENSG00000151364
ENSG00000137500
ENSG00000000003
ENSG00000148908
ENSG00000168259
ENSG00000104883
ENSG00000228589
ENSG00000053372
ENSG00000175322
ENSG00000069329
ENSG00000197124
ENSG00000143786
ENSG00000228624
ENSG00000101343

0.9745
0.9743

0.974
0.9738
0.9736
0.9735
0.9733
0.9731
0.9727
0.9724
0.9716
0.9714
0.9708
0.9706
0.9706
0.9701
0.9698
0.9698
0.9694
0.9692
0.9692
0.9686
0.9686
0.9682
0.9679
0.9678
0.9676

0.967
0.9663
0.9662
0.9659
0.9657
0.9656
0.9655
0.9654
0.9648
0.9641
0.9635
0.9629
0.9621
0.9621

1.965
1.9647
1.9643

1.964
1.9637
1.9636
1.9633
1.9631
1.9626

1.962

1.961
1.9607
1.9599
1.9597
1.9596
1.9589
1.9586
1.9585

1.958
1.9578
1.9577
1.9569
1.9569
1.9564

1.956
1.9558
1.9556
1.9548
1.9538
1.9537
1.9533

1.953
1.9529
1.9528
1.9525
1.9518
1.9509

1.95
1.9492
1.9482
1.9481

8.07E-14
2.06E-06
0.0005
2.10E-19
9.73E-10
2.51E-22
1.26E-14
1.44E-15
0.0023
1.63E-09
3.17E-09
0.005
0.0003
0.0005
1.51E-12
4.29E-09
0.0002
0.0005
1.45E-18
0.0229
9.35E-05
3.68E-20
7.07E-14
6.23E-10
1.55E-16
7.45E-07
0.0029
4.54E-05
1.18E-11
1.70E-12
7.05E-11
2.08E-26
0.0013
0.0007
8.83E-19
0.0099
2.03E-23
0.0004
0.0017
0.0048
1.32E-16

6.26E-13 TMEM134
8.26E-06 RBPMS-AS1
0.0016 SLC16A1
2.57E-18 MTRR
5.35E-09 ZNF195
3.97E-21 NOP58
1.04E-13 AMZ2
1.28E-14 DUT
0.0062 CTD-3185P2.1
8.82E-09 POLRI1C
1.67E-08 BET1
0.0125 IFIT1
0.001 MT-TC
0.0016 CYP2J2
1.05E-11 JKAMP
2.22E-08 SSR3
0.0005 ZFPM2-AS1
0.0015 LPXN
1.66E-17 CISD3
0.0499 NT5E
0.0003 C7orf55
4.83E-19 ZSWIM7
5.51E-13 TMEM138
3.48E-09 METTL18
1.51E-15 HSD17B10
3.14E-06 HLA-B
0.0077 RP1-127D3.4
0.0002 KCTD14
7.61E-11 CCDC90B
1.18E-11 TSPANG6
4.28E-10 RGS10
4.78E-25 DNAIC7
0.0037 PEX11G
0.002 SPCS2P4
1.03E-17 MRTO4
0.0234 ZNF519
3.53E-22 VPS35
0.0013 ZNF682
0.0047 CNIH3
0.0121 RP3-399L15.3
1.29E-15 CRNKL1

transmemtk protein_co
RBPMS ant antisense
solute carriprotein_co
5-methylte protein_co
zinc finger protein_co
NOP58 ribc protein_co
archaelysin protein_co
deoxyuridit protein_co
antisense
polymerase protein_co
Bet1 golgi\ protein_co
interferon- protein_co

mitochond Mt_tRNA MT

cytochrom: protein_co
JNK1/MAPI protein_co
signal sequ protein_co
ZFPM2 antiprocessed_
leupaxin [S protein_co
CDGSH iror protein_co
5'-nucleotit protein_co
chromoson protein_co
zinc finger, protein_co
transmemtk protein_co
methyltran protein_co
hydroxyste protein_co X
major histc protein_co
antisense
potassium protein_co
coiled-coil 1 protein_co
tetraspanir protein_co X
regulator o protein_co
Dnal (Hsp4 protein_co
peroxisom: protein_co
signal pept processed_
mRNA turn protein_co
zinc finger protein_co
vacuolar pr protein_co
zinc finger protein_co
cornichon { protein_co
antisense
crooked ne protein_co
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67461710

8 30382119

=

11

17

15
15

10

14

11
17

17
11

11
11

10
17
19

18
16
19

20

1.13E+08
7851186
3339261
2.02E+08
68247574
48331011
66488658
43509702
93962762
89392546
5761
59893308
59484443
1.57E+08
1.06E+08
58526871
38730235
85449584
1.39E+08
15976560
61362001
1.7E+08
53431258
31353872
1.71E+08
78015715
83259097
1.01E+08
1.19E+08
41976433
7476875
28095742
19251539
14057457
46656132
19997058
2.24E+08
1.14E+08
20034368

67469272
30385401
1.13E+08
7906025
3379222
2.02E+08
68257164
48343373
66492109
43529585
94004382
89406486
5826
59926790
59505410
1.57E+08
1.06E+08
58578220
38735044
85495791
1.39E+08
15999717
61369509
1.7E+08
53434373
31357188
1.71E+08
78080219
83286407
1.01E+08
1.2E+08
42021376
7497449
28096422
19260128
14132490
46689518
20039506
2.25E+08
1.14E+08
20056046

-1 q13.2
-1 p12

-1 p13.2
1 p15.31
-1 p15.4
1g33.1
1 q24.2
1q21.1
-1 g22.31
1p21.1
-1 9213
1 ¢23.31
-1

-1 p32.1
1923.1
-1 ¢25.31
-1 ¢23.1
-1 q12.1
1q12
1q14.3
1 q34

-1 p12
1q12.2
-1 q24.2
-1 p11.22
-1 p21.33
-1 q24.3
-1 q14.1
-1 q14.1
-1 g22.1
-1 ¢26.11
-1 q21.2
-1 p13.2
-1 p35.3
1 p36.13
-1 p11.21
-1 q11.2
-1 p12

1 q42.12
1921

-1 p11.23



ENSG00000147509
ENSG00000188483
ENSG00000271913
ENSG00000130770
ENSG00000113161
ENSG00000145331
ENSG00000094755
ENSG00000214223
ENSG00000183010
ENSG00000140307
ENSG00000183696
ENSG00000126524
ENSG00000166788
ENSG00000120725
ENSG00000159685
ENSG00000130303
ENSG00000136514
ENSG00000154813
ENSG00000189077
ENSG00000173207
ENSG00000131732
ENSG00000188342
ENSG00000171174
ENSG00000122481
ENSG00000182362
ENSG00000233836
ENSG00000171889
ENSG00000151465
ENSG00000084754
ENSG00000233527
ENSG00000148572
ENSG00000085760
ENSG00000028203
ENSG00000156239
ENSG00000151470
ENSG00000164610
ENSG00000160606
ENSG00000105135
ENSG00000114771
ENSG00000164116
ENSG00000118197

0.9619
0.9619
0.961
0.9606
0.9603
0.96
0.9596
0.9592
0.9591
0.9587
0.9586
0.9583
0.9577
0.9575
0.9572
0.9571
0.9567
0.9567
0.9566
0.9557
0.9557
0.9555
0.9554
0.9547
0.9545
0.9546
0.9545
0.9543
0.9543
0.9541
0.9538
0.9538
0.9538
0.9537
0.9531
0.953
0.9529
0.9527
0.9527
0.9527
0.9524

1.9479
1.9478
1.9467
1.9461
1.9457
1.9453
1.9448
1.9443
1.9441
1.9436
1.9435

1.943
1.9422
1.9419
1.9415
1.9414
1.9409
1.9408
1.9408
1.9396
1.9395
1.9393
1.9392
1.9382

1.938

1.938
1.9379
1.9376
1.9376
1.9374

1.937

1.937

1.937
1.9369
1.9361
1.9358
1.9358
1.9355
1.9355
1.9354

1.935

0.0015
1.49E-11

0.0053
4.69E-07
2.27E-26
1.74E-05
1.32E-08
6.49E-08
5.97E-06
7.07E-21

0.0002
8.76E-10
3.39E-14
7.33E-26
3.83E-07
7.15E-13
1.67E-09
4.66E-16
2.33E-12
2.21E-08
6.09E-10
7.52E-13

0.0174

0.0001
1.53E-08

0.0001
1.87E-12
7.58E-33
2.04E-21

0.0007
7.10E-26
1.08E-16
5.75E-12
1.07E-15
9.89E-08
3.11E-10
2.74E-07
4.56E-24

0.0046

0.0006
9.38E-18

0.0042 RGS20
9.56E-11 IER5L
0.0133 RP1-111C20.4
2.01E-06 ATPIF1
5.20E-25 HMGCR
6.27E-05 TRMT10A
6.52E-08 GABRP
3.03E-07 HNRNPA1P10
2.27E-05 PYCR1
9.88E-20 GTF2A2
0.0007 UPP1
4.83E-09 SBDS
2.72E-13 SAAL1
1.60E-24 SIL1
1.65E-06 CHCHD6
5.15E-12 BST2
9.00E-09 RTP4
4.36E-15 DPH3
1.60E-11 TMEM120A
1.07E-07 CKS1B
3.41E-09 ZCCHC9
5.41E-12 GTF2F2
0.039 RBKS
0.0004 RWDD3
7.53E-08 YBEY

0.0004 RP11-255H23.2

1.30E-11 MIR31HG
3.13E-31 CDC123
3.00E-20 HADHA
0.0019 ZNF529-AS1
1.55E-24 NRBF2
1.06E-15 MTIF2
3.82E-11 VEZT
9.64E-15 N6AMT1
4.53E-07 C4orf33
1.79E-09 RP9
1.20E-06 TLCD1
8.45E-23 ILVBL
0.0116 AADAC
0.0018 GUCY1A3
1.01E-16 DDX59

regulator o protein_co
immediate protein_co
antisense
ATPase inh protein_co
3-hydroxy-. protein_co
tRNA meth protein_co
gamma-am protein_co
heterogene processed_
pyrroline-5 protein_co
general tra protein_co
uridine phc protein_co
Shwachma protein_co
serum amy protein_co
SIL1 nuclec protein_co
coiled-coil- protein_co
bone marrcprotein_co
receptor (c protein_co
diphthamic protein_co
transmemtk protein_co
CDC28 proi protein_co
zinc finger, protein_co
general tra protein_co
ribokinase protein_co
RWD doma protein_co
ybeY metal protein_co
transcribec
MIR31 hosisense_over
cell divisior protein_co
hydroxyacy protein_co
ZNF529 ant antisense
nuclear rec protein_co
mitochond protein_co
vezatin, ad/ protein_co
N-6 adenin protein_co
chromoson protein_co
retinitis pig protein_co
TLC domair protein_co
ilvB (bacter protein_co
arylacetam protein_co
guanylate ¢ protein_co
DEAD (Asp- protein_co

u b UL OO O

19
17
15

11

w

19

U P, N W w

13
2
1

21

19
9

10
2

19

10
2

12

21
4
7

17

19
3
4
1

53851808
1.29E+08
1.59E+08

28236109

75336329

99546709
1.71E+08

11666069

81932384

59638062

48088628

66987677

18069935
1.39E+08
1.27E+08

17402939
1.87E+08

16257978

75986837
1.55E+08

81301590

45120515

27781364

95234155

46286337

23762944

21455642

12195965

26190635

36573070

63133247

55236595

95217746

28872191
1.29E+08

33094797

28724348

15114984
1.52E+08
1.56E+08
2.01E+08

53959303

1.29E+08

1.59E+08
28246906
75362104
99564032

1.71E+08
11667030
81942412
59657541
48108733
66995601
18106091

1.39E+08

1.27E+08
17405648

1.87E+08
16264972
75994659

1.55E+08
81313297
45284909
27891098
95247225
46297751
23833314
21559669
12250589
26244726
36594708
63155031
55269347
95302790
28885371

1.29E+08
33109401
28727935
15125785

1.52E+08

1.56E+08

2.01E+08

1q11.23
-1 ¢34.11
1925.3
1 p35.3
1 q13.3
-1 q23
1g35.1
-1 p13.2
-1 ¢25.3
-1 q22.2
1p12.3
-1 q11.21
-1 p15.1
-1 g31.2
1q21.3
-1 p13.11
1q27.3
-1 p25.1
-1 q11.23
1q21.3
1 q14.1
1 q14.12
-1 p23.2
1p21.3
1q22.3
1 p12

-1 p21.3
1 pl4

-1 p23.3
1 q13.12
1q21.3
-1 p16.1
1922

-1 213
1g28.2
-1 p14.3
-1 q11.2
-1 p13.12
1 g25.1
1932.1
-1 g32.1



ENSG00000233554
ENSG00000224081
ENSG00000228782
ENSG00000234076
ENSG00000251022
ENSG00000214413
ENSG00000129968
ENSG00000104325
ENSG00000237973
ENSG00000134152
ENSG00000171291
ENSG00000260708
ENSG00000077152
ENSG00000117335
ENSG00000029639
ENSG00000125772
ENSG00000065154
ENSG00000213967
ENSG00000176153
ENSG00000053371
ENSG00000136560
ENSG00000040275
ENSG00000214376
ENSG00000258376
ENSG00000177889
ENSG00000124767
ENSG00000148688
ENSG00000146282
ENSG00000169251
ENSG00000163975
ENSG00000173113
ENSG00000119718
ENSG00000128789
ENSG00000107672
ENSG00000120699
ENSG00000163002
ENSG00000134824
ENSG00000102978
ENSG00000128039
ENSG00000100883
ENSG00000100644

0.9523
0.9521
0.9517
0.9516
0.9509
0.9508
0.9505
0.9495
0.9495
0.9491

0.949
0.9491
0.9487
0.9483
0.9482
0.9482
0.9479
0.9477
0.9476
0.9474
0.9472

0.947

0.947

0.947
0.9469
0.9469
0.9465
0.9454
0.9449
0.9448
0.9447
0.9446

0.944
0.9439
0.9437
0.9436
0.9435
0.9431
0.9428
0.9426
0.9422

1.935
1.9347
1.9341

1.934
1.9331

1.933
1.9326
1.9313
1.9311
1.9306
1.9306
1.9306
1.9301
1.9297
1.9295
1.9294

1.929
1.9287
1.9286
1.9284
1.9281
1.9279
1.9279
1.9279
1.9277
1.9277
1.9272
1.9257

1.925
1.9249
1.9248
1.9247
1.9238
1.9237
1.9235
1.9233
1.9232
1.9226
1.9223

1.922
1.9214

0.0002
5.98E-05

0.0001

0.0149
7.68E-15
5.93E-06
2.32E-22
1.77E-16
8.58E-12
8.21E-10
1.26E-06

0.0057

0.0024
8.58E-13
2.59E-15
2.49E-08
3.04E-10

0.0119

0.0003
6.85E-06
8.76E-14
4.15E-09

0.0006

0.0059
1.66E-27
7.87E-17
4.47E-17
2.71E-25
1.40E-12

0.0221
3.95E-21
4.12E-28
8.59E-17
1.02E-12
3.16E-14
6.64E-15
8.50E-05
9.44E-23
2.62E-09
1.95E-24
6.74E-06

0.0005 B4GALT1-AS1
0.0002 LINCO1057
0.0004 MRPL45P2
0.0339 TPRG1-AS1
6.47E-14 THAPS-AS1
2.26E-05 BBIP1
3.68E-21 ABHD17A
1.72E-15 DECR1
5.62E-11 MIR6723
4.54E-09 KATNBL1
5.16E-06 ZNF439
0.0141 CTA-29F11.1
0.0064 UBE2T
6.12E-12 CD46
2.26E-14 TFB1M
1.20E-07 GPCPD1
1.75E-09 OAT
0.0277 ZNF726
0.001 GPX2
2.59E-05 AKR7A2
6.77E-13 TANK
2.15E-08 SPDL1
0.0018 VSTM5
0.0146 RP4-647C14.2
4.20E-26 UBE2N
7.87E-16 GLO1
4.53E-16 RPP30
5.61E-24 RARS2
9.83E-12 NMD3
0.0484 MFI2
5.66E-20 TRMT112
1.10E-26 EIF2B2
8.57E-16 PSMG2
7.22E-12 NSMCE4A
2.54E-13 EXOSC8
5.61E-14 NUP35
0.0003 FADS2
1.55E-21 POLR2C
1.39E-08 SRD5A3
3.68E-23 SRP54
2.55E-05 HIF1A

B4GALT1 aiantisense
long interg lincRNA
mitochond transcribec
TPRG1 anti lincRNA
THAP9 anti antisense
BBSome ini protein_co
abhydrolas protein_co
2,4-dienoyl protein_co
microRNA (unprocesse
katanin p8( protein_co
zinc finger protein_co
antisense
ubiquitin-c protein_co
CD46 mole protein_co
transcriptic protein_co
glyceropho protein_co
ornithine a protein_co
zinc finger protein_co
glutathione protein_co
aldo-keto r protein_co
TRAF famil protein_co
spindle apg protein_co
V-set and t protein_co
antisense
ubiquitin-c protein_co
glyoxalase protein_co
ribonuclea: protein_co
arginyl-tRN protein_co
NMD3 ribo protein_co
antigen p9’ protein_co
tRNA meth protein_co
eukaryotic protein_co
proteasom protein_co
non-SMC e protein_co
exosome c« protein_co
nucleoporii protein_co
fatty acid d protein_co
polymerase protein_co
steroid 5 al protein_co
signal recoy protein_co
hypoxia inc protein_co

9 33166975

17

94638461
47450568
1.89E+08

4 82893009

10
19

1.11E+08
1876810

8 90001405

15
19
22

20
10
19
14

11
14
12

10

11
14
18
10
13

11
16

14
14

631074
34140674
11848726
46761894
2.02E+08
2.08E+08
1.55E+08
5544439
1.24E+08
23914876
64939152
19303965
1.61E+08
1.7E+08
93818232
73242651
93405673
38675925
90871716
87514378
1.61E+08
1.97E+08
64316460
75002911
12658043
1.22E+08
36998816
1.83E+08
61792980
57462387
55346109
34981957
61695513

33179983
94820281
47492492
1.89E+08
82900960
1.11E+08
1885547
90052092
632616
34210096
11883750
46762563
2.02E+08
2.08E+08
1.55E+08
5611026
1.24E+08
23945159
64942905
19312146
1.61E+08
1.7E+08
93850531
73245979
93442262
38703141
90908553
87590003
1.61E+08
1.97E+08
64318084
75012366
12725740
1.22E+08
37009613
1.83E+08
61867354
57472010
55373096
35029567
61748259

1p21.1
-1 p21.3
-1 q21.32
-1 q28

-1 q21.22
-1 ¢25.2
-1 p13.3
1q21.3
1 p36.33
-1 q14

1 p13.2
-1 q13.31
-1 g32.1
1q32.2
-1 ¢25.3
-1 p12.3
-1 ¢26.13
1 p12

-1 ¢23.3
-1 p36.13
1 q24.2
1935.1
-1 q21

-1 q24.2
-1 g22

-1 p21.2
1 23.31
-1 q15

1 926.1
-1 q29

-1 q13.1
1q24.3
1 p11.21
-1 ¢26.13
1 q13.3
1932.1
1q12.2
1921
1912

1 q13.2
1g23.2



ENSG00000104356
ENSG00000174446
ENSG00000116752
ENSG00000149292
ENSG00000226328
ENSG00000112874
ENSG00000139131
ENSG00000007933
ENSG00000120727
ENSG00000185420
ENSG00000106034
ENSG00000131966
ENSG00000008952
ENSG00000058729
ENSG00000138303
ENSG00000227110
ENSG00000225177
ENSG00000152404
ENSG00000070526
ENSG00000140740
ENSG00000237310
ENSG00000135549
ENSG00000091482
ENSG00000176973
ENSG00000118508
ENSG00000245648
ENSG00000004866
ENSG00000178922
ENSG00000103316
ENSG00000179178
ENSG00000135775
ENSG00000254682
ENSG00000198840
ENSG00000115271
ENSG00000166946
ENSG00000278376
ENSG00000116030
ENSG00000177459
ENSG00000114491
ENSG00000139354
ENSG00000125835

0.9421
0.9416
0.9415
0.9414
0.9412
0.9408
0.9407
0.9402
0.9401
0.9401
0.9394
0.9392
0.9391
0.9388
0.9387
0.9382
0.9378
0.9376
0.9369
0.9368
0.9367
0.9364
0.9358
0.9357
0.9355
0.9355
0.9352

0.935
0.9344
0.9339
0.9336
0.9336
0.9335
0.9331
0.9325
0.9323
0.9319
0.9319
0.9317
0.9316
0.9292

1.9213
1.9207
1.9206
1.9204
1.9201
1.9196
1.9194
1.9188
1.9187
1.9186
1.9177
1.9175
1.9173
1.9169
1.9168
19161
1.9157
1.9153
1.9144
1.9142
1.9142
1.9138
1.9129
1.9128
1.9126
1.9125
1.9122
1.9118
1.9111
1.9105

191

191
1.9098
1.9094
1.9085
1.9083
1.9078
1.9077
1.9075
1.9074
1.9042

2.72E-09
2.56E-11
1.07E-24
0.0009
1.69E-05
2.52E-10
3.43E-20
0.0156
1.41E-13
1.29E-13
0.0028
2.90E-23
1.02E-12
9.39E-17
9.74E-22
0.0146
0.0016
2.34E-12
2.43E-08
8.57E-14
0.0169
0.0081
0.0194
4.27E-07
0.0015
0.0024
6.21E-18
4.90E-09
7.62E-06
3.12E-11
2.04E-27
0.0137
1.63E-14
4.81E-14
9.96E-18
0.0189
4.58E-22
1.45E-08
3.66E-26
0.006
4.56E-23

1.44E-08 POP1
1.61E-10 SNAPC5
2.08E-23 BCAS2
0.0026 TTC12
6.12E-05 NUP50-AS1
1.45E-09 NUDT12
4.52E-19 YARS2
0.0353 FMO3
1.07E-12 PAIP2
9.85E-13 SMYD3
0.0074 CPED1
4.95E-22 ACTR10
7.22E-12 SEC62
9.31E-16 RIOK2
1.47E-20 ASCC1
0.0332 LMCD1-AS1
0.0043 FLJ46906
1.61E-11 CWF19L2
1.17E-07 ST6GALNAC1
6.63E-13 UQCRC2
0.038 GS1-124K5.4
0.0196 PKIB
0.0428 SMPX
1.84E-06 FAM89B
0.0042 RAB32

0.0065 RP11-277P12.20

6.75E-17 ST7
2.52E-08 HYI
2.86E-05 CRYM
1.95E-10 TMEM125
5.12E-26 COG2
0.0314 RP11-660L16.2
1.34E-13 MT-ND3
3.80E-13 GCA
1.07E-16 CCNDBP1
0.0419 RP11-15819.8
7.10E-21 SUMO1
7.17E-08 ERICH5
8.21E-25 UMPS
0.0149 GAS2L3
7.67E-22 SNRPB

processing protein_co
small nucle protein_co
breast carc protein_co
tetratricop: protein_co
NUP50 antilincRNA
nudix (nucl protein_co
tyrosyl-tRN protein_co
flavin cont: protein_co
poly(A) bin protein_co
SET and M\ protein_co
cadherin-lil protein_co
actin-relate protein_co
SEC62 hom protein_co
RIO kinase protein_co
activating s protein_co
LMCD1 ant antisense
uncharacte antisense
CWF19-like protein_co
ST6 (alpha- protein_co
ubiquinol-c protein_co
lincRNA
protein kin protein_co
small musc protein_co X
family with protein_co
RAB32, me protein_co
antisense
suppressiol protein_co
hydroxypyr protein_co
crystallin, r protein_co
transmemtk protein_co
componeni protein_co
antisense

mitochond protein_co MT

grancalcin, protein_co
cyclin D-tyg protein_co
lincRNA
small ubiqt protein_co
glutamate- protein_co
uridine mo protein_co
growth arreprotein_co
small nucle protein_co

98117297
66490135
1.15E+08
1.13E+08
45133020
1.04E+08
32727490
1.71E+08
1.39E+08
2.46E+08
1.21E+08
58200080
1.7E+08
97160867
72096032
7952805
1.39E+08
1.07E+08
76624761
21952660
66493706
1.22E+08
21705972
65572349
1.47E+08
10363769
1.17E+08
43451003
21238874
43269994
2.31E+08
71448674
10059
1.62E+08
43185118
1.19E+08
2.02E+08

8 98064311

1.25E+08
1.01E+08
2461634

98159834
66497813
1.15E+08
1.13E+08
45163781
1.04E+08
32755902
1.71E+08
1.39E+08
2.47E+08
1.21E+08
58235636
1.7E+08
97183260
72217134
8611924
1.39E+08
1.07E+08
76643838
21983660
66495474
1.23E+08
21758163
65574198
1.47E+08
10398506
1.17E+08
43453989
21303083
43274002
2.31E+08
71452157
10404
1.62E+08
43197176
1.19E+08
2.02E+08
98093610
1.25E+08
1.01E+08
2470853

1q22.2
-1 g22.31
-1 p13.2
1923.2
-1 q13.31
-1 q21.2
-1 p11.21
1 q24.3
1g31.2
-1 q44

1 ¢31.31
1923.1
1 026.2
-1 q15

-1 q22.1
-1 p25.3
1 q24.1
-1 223
-1 ¢25.1
1p12.2
1q11.21
1 g22.31
-1 p22.12
1 q13.1
1q24.3
1 p13.2
1g31.2
-1 p34.2
-1 p12.2
1 p34.2
1 q42.2
1q13.4
1

1 q24.2
1 q15.2
1g23.3
-1 ¢33.1
1q22.2
1q21.2
1923.1
-1 p13



ENSG00000067836
ENSG00000137965
ENSG00000251259
ENSG00000117697
ENSG00000172062
ENSG00000065615
ENSG00000134375
ENSG00000266412
ENSG00000240342
ENSG00000158092
ENSG00000066322
ENSG00000145919
ENSG00000110696
ENSG00000153975
ENSG00000065911
ENSG00000099840
ENSG00000060971
ENSG00000064989
ENSG00000128609
ENSG00000131043
ENSG00000162385
ENSG00000114125
ENSG00000070761
ENSG00000121895
ENSG00000006468
ENSG00000143420
ENSG00000075239
ENSG00000144029
ENSG00000147155
ENSG00000135655
ENSG00000179958
ENSG00000152433
ENSG00000164347
ENSG00000123415
ENSG00000144381
ENSG00000131238
ENSG00000129535
ENSG00000162604
ENSG00000122035
ENSG00000100749
ENSG00000145050

0.929
0.9291
0.9285
0.9282
0.9282
0.9281
0.9277
0.9276
0.9274
0.9257
0.9256
0.9255
0.9254
0.9254
0.9254
0.9253
0.9252
0.9247
0.9238
0.9235
0.9236
0.9234
0.9233
0.9233
0.9231
0.9229
0.9229
0.9225
0.9224
0.9224
0.9223
0.9223
0.9222
0.9217
0.9213
0.9211
0.9197
0.9195
0.9195
0.9194
0.9192

1.904

1.904
1.9033
1.9029
1.9029
1.9028
1.9023
1.9021
1.9019
1.8996
1.8995
1.8994
1.8992
1.8992
1.8992
1.8991
1.8989
1.8983
1.8971
1.8968
1.8968
1.8965
1.8965
1.8964
1.8962
1.8959
1.8959
1.8954
1.8953
1.8953
1.8951
1.8951

1.895
1.8944
1.8939
1.8936
1.8917
1.8915
1.8914
1.8913
1.8911

3.25E-14
1.56E-07
3.11E-05
4.75E-14
2.73E-07
1.05E-12
1.83E-12
1.97E-13
9.13E-09
4.55E-10
1.71E-24
1.11E-17
4.25E-21
5.45E-12
1.78E-07

0.0022
4.39E-13
2.18E-05
4.16E-12
3.27E-22
2.27E-11
1.50E-29
6.67E-05

0.0208

0.0069
7.42E-18
5.74E-05
1.66E-18
5.36E-22
2.11E-12
1.57E-19
2.96E-06
2.04E-07
5.74E-17
1.02E-08
1.51E-34

0.0005
1.31E-08
1.35E-05
9.14E-06
6.81E-10

2.61E-13 ROGDI
7.04E-07 IF144
0.0001 AC004069.2
3.75E-13 NSL1
1.20E-06 SMN1
7.41E-12 CYB5R4
1.27E-11 TIMM17A
1.48E-12 NCOA4
4.59E-08 RPS2P5
2.57E-09 NCK1
3.26E-23 ELOVL1
1.19E-16 BOD1
6.07E-20 Cl1lorf58
3.64E-11 ZUFSP
7.98E-07 MTHFD2
0.0059 1IZUMO4
3.21E-12 ACAAl1
7.78E-05 CALCRL
2.80E-11 NDUFAS5
5.09E-21 AAR2
1.44E-10 MAGOH
4.62E-28 RNF7
0.0002 CFAP20
0.0457 TMEM156
0.0168 ETV1
8.01E-17 ENSA
0.0002 ACAT1
1.88E-17 MRPS5
8.27E-21 EBP
1.46E-11 USP15
1.94E-18 DCTPP1
1.17E-05 ZNF547
9.06E-07 GFM2
5.77E-16 SMUG1
5.11E-08 HSPD1
7.69E-33 PPT1
0.0014 NRL
6.47E-08 TM2D1
4.93E-05 RASL11A
3.40E-05 VRK1
3.79E-09 MANF

rogdi homc protein_co
interferon- protein_co
lincRNA
NSL1, MIS1 protein_co
survival of | protein_co
cytochrom: protein_co
translocase protein_co
nuclear rec protein_co
ribosomal | processed_
NCK adapt protein_co
ELOVL fatty protein_co
biorientatic protein_co
chromoson protein_co
zinc finger ' protein_co
methylenet protein_co
IZUMO farr protein_co
acetyl-CoA protein_co
calcitonin r protein_co
NADH dehy protein_co
AAR2 splici protein_co
mago-nash protein_co
ring finger protein_co
cilia and fla protein_co
transmemtk protein_co
ets variant protein_co
endosulfine protein_co
acetyl-CoA protein_co
mitochond protein_co
emopamil | protein_co X
ubiquitin sy protein_co
dCTP pyrof protein_co
zinc finger protein_co
G elongatic protein_co
single-strar protein_co
heat shock protein_co
palmitoyl-g protein_co
neural retir protein_co
TM2 doma protein_co
RAS-like, fa protein_co
vaccinia rel protein_co
mesencepl protein_co

16

S N U, IS Y

12
16
19

12

14

13
14

4796968
78649796
1.05E+08
2.13E+08
70925030
83859643
2.02E+08
46005088
1.18E+08
1.37E+08
43363397
1.74E+08
16613132
1.17E+08
74198562
2096429
38103129
1.87E+08
1.24E+08
36236459
53226892
1.42E+08
58113588
38966744
13891228
1.51E+08
1.08E+08
95087207
48521158
62260338
30423619
57363477
74721204
54164745
1.97E+08
40072705
24080107
61681046
27270327
96797304
51385047

4802950
78664078
1.05E+08
2.13E+08
70953942
83967424
2.02E+08
46030714
1.18E+08
1.37E+08
43368074
1.74E+08
16756881
1.17E+08
74217565
2099593
38137242
1.87E+08
1.24E+08
36270918
53238610
1.42E+08
58129450
39032922
13991425
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9.87E-13 SETMAR
1.91E-17 NDUFB10
8.52E-06 HIST3H2A
2.42E-06 ZNF502
0.0018 MT1X
0.0002 RP11-345J4.5
9.73E-16 PGM2
3.72E-08 INTS10
1.74E-06 COMTD1
0.0055 SGCE
1.67E-14 MED7
0.0013 TRIM17
1.18E-11 NXT1
0.0471 OGFOD2
9.04E-07 PLA2G16
1.14E-10 CXorf56
6.36E-05 GPR115
5.60E-09 ING3
2.23E-12 TDG
8.56E-07 SERGEF

zinc finger, protein_co
family with protein_co
ferredoxin protein_co
signal sequ protein_co
diphthamir protein_co
V-set and il protein_co
transient re protein_co
microfibrill protein_co
signal recoy protein_co
methyltran protein_co
KRR1, smal protein_co
transmemtk protein_co
major histc protein_co
geranylgeri protein_co
catenin, be protein_co
golgin A5 [¢ protein_co
zinc finger protein_co
lincRNA
HemK metl protein_co
checkpoint protein_co
plexin C1 [¢ protein_co
SET domair protein_co
NADH dehy protein_co
histone clu protein_co
zinc finger protein_co
metallothic protein_co
BolA-like pi protein_co
phosphoglt protein_co
integrator (protein_co
catechol-O protein_co
sarcoglycar protein_co
mediator c protein_co
tripartite r protein_co
nuclear tra protein_co
2-oxoglutal protein_co
phospholip protein_co
chromoson protein_co X
G protein-c protein_co
inhibitor of protein_co
thymine-DI protein_co
secretion r(protein_co

97446131
66932055
1.1E+08
1.56E+08
35217345
1.25E+08
74722495
43804492
1.13E+08
21597218
75490861
12733525
32517343
2.35E+08
37693955
92794231
51889224
11469250
50569152
28687743
94148723
4303304
1959508
2.28E+08
44712643
56682424
29443056
37826633
19817140
75233969
94585230
1.57E+08
2.28E+08
23350736
1.23E+08
63573195
1.2E+08
47685864
1.21E+08
1.04E+08
17788048

97457370
66934423
1.1E+08
1.56E+08
35546193
1.25E+08
74888094
43824802
1.13E+08
21657473
75511636
12769457
32530287
2.35E+08
37872129
92839963
51905040
11478196
50596168
28742422
94307675
4317567
1961975
2.28E+08
44723831
56684196
29454651
37862937
19852083
75236030
94656209
1.57E+08
2.28E+08
23354777
1.23E+08
63616883
1.2E+08
47722021
1.21E+08
1.04E+08
18013162

1 q24.1
-1 g22.1
1q22.3
-1 g22

-1 q14

-1 q24.2
-1 q21.13
-1 q15.3
1q22.2
1p12.2
-1 q21.2
-1 p25.2
-1 p21.32
1 q42.3
1 q11.23
1 32.12
-1 q13.41
1 p15.33
1 p21.31
-1 q12.1
1922

1 p26.1
1 p13.3
-1 g42.13
1 p21.31
1913

-1 p11.2
1 pl4
1p21.3
-1 q22.2
-1 213
-1 ¢33.3
-1 g42.13
1 p11.21
1 24.31
-1 q13.1
-1 q24
1p12.3
1 g31.31
1g23.3
-1 p15.1



ENSG00000167112
ENSG00000173156
ENSG00000259153
ENSG00000150045
ENSG00000124541
ENSG00000213465
ENSG00000134058
ENSG00000215126
ENSG00000174021
ENSG00000152219
ENSG00000158234
ENSG00000172456
ENSG00000165672
ENSG00000121058
ENSG00000175061
ENSG00000224043
ENSG00000104763
ENSG00000123505
ENSG00000242516
ENSG00000153015
ENSG00000247516
ENSG00000089737
ENSG00000105258
ENSG00000141076
ENSG00000171970
ENSG00000204264
ENSG00000169814
ENSG00000151743
ENSG00000102897
ENSG00000120333
ENSG00000133104
ENSG00000123609
ENSG00000099901
ENSG00000271147
ENSG00000118246
ENSG00000177707
ENSG00000100744
ENSG00000257815
ENSG00000118961
ENSG00000153982
ENSG00000182359

0.8393
0.8393
0.8391
0.8387
0.8386
0.8382
0.8382
0.8382
0.8371
0.8368
0.8367
0.8366
0.8361
0.8358
0.8358
0.8357
0.8356
0.8354
0.8352
0.8352
0.8349
0.8349
0.8343
0.8342
0.8341
0.8339
0.8337
0.8335
0.8334
0.8333
0.8333
0.8331
0.8329
0.8325
0.8323
0.8316
0.8316

0.831
0.8309
0.8308
0.8306

1.7892
1.7892
1.7889
1.7884
1.7883
1.7879
1.7879
1.7878
1.7865
1.7861
1.7859
1.7858
1.7852
1.7848
1.7848
1.7848
1.7847
1.7843
1.7841

1.784
1.7838
1.7837

1.783
1.7829
1.7827
1.7825
1.7823

1.782
1.7818
1.7818
1.7817
1.7815
1.7813
1.7807
1.7806
1.7797
1.7796
1.7789
1.7788
1.7787
1.7784

1.76E-11
2.01E-10
0.0002
0.0111
4.07E-19
5.20E-10
4.77E-08
3.47E-06
3.33E-25
2.23E-11
1.35E-05
7.74E-05
2.75E-14
1.43E-13
7.79E-09
0.016
3.26E-06
9.11E-19
3.87E-09
3.07E-14
0.0004
2.57E-33
0.0071
1.41E-19
9.41E-07
1.82E-26
3.38E-13
2.84E-08
3.70E-15
1.29E-12
1.59E-18
2.55E-14
1.38E-10
0.0004
6.20E-15
0.0031
5.37E-09
0.0219
7.35E-24
3.21E-07
1.15E-07

1.12E-10 TRUB2
1.17E-09 RHOD
0.0006 RP6-65G23.3
0.026 KLRF1
4.88E-18 RRP36
2.92E-09 ARL2
2.25E-07 CDK7
1.36E-05 CBWD7
6.86E-24 GNG5
1.41E-10 ARL14EP
4.91E-05 FAIM
0.0003 FGGY
2.22E-13 PRDX3
1.09E-12 COIL
3.94E-08 LRRC75A-AS1
0.0361 CCNT2-AS1
1.28E-05 ASAH1
1.06E-17 AMD1
2.02E-08 LINCO0960
2.47E-13 CWC27
0.0012 MIR4458HG
1.12E-31 DDX24
0.0172 POLR2I
1.76E-18 CIRH1A
3.92E-06 ZNF57
4.20E-25 PSMBS8
2.49E-12 BTD
1.37E-07 AMN1
3.19E-14 LYRM1
9.04E-12 MRPS14
1.81E-17 SPG20
2.06E-13 NMI
8.15E-10 RANBP1
0.0013 RP4-769N13.6
5.26E-14 FASTKD2
0.008 PVRL3
2.76E-08 GSKIP

0.0479 RP11-611E13.2

1.33E-22 C20rf43
1.40E-06 GDPD1
5.26E-07 KBTBD3

TruB pseud protein_co
ras homolac protein_co
lincRNA
killer cell le protein_co
ribosomal | protein_co
ADP-ribosy protein_co
cyclin-depe protein_co
COBW don protein_co
guanine nu protein_co
ADP-ribosy protein_co
Fas apopto protein_co
FGGY carbc protein_co
peroxiredo protein_co
coilin [Sour protein_co
LRRC75A ai processed_
CCNT2 anti antisense
N-acylsphir protein_co
adenosylm protein_co
long interg lincRNA
CWC27 spliprotein_co
MIR4458 h lincRNA
DEAD (Asp- protein_co
polymerase protein_co
cirrhosis, ai protein_co
zinc finger protein_co
proteasom protein_co
biotinidase protein_co
antagonist protein_co
LYR motif ¢ protein_co
mitochond protein_co
spastic pari protein_co
N-myc (anc protein_co
RAN bindin protein_co
processed_X
FAST kinas¢ protein_co
poliovirus r protein_co
GSK3B inte protein_co
antisense
chromoson protein_co
glyceropho protein_co
kelch repe: protein_co

9 1.28E+08
11 67056818
14 70810205
12 9827481

6 43021645
11 65014113

5 69234841

9 41131306

1 84498325
11 30323051

3 1.39E+08

1 59296638
10 1.19E+08
17 56938187
17 16438822
1.35E+08
18056425
1.11E+08
75672391
64768930

8450743
14 94048291
19 36113710
16 69131291
19 2900898

6 32840717

3 15601341
12 31671137
16 20899868

1 1.75E+08
13 36301638

2 1.51E+08
22 20115938

1.03E+08

2 2.07E+08

3 1.11E+08
14 96363452
12 69904033

2 20684014
17 59220467
11 1.06E+08

U Ul W o N

1.28E+08
67072013
70815403
9845007
43034156
65022184
69277430
41199261
84506565
30338227
1.39E+08
59767675
1.19E+08
56961054
16478678
1.35E+08
18084985
1.11E+08
75679303
65018763
8463095
94081245
36115346
69231130
2918476
32844703
15645822
31729174
20925006
1.75E+08
36370180
1.51E+08
20127357
1.03E+08
2.07E+08
1.11E+08
96387288
70243360
20823130
59275967
1.06E+08

-1 ¢34.11
1 q13.2
1 q24.2
1 p13.31
1p21.1
1 q13.1
1 q13.2

-1 p11.2

-1 p22.3
1 p14.1
1q22.3
1 p32.1

-1 ¢26.11

-1 q22
1 p11.2

-1 213

-1 p22
1921
1p12.3
1q12.3
1 p15.31

-1 ¢32.12

-1 q13.12
1922.1
1p13.3

-1 p21.32
1 p25.1

-1 p11.21
1p12.3

-1 ¢25.1

-1 q13.3

-1 ¢23.3
1 q11.21
1922.1
1g33.3
1 q13.13
1q32.2

-1 q15

-1 p24.1
1922

-1 223



ENSG00000122643
ENSG00000177614
ENSG00000066651
ENSG00000131269
ENSG00000197050
ENSG00000196465
ENSG00000150556
ENSG00000184500
ENSG00000185798
ENSG00000180376
ENSG00000169612
ENSG00000131069
ENSG00000183735
ENSG00000159322
ENSG00000101367
ENSG00000160213
ENSG00000169021
ENSG00000120837
ENSG00000114405
ENSG00000112208
ENSG00000119328
ENSG00000100938
ENSG00000231312
ENSG00000132386
ENSG00000115946
ENSG00000162222
ENSG00000106526
ENSG00000071994
ENSG00000009844
ENSG00000187840
ENSG00000186106
ENSG00000076242
ENSG00000113558
ENSG00000205436
ENSG00000204315
ENSG00000122545
ENSG00000144744
ENSG00000188313
ENSG00000162511
ENSG00000235655
ENSG00000143543

0.8305
0.8299
0.8299
0.8294
0.8294
0.8287
0.8282
0.8282
0.8279
0.8278
0.8277
0.8276
0.8276
0.8274
0.8273
0.8273
0.8273
0.8269
0.8267
0.8262
0.8259
0.8258
0.8255
0.8254
0.8249
0.8247
0.8245
0.8239
0.8237
0.8237
0.8232
0.8229
0.8225
0.8217
0.8216
0.8206
0.8206
0.8204
0.8202

0.82
0.8199

1.7783
1.7776
1.7775
1.777
1.777
1.776
1.7755
1.7754
1.7751
1.775
1.7748
1.7747
1.7747
1.7745
1.7744
1.7743
1.7743
1.7738
1.7737
1.7731
1.7726
1.7725
1.7721
1.772
1.7714
1.7712
1.7709
1.7702
1.77
1.7699
1.7693
1.769
1.7684
1.7675
1.7673
1.7661
1.7661
1.7659
1.7656
1.7654
1.7653

5.70E-13

0.0037
3.21E-09
1.50E-14
4.11E-08
1.35E-07

0.0001

0.0002
4.71E-08

0.0001
2.56E-17
4.05E-16
3.69E-13
1.70E-12
8.51E-30
8.69E-51
2.09E-14
2.34E-10
2.94E-06

0.0002

0.0014
6.32E-10
1.69E-05

0.0031
3.90E-23
1.29E-13
3.08E-07
3.71E-15
1.84E-17
7.45E-09
7.97E-13
3.11E-16
8.47E-34

0.0097

0.0002
2.81E-13
8.43E-13
8.59E-15

0.0079
1.73E-06
8.96E-20

4.14E-12 NT5C3A
0.0095 PGBD5
1.69E-08 TRMT11
1.24E-13 ABCB7
1.95E-07 ZNF420
6.12E-07 MYL6B
0.0005 LYPD6B
0.0007 PROS1
2.23E-07 WDR53
0.0003 CCDC66
2.64E-16 FAM103A1
3.81E-15 ACSS2
2.72E-12 TBK1
1.18E-11 ADPGK
2.65E-28 MAPRE1
2.75E-48 CSTB
1.70E-13 UQCRFS1
1.36E-09 NFYB
1.16E-05 C3orfl4
0.0005 BAG2
0.0038 FAM206A
3.52E-09 GMPR2
6.09E-05 AC007246.3
0.008 SERPINF1
6.57E-22 PNO1
9.87E-13 TTCOC
1.34E-06 ACTR3C
3.20E-14 PDCD2
1.93E-16 VTAl
3.77E-08 EIFAEBP1
5.71E-12 ANKRD46
2.96E-15 MLH1
3.91E-32 SKP1
0.023 EXOC3L4
0.0005 FKBPL
2.09E-12
6.02E-12 UBA3
7.21E-14 PLSCR1
0.019 LAPTMS
7.00E-06 H3F3AP4
1.14E-18 JTB

07-Sep

5'-nucleotit protein_co
piggyBac tr protein_co
tRNA meth protein_co
ATP-bindin protein_co X
zinc finger protein_co
myosin, ligl protein_co
LY6/PLAUR protein_co
protein S (c protein_co
WD repeat protein_co
coiled-coil 1 protein_co
family with protein_co
acyl-CoA sy protein_co
TANK-bindi protein_co
ADP-depen protein_co
microtubul protein_co
cystatin B ( protein_co
ubiquinol-c protein_co
nuclear tra protein_co
chromoson protein_co
BCL2-assoc protein_co
family with protein_co
guanosine protein_co
antisense
serpin pepi protein_co
partner of | protein_co
tetratricop: protein_co
ARP3 actin- protein_co
programme protein_co
vesicle (mu protein_co
eukaryotic protein_co
ankyrin reg protein_co
mutL homc protein_co
S-phase kin protein_co
exocyst cor protein_co
FK506 bind protein_co
septin 7 [Sc protein_co
ubiquitin-li protein_co
phospholip protein_co
lysosomal | protein_co
H3 histone, processed_
jumping tre protein_co

14

33014114
2.3E+08
1.26E+08
75053172
37007857
56152256
1.49E+08
93873033
1.97E+08
56557161
82986207
34872146
64451880
72751369
32819893
43772512
29205321
1.04E+08
62318973
57172326
1.09E+08
24232422
39436637
1761959
68157844
62728069
1.5E+08
1.71E+08
1.42E+08
38030341
1.01E+08
36993332
1.34E+08
1.03E+08
32128707
35800932
69054730
1.47E+08
30732469
1.75E+08
1.54E+08

33062797
2.3E+08
1.26E+08
75156732
37130314
56159647
1.49E+08
93974066
1.97E+08
56621818
82991057
34927962
64502108
72785846
32850405
43776445
29213541
1.04E+08
62336213
57189833
1.09E+08
24239242
39665343
1777574
68176238
62740293
1.5E+08
1.71E+08
1.42E+08
38060365
1.01E+08
37050918
1.34E+08
1.03E+08
32130291
35907105
69080408
1.47E+08
30757820
1.75E+08
1.54E+08

-1 p14.3
-1 g42.13
1 22.32
-1 q13.3
1 q13.12
1 q13.2
1923.2
-1 q11.1
-1 q29

1 p14.3
1 g25.2
1 q11.22
1 q14.2
-1 q24.1
1q11.21
-1 223
-1 q12

-1 ¢23.3
1 pl14.2
1p12.1
1931.3
1q12
1p22.1
1 p13.3
1 pl4
1q12.3
-1 ¢36.1
-1 q27
1q24.1
1 p11.23
-1 223
1p22.2
-1 g31.1
1 g32.32
-1 p21.32
1 p14.2
-1 p14.1
-1 q24

-1 p35.2
1g31.1
-1 213



ENSG00000216866
ENSG00000198168
ENSG00000136098
ENSG00000107625
ENSG00000197019
ENSG00000108984
ENSG00000149743
ENSG00000140092
ENSG00000096401
ENSG00000254858
ENSG00000123595
ENSG00000142556
ENSG00000007255
ENSG00000247828
ENSG00000178913
ENSG00000167183
ENSG00000134001
ENSG00000170421
ENSG00000168393
ENSG00000164929
ENSG00000256683
ENSG00000002919
ENSG00000011198
ENSG00000231770
ENSG00000147383
ENSG00000230438
ENSG00000198643
ENSG00000100823
ENSG00000232442
ENSG00000109919
ENSG00000100603
ENSG00000163481
ENSG00000089127
ENSG00000248508
ENSG00000147996
ENSG00000242114
ENSG00000123159
ENSG00000223891
ENSG00000117691
ENSG00000164414
ENSG00000255737

0.8198
0.8196
0.8196
0.8195
0.8188
0.8188
0.8186
0.8186
0.8182
0.8178
0.8175
0.8173
0.8173
0.8172
0.8171
0.8167

0.816
0.8156
0.8152
0.8152
0.8152

0.815

0.815
0.8146
0.8144
0.8137
0.8128
0.8127

0.812
0.8116
0.8116
0.8115
0.8108
0.8106
0.8105
0.8101
0.8095
0.8095

0.809

0.809
0.8089

1.7652
1.765
1.765

1.7648

1.7639

1.7639

1.7637

1.7636

1.7632

1.7627

1.7624

1.7621

1.7621
1.762

1.7618

1.7614

1.7605

1.76

1.7596

1.7596

1.7595

1.7593

1.7593

1.7588

1.7585

1.7577

1.7566

1.7565

1.7556

1.7552

1.7552
1.755

1.7542

1.7539

1.7538

1.7533

1.7526

1.7526
1.752
1.752

1.7519

0.0002
6.47E-09
0.0012
6.16E-11
7.47E-19
0.0086
7.11E-10
0.0029
3.11E-15
4.27E-08
1.13E-20
1.22E-10
4.03E-05
4.77E-07
1.59E-20
8.48E-08
5.12E-36
6.36E-12
3.98E-09
0.0146
1.58E-06
4.77E-28
6.26E-15
0.0144
1.61E-12
0.0052
0.0071
1.90E-19
0.0108
8.29E-28
6.64E-11
3.74E-16
1.28E-06
0.014
2.58E-06
0.0017
5.40E-14
0.0002
1.84E-10
8.48E-06
0.0003

0.0006 RPS2P55
3.30E-08 SVIP
0.0033 NEK3
3.77E-10 DDX50
8.76E-18 SERTAD1
0.0207 MAP2K6
3.95E-09 TRPT1
0.0076 FBLNS
2.70E-14 CDC5L
2.03E-07 MPV17L2
1.55E-19 RAB9A
7.27E-10 ZNF614
0.0001 TRAPPC6A

2.04E-06 TMEM161B-AS1

2.16E-19 TAF7
3.91E-07 PRR15L
2.98E-34 EIF2S1
4.20E-11 KRT8
2.07E-08 DTYMK
0.0332 BAALC
6.43E-06 ZNF350
1.26E-26 SNX11
5.30E-14 ABHD5
0.0329 TMEM44-AS1
1.12E-11 NSDHL
0.0129 SERPINBSP1
0.0173 FAM3D
2.34E-18 APEX1
0.0253 CTD-3184A7.4
2.13E-26 MTCH2
4.05E-10 SNW1
3.54E-15 RNF25
5.24E-06 OAS1
0.032 SRP14-AS1
1.02E-05 CBWD5
0.0047 MTFP1
4.25E-13 GIPC1
0.0007 OSER1-AS1
1.07E-09 NENF
3.17E-05 SLC35A1
0.001 AGAP2-AS1

ribosomal | processed_ X
small VCP/| protein_co
NIMA-relat protein_co
DEAD (Asp- protein_co
SERTA dorr protein_co
mitogen-ac protein_co
tRNA phosj protein_co
fibulin 5 [Scprotein_co
cell divisior protein_co
MPV17 mit protein_co
RAB9A, me protein_co X
zinc finger protein_co
trafficking | protein_co
TMEM161f antisense
TAF7 RNA | protein_co
proline rict protein_co
eukaryotic protein_co
keratin 8 [S protein_co
deoxythym protein_co
brain and a protein_co
zinc finger protein_co
sorting nex protein_co
abhydrolas protein_co
TMEMA44 a antisense
NAD(P) def protein_co X
serpin pepi lincRNA
family with protein_co
APEX nucle protein_co
antisense
mitochond protein_co
SNW doma protein_co
ring finger protein_co
2'-5'-oligoa protein_co
SRP14 antitlincRNA
COBW don protein_co
mitochond protein_co
GIPC PDZ d protein_co
OSER1 anti lincRNA
neudesin n protein_co
solute carriprotein_co
AGAP2 antiantisense

11
13
10
19
17
11
14

19

19
19

17
14
12

19
17

14
20
11
14

12
15

22

19
20

12

40934982
22813799
52132639
68901278
40421592
69414698
64223799
91869412
44387525
18193182
13689121
52012765
45162928
88268895

1.41E+08
47951967
67359997
52897187

2.42E+08

1.03E+08
51964343
48103357
43690113

1.95E+08

1.53E+08

2854657
58633946
20455191
63627227
47617315
77717599

2.19E+08

1.13E+08
40039311
65668805
30425530
14477760
44210960

2.12E+08
87470623
57726271

40935864
22830299
52159861
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2.19E+08

1.13E+08
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2.12E+08
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-1 p14.3
-1 q14.3
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-1 q13.2
1q24.3
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-1 q13.41
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-1 q13.41
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-1 p14.2
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-1 q24.3
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0.802
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0.8006
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0.799
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1.7494
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1.7485
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1.7464
1.7462
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1.7441
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1.7435
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3.79E-05
2.74E-09
0.0018
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5.54E-13
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0.006
8.81E-09
4.72E-09
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1.85E-08
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5.47E-41
4.55E-11
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1.08E-10
3.59E-08
1.68E-09
2.26E-12
0.02
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2.49E-19
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1.78E-05
2.39E-15

6.61E-08 NDUFAF4
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2.24E-06 ZNF432
5.32E-08 STOML1
9.18E-25 NARS
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1.45E-08 LYPLAL1
0.0048 CiB2
0.0282 LINCO1515
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8.79E-07 TRMU
9.87E-09 RRM1
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3.31E-05 ANXA1l
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4.43E-08 YIF1B
2.44E-08 MED21
0.0009 TRIT1
0.0037 BEX2
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0.0072 SUCLG2-AS1
9.06E-08 ZNF22
0.0005 PIBF1
5.91E-39 EIF4E2
2.82E-10 HSBP1L1
0.0004 C8orf76
6.48E-10 RDH14
1.72E-07 NARF
9.08E-09 CREG1
1.56E-11 TMEMS9B
0.0441 EGFL7
0.001 LINCO1269
3.05E-18 GTF2H1
0.0068 PRKCQ-AS1
0.01 RP3-395M20.9
6.42E-05 CENPQ
2.09E-14 VIMP
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mediator c protein_co
tRNA isope protein_co
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progestero protein_co
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4094707
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8947294
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2.05E+08
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2.19E+08
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1.21E+08
46357340
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1.5E+08
12690934
85391752
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73170393
1.41E+08
38317273
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39883511
1.03E+08
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73016461
2.33E+08
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1.23E+08
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82490537
1.68E+08
8965011
1.37E+08
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18367044
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1.01E+08

-1 q16.1
-1 g32.1
-1 q13.41
-1 q24.1
-1 q21.31
-1 q11.2
1 q41
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1q21.3
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1 q13.31
1 p15.4
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1 p14.1
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1g25.3
-1 q24.2
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1p12.3
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ENSG00000133773
ENSG00000090054
ENSG00000147697
ENSG00000196230
ENSG00000177697
ENSG00000113328
ENSG00000111863
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ENSG00000113369
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ENSG00000173545
ENSG00000126249
ENSG00000230074
ENSG00000042753
ENSG00000111596
ENSG00000186577
ENSG00000131779
ENSG00000100028

0.7974
0.7972
0.7972
0.7969
0.797
0.7969
0.7964
0.7963
0.7957
0.7955
0.7955
0.7952
0.795
0.7946
0.7944
0.7943
0.7941
0.7931
0.7929
0.7925
0.7921
0.7918
0.7915
0.7912
0.7908
0.7908
0.7906
0.7906
0.79
0.7899
0.7899
0.7893
0.7893
0.7891
0.7891
0.7891
0.789
0.7887
0.7876
0.7875
0.7874

1.7379
1.7378
1.7378
1.7374
1.7374
1.7373
1.7368
1.7367
1.736
1.7357
1.7356
1.7353
1.735
1.7345
1.7344
1.7342
1.734
1.7328
1.7326
1.7321
1.7316
1.7312
1.7308
1.7305
1.7301
1.73
1.7298
1.7298
1.7291
1.729
1.7289
1.7283
1.7282
1.728
1.728
1.728
1.7278
1.7276
1.7262
1.726
1.726

6.28E-08
5.96E-16
5.29E-07
9.37E-13
1.02E-05
1.09E-07

0.0032
3.34E-18
3.08E-18
3.85E-13
8.76E-15

0.0009
1.23E-13
8.85E-13
1.42E-14

0.0021
3.58E-30
8.84E-12

0.0103
6.08E-08
5.82E-09
9.93E-09
7.45E-05
6.34E-12
1.30E-11

0.0003
3.83E-16

0.0049
1.73E-07
7.12E-05
9.27E-11
1.05E-07
1.56E-09
1.94E-23

0.0002

0.0114
8.19E-16
1.09E-16

0.0002
2.23E-19
1.40E-15

2.94E-07 CCDC59
5.51E-15 SPTLC1
2.26E-06 GSDMC
6.67E-12 TUBB
3.75E-05 CD151
4.97E-07 CCNG1
0.0084 ADTRP
3.71E-17 CASP8
3.43E-17 MTX2
2.83E-12 DTD1
7.35E-14 UTP18
0.0026 ZNF486
9.41E-13 R3HCC1
6.31E-12 RFT1
1.18E-13 TYW3
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1.16E-28 URM1
5.78E-11 COX20
0.0242 EIFAEBP3
2.85E-07 SLC38A9
2.98E-08 SRFBP1
4.98E-08 AC016747.3
0.0002 SH3BGR
4.19E-11 TIMM21
8.38E-11 BTG3
0.001 SMIM8
3.61E-15 DDX39A
0.0122 TNFSF13B
7.78E-07 Cl60rf87
0.0002 ARRDC3
5.58E-10 NOL11
4.83E-07 AGK
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3.38E-22 ZNF622
0.0005 PDCD2L

0.0267 RP11-195F19.9

7.48E-15 AP2S1
1.07E-15 CNOT2
0.0007 C6orfl
2.73E-18 PEX11B
1.24E-14 SNRPD3
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androgen-c protein_co
caspase 8, : protein_co
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UTP18 sma protein_co
zinc finger protein_co
R3H domai protein_co
RFT1 homc protein_co
tRNA-yW s protein_co
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COX20 cytc protein_co
eukaryotic protein_co
solute carriprotein_co
serum resp protein_co

processed_

SH3 domail protein_co
translocase protein_co
BTG family, protein_co
small integ protein_co
DEAD (Asp- protein_co
tumor necr protein_co
chromoson protein_co
arrestin do protein_co
nucleolar p protein_co
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arylforman protein_co
zinc finger protein_co
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CCR4-NOT protein_co
chromoson protein_co
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11712054
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53088483
74733152
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1.28E+08

2.45E+08

1.41E+08
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61141592
39445855
74148511
17593653
87322583
14408819

1.08E+08
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91368724
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1.42E+08
78187317
16451519
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34246380

1.46E+08
24555503

82358805
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1.3E+08
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1.63E+08
11807046
2.01E+08
1.76E+08
18763917
51297936
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53130462
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2.45E+08
1.41E+08
55773194
1.22E+08
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1.42E+08
78207701
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34249470
1.46E+08
24609980

-1 q21.31
-1 g22.31
-1 q24.21
1 p21.33
1 p15.5
1 q34

-1 p24.1
1g33.1
1931.1
1 p11.23
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1 p31.1
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1 g34.11
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-1 q21.1
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-1 p13.12
1g33.3
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1 q24.2
1 q34
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1 q13.11
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-1 p21.31
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0.7854
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0.7844
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0.7837
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0.7813
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1.7224
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1.7223
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1.7216
1.7215
1.7213
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1.7176
1.7167
1.7159
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0.0008
4.08E-08
2.51E-22
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1.08E-09
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8.11E-08
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0.0024 ZNF563
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0.0059 ADRB2
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8.94E-06 PMF1
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6.37E-08 NBAS
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0.0031 ZNF233
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18561415
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0.6676
0.6674
0.6671
0.6666
0.6665
0.6664
0.6664
0.6663
0.6656
0.6651
0.6649
0.6647
0.6635
0.6631
0.6627
0.6627
0.6625
0.6617
0.6613
0.6612
0.6609
0.6606
0.6605
0.6605
0.6599
0.6598
0.6598
0.6597

1.591
1.5909
1.5907
1.5907
1.5904
1.5903

1.59
1.5897
1.5893
1.5891

1.589
1.5888
1.5887
1.5884
1.5883
1.5879
1.5873
1.5872
1.5871
1.5871

1.587
1.5863
1.5857
1.5854
1.5853
1.5839
1.5835
1.5831
1.5831
1.5829

1.582
1.5815
1.5814
1.5811
1.5808
1.5806
1.5806

1.58
1.5799
1.5799
1.5797

3.53E-09
1.11E-05
4.99E-10
1.28E-05
7.30E-10
0.0006
1.57E-05
0.0216
0.0004
4.46E-16
3.70E-10
3.04E-06
1.18E-06
3.76E-09
1.17E-05
1.21E-15
9.37E-05
0.005
4.42E-10
0.0115
2.66E-10
0.007
1.91E-11
0.0203
0.0127
4.42E-10
3.88E-10
1.47E-12
2.14E-05
5.64E-09
1.48E-07
3.10E-07
7.92E-05
6.26E-13
1.78E-14
1.07E-06
1.28E-06
1.37E-05
9.12E-12
4.77E-07
0.0018

1.85E-08 SLC39A1
4.10E-05 SLC15A2
2.81E-09 Clorf27
4.67E-05 CAT
4.05E-09 Clorf21
0.0018 PSCA
5.69E-05 LEPROT
0.0473 HYLS1
0.0013 PPAP2A
4.18E-15 GART
2.11E-09 FYTTD1
1.20E-05 ZNF354A
4.87E-06 TC2N
1.96E-08 FBXO25
4.30E-05 CTPS2
1.08E-14 NRD1
0.0003 MGMT
0.0126 SNHG12
2.50E-09 AIMP2
0.0269 RP11-44F21.5
1.53E-09 TOMM34
0.0171 SPATA7
1.22E-10 STX5
0.0447 TRAM1
0.0294 NR2F2-AS1
2.51E-09 TFB2M
2.21E-09 YIF1A
1.03E-11 SAMMS50
7.65E-05 TMEM251
2.89E-08 ITPA
6.67E-07 FAM35A
1.35E-06 CRYZ
0.0003 PUS7L
4.53E-12 CANX
1.46E-13 PPHLN1
4.44E-06 NOB1
5.24E-06 HMGB1
5.00E-05 GBP1
5.95E-11 DGUOK
2.05E-06 TMEM®60
0.005 GLRB

solute carriprotein_co
solute carriprotein_co
chromoson protein_co
catalase [S¢protein_co
chromoson protein_co
prostate st protein_co
leptin rece| protein_co
hydroletha protein_co
phosphatid protein_co
phosphorik protein_co
forty-two-t protein_co
zinc finger protein_co
tandem C2 protein_co
F-box prote protein_co
CTP syntha protein_co X
nardilysin ( protein_co
0O-6-methy! protein_co
small nucle antisense
aminoacyl 1 protein_co
lincRNA

translocase protein_co
spermatog protein_co
syntaxin 5 | protein_co
translocaticprotein_co
NR2F2 anti antisense
transcriptic protein_co
Yipl intera protein_co
SAMMDS50 s protein_co
transmemtk protein_co
inosine trip protein_co
family with protein_co
crystallin, z protein_co
pseudouric protein_co
calnexin [Stprotein_co
periphilin 1 protein_co
NIN1/RPN1protein_co
high mobili protein_co
guanylate t protein_co
deoxyguan protein_co
transmemtk protein_co
glycine rectprotein_co

1 1.54E+08

3 1.22E+08

1 1.86E+08

11 34438925
1 1.84E+08

1.43E+08

1 65420587

11 1.26E+08
5 55424854

21 33503931
3 1.98E+08

5 1.79E+08

14 91779751
8 406428

16588003

1 51789191

10 1.29E+08
1 28578538

7 6009245

4 75081702

20 44942130
14 88384924
11 62806897
8 70573442

15 96110040
1 2.47E+08

11 66284580
22 43955421
14 93184951
20 3208868
10 87094161
1 74705482

12 43728607
5 1.8E+08

12 42238447
16 69741867
13 30456704
1 89052319

2 73926826

7 77793728

4 1.57E+08

1.54E+08
1.22E+08
1.86E+08
34472062
1.85E+08
1.43E+08
65436007
1.26E+08
55535050
33543491
1.98E+08
1.79E+08
91867536
477967
16712936
51878937
1.3E+08
28582983
6023834
75084717
44960486
88470350
62832088
70608387
96327361
2.47E+08
66289170
44010531
93187089
3223870
87191468
74733408
43758817
1.8E+08
42459715
69754940
30617597
89065360
73958961
77798580
1.57E+08

-1 q21.3
1 q13.33
1931.1
1 p13
1925.3
1q24.3
1 p31.3
1 q24.2

-1 q11.2

-1 g22.11
1929

-1 ¢35.3

-1 ¢32.12
1p23.3

-1 p22.2

-1 p32.3
1 926.3

-1 p35.3
1p22.1

-1 q13.3

-1 q13.12
1931.3

-1 q12.3

-1 q13.3

-1 ¢26.2

-1 q44

-1 q13.2
1 q13.31
1 32.12
1 p13
1g23.2

-1 p31.1

-1 q12
1g35.3
1912

-1 g22.1

-1 q12.3

-1 p22.2
1 p13.1

-1 q11.23
1932.1



ENSG00000151466
ENSG00000169964
ENSG00000162777
ENSG00000256294
ENSG00000242779
ENSG00000167578
ENSG00000182544
ENSG00000138134
ENSG00000136527
ENSG00000225492
ENSG00000155959
ENSG00000124380
ENSG00000161526
ENSG00000101138
ENSG00000109911
ENSG00000138050
ENSG00000111801
ENSG00000114988
ENSG00000099785
ENSG00000148925
ENSG00000168439
ENSG00000155957
ENSG00000224307
ENSG00000170892
ENSG00000167699
ENSG00000175691
ENSG00000224597
ENSG00000014123
ENSG00000133997
ENSG00000105393
ENSG00000148290
ENSG00000066557
ENSG00000141349
ENSG00000100591
ENSG00000166529
ENSG00000000457
ENSG00000148219
ENSG00000147654
ENSG00000128595
ENSG00000166037
ENSG00000117305

0.6595
0.6594
0.6593
0.6593
0.6593
0.6589
0.6588
0.6587
0.6582

0.658
0.6579
0.6578
0.6577
0.6577
0.6577
0.6576
0.6574
0.6574

0.657

0.657
0.6568
0.6565
0.6556
0.6552
0.6553
0.6552
0.6549
0.6546
0.6541
0.6539
0.6536
0.6536
0.6535

0.653
0.6522
0.6517
0.6516
0.6515
0.6514
0.6511
0.6506

1.5795
1.5794
1.5793
1.5793
1.5793
1.5789
1.5788
1.5786
1.5781
1.5779
1.5778
1.5777
1.5776
1.5775
1.5775
1.5774
1.5773
1.5772
1.5768
1.5768
1.5766
1.5763
1.5753
1.5749
1.5749
1.5748
1.5745
1.5741
1.5736
1.5734
1.5731
1.5731

1.573
1.5724
1.5716

1.571
1.5709
1.5708
1.5707
1.5703
1.5698

1.36E-06
1.85E-06
2.96E-12
5.28E-06
9.39E-06
1.17E-05
4.38E-15
0.0006
2.54E-15
0.004
1.73E-10
1.51E-06
3.73E-13
8.46E-12
5.42E-07
5.22E-06
0.0001
3.06E-06
1.11E-09
1.80E-09
1.03E-12
1.32E-08
0.0228
5.94E-13
3.26E-09
0.0003
7.81E-12
6.67E-09
7.79E-05
2.76E-08
9.55E-09
0.0003
2.31E-12
0.0028
5.33E-05
6.56E-06
0.0177
3.51E-06
0.0006
1.64E-07
1.03E-09

5.57E-06 SCLT1
7.46E-06 TMEM42
2.01E-11 DENND2D
2.02E-05 ZNF225
3.49E-05 ZNF702P
4.29E-05 RAB4B
3.76E-14 MFSD5
0.0018 STAMBPL1
2.22E-14 TRA2B
0.0101 GBP1P1
1.01E-09 VBP1
6.14E-06 SNRNP27
2.74E-12 SAP30BP
5.54E-11 CSTF1
2.31E-06 ELP4
2.00E-05 THUMPD2
0.0005 BTN3A3
1.20E-05 LMAN2L
6.10E-09 MARCH2
9.70E-09 BTBD10
7.30E-12 STIP1
6.52E-08 TMBIM4
0.0497 RP11-344B5.2
4.31E-12 TSEN34
1.71E-08 GLOD4
0.0008 ZNF77
5.12E-11 SVIL-AS1
3.40E-08 UFL1
0.0003 MED6
1.33E-07 BABAM1
4.80E-08 SURF1
0.001 LRRC40
1.59E-11 G6PC3
0.0074 AHSA1
0.0002 ZSCAN21
2.48E-05 SCYL3
0.0397 ASTN2
1.37E-05 EBAGS
0.0017 CALU
7.38E-07 CEP57
5.68E-09 HMGCL

sodium chz protein_co
transmemtk protein_co
DENN/MAIL protein_co
zinc finger protein_co
zinc finger transcribec
RAB4B, me protein_co
major facili protein_co
STAM bind protein_co
transforme protein_co
guanylate t transcribec
von Hippel- protein_co X
small nucle protein_co
SAP30 bind protein_co
cleavage st protein_co
elongator ¢ protein_co
THUMP do protein_co
butyrophili protein_co
lectin, man protein_co
membrane protein_co
BTB (POZ) ( protein_co
stress-indu protein_co
transmemtk protein_co
lincRNA

TSEN34 tRI protein_co
glyoxalase protein_co
zinc finger protein_co
SVIL antisel antisense
UFM1-spec protein_co
mediator c protein_co
BRISC and | protein_co
surfeit 1 [Siprotein_co
leucine ricl protein_co
glucose 6 p protein_co
AHA1, acti\ protein_co
zinc finger . protein_co
SCY1-like 3 protein_co
astrotactin protein_co
estrogen re protein_co
calumenin protein_co
centrosom: protein_co
3-hydroxyn protein_co

4
3
1

19

19

19

12

10
3
1

17
20
11

19
11
11
12

19
17
19
10

14
19

1.29E+08
44861869
1.11E+08
44112181
52968251
40778216
53251251
88879734
1.86E+08
89407679
1.55E+08
69893560
75667116
56392371
31509750
39736060
26440472
96705929
8413270
13388001
64185272
66135846
1.29E+08
54189938
757097
2933218
29409402
96521595
70581257
17267350
1.33E+08

1 70144805

17
14

N 00O W RN

11

44070735
77457870
1E+08
1.7E+08
1.16E+08
1.1E+08
1.29E+08
95789965
23801885

1.29E+08
44865670
1.11E+08
44134816
53037898
40796944
53254405
88975153
1.86E+08
89426243
1.55E+08
69905575
75708062
56406369
31783998
39779267
26453415
96740064
8439017
13463297
64204543
66170072
1.29E+08
54194536
783390
2944971
29487745
96555276
70600690
17281249
1.33E+08
70205620
44076344
77469474
1E+08
1.7E+08
1.17E+08
1.1E+08
1.29E+08
95832693
23838620

-1 ¢28.2
1 p21.31
-1 p13.2
1 q13.31
-1 q13.41
1 q13.2
1 q13.13
1 23.31
-1 q27.2
1p22.2
1928

1 p13.3
1 g25.1
1 q13.2
1 p13

-1 p22.1
1p22.2
-1 q11.2
1 p13.2
-1 p15.3
1 q13.1
-1 q14.3
1 g34.11
1 q13.42
-1 p13.3
-1 p13.3
1 p11.23
1 q16.1
-1 q24.2
1 p13.11
-1 g34.2
-1 p31.1
1 ¢21.31
1q24.3
1922.1
-1 q24.2
-1 ¢33.1
1g23.2
1932.1
1921

-1 p36.11



ENSG00000168116
ENSG00000145494
ENSG00000213551
ENSG00000152234
ENSG00000153048
ENSG00000174456
ENSG00000196154
ENSG00000137133
ENSG00000240891
ENSG00000049130
ENSG00000075914
ENSG00000150756
ENSG00000121964
ENSG00000103245
ENSG00000183666
ENSG00000179152
ENSG00000123268
ENSG00000204261
ENSG00000108961
ENSG00000196757
ENSG00000128694
ENSG00000106524
ENSG00000198121
ENSG00000204387
ENSG00000251381
ENSG00000198171
ENSG00000083544
ENSG00000126458
ENSG00000165507
ENSG00000068745
ENSG00000169217
ENSG00000026103
ENSG00000141219
ENSG00000100941
ENSG00000025156
ENSG00000151327
ENSG00000213096
ENSG00000198763
ENSG00000174132
ENSG00000100983
ENSG00000171097

0.6504
0.6502
0.65
0.6495
0.6491
0.6485
0.6478
0.6475
0.6475
0.6472
0.6471
0.6471
0.6468
0.6462
0.6462
0.6455
0.6453
0.645
0.6447
0.6446
0.6443
0.6441
0.6433
0.6431
0.6428
0.6428
0.6427
0.6426
0.6425
0.6419
0.6418
0.6414
0.6413
0.6411
0.6409
0.6408
0.6408
0.6408
0.6408
0.6407
0.6407

1.5696
1.5694
1.5692
1.5686
1.5682
1.5676
1.5667
1.5665
1.5665
1.5661

1.566

1.566
1.5657
1.5651

1.565
1.5642

1.564
1.5637
1.5634
1.5633

1.563
1.5628
1.5618
1.5617
1.5614
1.5613
1.5613
1.5611

1.561
1.5604
1.5602
1.5599
1.5597
1.5595
1.5593
1.5592
1.5592
1.5592
1.5592
1.5591
1.5591

0.0012
6.74E-13
4.10E-06
4.78E-09
3.83E-05

0.0074

0.0106
6.76E-06

0.0194

0.0001
2.72E-11
5.43E-09
1.13E-14
5.36E-11

0.0012
1.90E-14
6.11E-07

0.0023
2.73E-07
1.57E-05
7.54E-05
1.90E-12

0.0001
5.69E-05
2.34E-08
1.72E-14
6.73E-05

0.0027

0.0092
3.84E-12
7.11E-21

0.0007
7.33E-09
2.48E-07
8.49E-05
6.19E-12
1.08E-06
2.90E-05

0.0037
9.01E-15

0.0002

0.0034 KIAA1586
4.86E-12 NDUFS6
1.59E-05 DNAJCS
2.47E-08 ATP5A1

0.0001 CARHSP1

0.0179 C120rf76

0.0249 S100A4
2.56E-05 HINT2

0.0428 PLCXD2

0.0004 KITLG
1.71E-10 EXOSC7
2.79E-08 FAM173B
9.43E-14 GTDC1
3.29E-10 NARFL

0.0032 GUSBP1
1.55E-13 TCAIM
2.59E-06 ATF1

0.006 PSMB8-AS1
1.20E-06 RANGRF
5.70E-05 ZNF700

0.0003 OSGEPL1
1.32E-11 ANKMY2

0.0003 LPAR1

0.0002 Cé6orf48
1.14E-07 LINCO0958
1.41E-13 DDRGK1

0.0002 TDRD3

0.0071 RRAS

0.0218 C100rf10
2.59E-11 IP6K2
9.92E-20 CD2BP2

0.0021 FAS
3.72E-08 C170rf80
1.09E-06 PNN

0.0003 HSF2
4.10E-11 FAM177A1
4.47E-06 ZNF254

0.0001 MT-ND2

0.0096 FAM174A
7.55E-14 GSS

0.0005 CCBL1

KIAA1586 [ protein_co
NADH dehy protein_co
Dnal (Hsp4 protein_co
ATP syntha protein_co
calcium reg protein_co
chromoson protein_co
$100 calciu protein_co
histidine tr protein_co
phosphatid protein_co
KIT ligand [ protein_co
exosome c« protein_co
family with protein_co
glycosyltrai protein_co
nuclear pre protein_co
glucuronidi transcribec
T cell activi protein_co
activating t protein_co
PSMB8 ant lincRNA

RAN guanir protein_co
zinc finger protein_co
O-sialoglyc protein_co
ankyrin reg protein_co
lysophosph protein_co
chromoson protein_co
long interg lincRNA

DDRGK dor protein_co
tudor domi protein_co
related RA protein_co
chromoson protein_co
inositol hey protein_co
CD2 (cytop protein_co
Fas cell sur protein_co
chromoson protein_co
pinin, desm protein_co
heat shock protein_co
family with protein_co
zinc finger protein_co

mitochond protein_co MT

family with protein_co
glutathione protein_co
cysteine co protein_co

57046532
1801400
73183362
46080248
8852942
1.1E+08
1.54E+08

9 35812960

11
20
13
19
10

3
16
10
17
14

6
14
19

5
20
9

1.12E+08
88492793
44975241
10226330
1.44E+08
729753
21341833
44338119
50763710
32844086
8288497
11925068
1.9E+08
16599776
1.11E+08
31834608
12962510
3190350
60396457
49635292
44970981
48688003
30350766
88990531
73232233
39175183
1.22E+08
35044907
24033405
4470
1.01E+08
34928430
1.29E+08

57055239
1816605
73248862
46104334
8869012
1.1E+08
1.54E+08
35815354
1.12E+08
88580851
45036066
10249897
1.44E+08
741329
21589372
44409451
50821122
32846495
8290092
11950773
1.9E+08
16645817
1.11E+08
31839766
12989548
3204685
60573878
49640201
44978810
48740353
30355361
89015785
73248947
39183218
1.22E+08
35113130
24129961
5511
1.01E+08
34955817
1.29E+08

1 p12.1
1 p15.33
-1 q22.2
-1 q21.1
-1 p13.2
-1 q24.11
-1 q21.3
-1 p13.3
1 q13.2
-1 q21.32
1 p21.31
-1 p15.2
-1 q22.3
-1 p13.3
1 p14.3
1 p21.31
1 q13.12
1 p21.32
1 p13.1
1 p13.2
-1 ¢32.2
-1 p21.1
-1 313
1 p21.33
-1 p15.3
-1 p13
1q21.2
-1 q13.33
-1 q11.21
-1 p21.31
-1 p11.2
1 ¢23.31
1 g25.1
1q21.1
1 g22.31
1 q13.2
1 p12

1
1q21.1
-1 q11.22
-1 ¢34.11



ENSG00000183431
ENSG00000105849
ENSG00000159921
ENSG00000169738
ENSG00000160336
ENSG00000277462
ENSG00000213799
ENSG00000121749
ENSG00000176225
ENSG00000170619
ENSG00000067248
ENSG00000158864
ENSG00000100225
ENSG00000175575
ENSG00000168556
ENSG00000095261
ENSG00000172239
ENSG00000086666
ENSG00000146729
ENSG00000167842
ENSG00000165792
ENSG00000143742
ENSG00000244754
ENSG00000268362
ENSG00000138942
ENSG00000183814
ENSG00000005175
ENSG00000051620
ENSG00000153130
ENSG00000214293
ENSG00000182149
ENSG00000221988
ENSG00000117859
ENSG00000138768
ENSG00000127337
ENSG00000014914
ENSG00000114767
ENSG00000102287
ENSG00000120662
ENSG00000115339
ENSG00000183323

0.6405
0.6404
0.6401
0.6399
0.6398
0.6398
0.6396
0.6389
0.6387
0.6381
0.6378
0.6374
0.6373

0.637
0.6369
0.6368

0.636
0.6356
0.6356
0.6355
0.6354

0.635
0.6348
0.6347
0.6346
0.6343

0.634

0.634
0.6337
0.6335
0.6333
0.6331
0.6331
0.6329
0.6327
0.6326
0.6321
0.6321
0.6317
0.6306
0.6305

1.5589
1.5587
1.5584
1.5582
1.5581
1.5581
1.5579
1.5571
1.5569
1.5563

1.556
1.5555
1.5554
1.5551

1.555
1.5549

1.554
1.5536
1.5536
1.5535
1.5534
1.5529
1.5527
1.5527
1.5526
1.5522
1.5519
1.5518
1.5516
1.5513
1.5511
1.5509
1.5508
1.5507
1.5504
1.5504
1.5498
1.5498
1.5494
1.5483
1.5481

2.50E-15
4.04E-07

0.0006
2.56E-08
5.05E-08

0.0016
7.90E-06
1.35E-07
2.23E-08
4.94E-11
2.58E-08
4.79E-09
6.26E-27
8.04E-05
1.47E-05
1.24E-11
1.88E-10
1.81E-07
2.66E-05
5.15E-09
5.09E-14
2.31E-06
1.36E-07

0.0062
1.63E-13

0.0021
5.53E-08
2.05E-17

0.0016

0.0002
1.67E-15

0.0015
8.06E-10
1.90E-13
2.62E-05
4.93E-05
2.82E-05

0.0108
2.83E-05
5.31E-07

0.0024

2.19E-14 SF3A3
1.75E-06 TWISTNB
0.0017 GNE
1.24E-07 DCXR
2.38E-07 ZNF761
0.0043 ZNF670
2.96E-05 ZNF845
6.12E-07 TBC1D15
1.08E-07 RTTN
3.04E-10 COMMD5

1.25E-07
2.47E-08
1.52E-25

0.0003
5.35E-05
7.98E-11
1.10E-09

DHX29
NDUFS2
FBXO7
PAAF1
ING2
PSMD5
PAIP1

8.09E-07 ZFAND6
9.36E-05 GBAS

2.65E-08
4.01E-13

MIS12
METTL17

9.22E-06 SRP9

6.15E-07

N4BP2L2

0.0153 CTD-2017D11.1

1.23E-12

0.0056
2.60E-07
2.14E-16

RNF185
LIN9
RPAP3
HEBP2

0.0044 scocC
0.0005 APTR

1.48E-14
0.0042

IST1
PPT2

4.47E-09 OSBPL9

1.43E-12

uso1

9.23E-05 YEATS4

0.0002
9.90E-05

MTMR11
RRP9

0.0252 GABRE

9.91E-05

MTRF1

2.27E-06 GALNT3
0.0063 CCDC125

splicing fac protein_co
TWIST neig protein_co
glucosamin protein_co
dicarbonyl, protein_co
zinc finger protein_co
zinc finger protein_co
zinc finger protein_co
TBC1 dome protein_co
rotatin [Sot protein_co
COMM dor protein_co
DEAH (Asp- protein_co
NADH dehy protein_co
F-box prote protein_co
proteasom protein_co
inhibitor of protein_co
proteasom protein_co
poly(A) bin protein_co
zinc finger, protein_co
glioblastorr protein_co
MIS12 kine protein_co
methyltran protein_co
signal recoy protein_co
NEDD4 bini protein_co
lincRNA

ring finger protein_co
lin-9 DREAI protein_co
RNA polym protein_co
heme bindi protein_co
short coilec protein_co
Alu-mediat lincRNA
increased s protein_co
palmitoyl-g protein_co
oxysterol b protein_co
USO1 vesic protein_co
YEATS dom protein_co
myotubula protein_co
ribosomal | protein_co
gamma-am protein_co X
mitochond protein_co
polypeptid protein_co
coiled-coil 1 protein_co

17
19

19
12
18

37956975
19695462
36214441
82035136
53431993
2.47E+08
53333749
71839707
70003793
1.45E+08
55256245
1.61E+08
32474676
73876699
1.84E+08
1.21E+08
43526267
80059568
55951793
5486285
20989770
2.26E+08
32432417
24033445
31160183
2.26E+08
47661249
1.38E+08
1.4E+08
77657660
71845996
32153441
51577179

4 75724593

69359703
1.5E+08
51933430
1.52E+08
41216369
1.66E+08
69280175

37990921
19709087
36277056
82037732
53458261
2.47E+08
53354869
71927248
70205945
1.45E+08
55307722
1.61E+08
32498829
73927745
1.84E+08
1.21E+08
43557758
80138393
56000181
5490814
20997035
2.26E+08
32538885
24066909
31207019
2.26E+08
47706061
1.38E+08
1.4E+08
77696265
71931199
32163680
51798427
75814286
69390796
1.5E+08
51941941
1.52E+08
41263577
1.66E+08
69332809

-1 p34.3
-1 p21.1
-1 p13.3
-1 ¢25.3
1 q13.42
-1 q44

1 q13.42
1q21.1
-1 q22.2
-1 q24.3
-1 q11.2
1g23.3
1q12.3
1q13.4
1 g35.1
-1 ¢33.2
-1 p12

1 925.1
1 p11.2
1 p13.2
1q11.2
1 q42.12
-1 q13.1
1 p12

1q12.2
-1 g42.12
-1 q13.11
1q24.1
1931.1
-1 q11.23
1q22.2
1 p21.32
1p32.3
1q21.1
1q15

-1 q21.2
-1 p21.2
-1 q28

-1 q14.11
-1 q24.3
-1 q13.2



ENSG00000131080
ENSG00000155100
ENSG00000090612
ENSG00000102359
ENSG00000196204
ENSG00000214530
ENSG00000102158
ENSG00000171735
ENSG00000225335
ENSG00000121690
ENSG00000103429
ENSG00000006451
ENSG00000171843
ENSG00000155975
ENSG00000175550
ENSG00000121542
ENSG00000099260
ENSG00000108406
ENSG00000118363
ENSG00000134531
ENSG00000225526
ENSG00000102934
ENSG00000110218
ENSG00000142252
ENSG00000240225
ENSG00000065809
ENSG00000114631
ENSG00000100558
ENSG00000124383
ENSG00000176473
ENSG00000164597
ENSG00000156172
ENSG00000183401
ENSG00000257218
ENSG00000276023
ENSG00000139579
ENSG00000173041
ENSG00000086619
ENSG00000255398
ENSG00000099385
ENSG00000028839

0.6302
0.6301
0.6301
0.6299
0.6297
0.6294
0.6294
0.6291
0.6291
0.6291
0.6279
0.6277
0.6273
0.6273
0.6273
0.6274
0.6267
0.6265
0.6261

0.626
0.6258
0.6252
0.6251
0.6247
0.6241
0.6237
0.6236
0.6235
0.6231
0.6224
0.6221
0.6221
0.6219
0.6217
0.6214
0.6214
0.6205
0.6205
0.6204
0.6196
0.6197

1.5478
1.5477
1.5476
1.5475
1.5472
1.5469
1.5469
1.5466
1.5466
1.5466
1.5453
1.5451
1.5447
1.5447
1.5447
1.5447

1.544
1.5439
1.5434
1.5433
1.5431
1.5425
1.5423
1.5419
1.5412
1.5409
1.5407
1.5406
1.5402
1.5394
1.5391
1.5391
1.5389
1.5387
1.5384
1.5383
1.5375
1.5374
1.5373
1.5365
1.5365

0.0083
0.0004
3.89E-09
2.15E-06
7.39E-05
2.78E-06
3.52E-05
2.09E-09
0.0084
0.0123
1.01E-07
5.09E-08
1.12E-09
7.47E-09
2.24E-07
7.10E-07
0.0001
7.95E-05
7.54E-07
0.0115
0.0038
6.97E-05
0.0021
1.42E-05
1.82E-10
4.71E-07
0.0229
0.0004
1.18E-10
3.64E-05
5.01E-09
0.0027
2.06E-05
5.84E-14
0.0025
7.53E-12
0.0002
0.0001
0.0001
2.32E-07
1.99E-05

0.0199 EDA2R
0.0012 OTUD6B
2.02E-08 ZNF268
8.63E-06 SRPX2
0.0002 RNF216P1
1.10E-05 STARD10
0.0001 MAGT1
1.11E-08 CAMTA1
0.0203 XXbac-B476C20.9
0.0286 DEPDC7
4.62E-07 BFAR
2.40E-07 RALA
6.12E-09 MLLT3
3.78E-08 VPS37A
9.94E-07 DRAP1
3.00E-06 SEC22A
0.0004 PALMD
0.0003 DHX40
3.18E-06 SPCS2
0.0268 EMP1
0.0098 MKRN20OS
0.0002 PLLP
0.0055 PANX1
5.17E-05 GEMIN7
1.06E-09 ZNF542P
2.02E-06 FAM107B
0.0499 PODXL2
0.0011 PLEK2
7.02E-10 MPHOSPH10
0.0001 WDR25
2.58E-08 COG5
0.0071 C8orf37
7.37E-05 CCDC159
4.58E-13 GATC
0.0066 DUSP14
4.95E-11 NABP2
0.0006 ZNF680
0.0004 ERO1LB
0.0005 HCAR3
1.03E-06 BCL7C
7.13E-05 TBPL1

ectodyspla: protein_co X
OTU domai protein_co
zinc finger protein_co
sushi-repe: protein_co X
ring finger transcribec
StAR-relate protein_co
magnesiumn protein_co X
calmodulin protein_co
antisense
DEP domai protein_co
bifunctionz protein_co
v-ral simiar protein_co
myeloid/lyi protein_co
vacuolar pr protein_co
DR1-associ protein_co
SEC22 vesicprotein_co
palmdelphi protein_co
DEAH (Asp- protein_co
signal pept protein_co
epithelial n protein_co
MKRN2 opj protein_co
plasmolipir protein_co
pannexin 1 protein_co
gem (nucle protein_co
zinc finger transcribec
family with protein_co
podocalyxil protein_co
pleckstrin z protein_co
M-phase pl protein_co
WD repeat protein_co
componeni protein_co
chromoson protein_co
coiled-coil 1 protein_co
glutamyl-tF protein_co
dual specifi protein_co
nucleic acic protein_co
zinc finger protein_co
ERO1-like k protein_co
hydroxycar protein_co
B-cell CLL/I protein_co
TBP-like 1 [ protein_co
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22
11
16
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11

17
11
12

16
11
19
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14

14

66595637
91070196
1.33E+08
1.01E+08
4973988
72754729
77826364
6785324
18076527
33015864
14632815
39623483
20341665
17246571
65919257
1.23E+08
99645943
59565525
74949247
13196716
12514934
57248547
94128928
45079195
56368099
14518557
1.28E+08
67386983
71130314
1E+08
1.07E+08

8 95244919

19
12
17
12
7
1
12
16
6

11344684
1.2E+08
37489831
56222015
64519884
2.36E+08
1.23E+08
30833626
1.34E+08

66639298
91087095
1.33E+08
1.01E+08
5040675
72794168
77895593
7769706
18078884
33033582
14669236
39708124
20622543
17302427
65921561
1.23E+08
99694541
59608345
74979031
13219939
12561059
57284687
94181972
45091524
56379828
14774897
1.28E+08
67412200
71150101
1.01E+08
1.08E+08
95269201
11354944
1.2E+08
37513501
56229854
64563106
2.36E+08
1.23E+08
30894960
1.34E+08

-1 q12
1q21.3
1 24.33
1922.1
1p22.1

-1 q13.4

-1 q21.1
1 p36.31

-1 q11.21
1 p13
1 p13.12
1 p14.1

-1 p21.3
1 p22
1 q13.1
1q21.1
1 p21.2
1923.1
1q13.4
1 p13.1

-1 p25.2

-1 q13
1921
1 q13.32
1 q13.43

-1 p13
1q21.3

-1 q24.1
1 p13.3
1q32.2

-1 223

-1 g22.1
1 p13.2
1 24.31
1912
1 q13.3

-1 q11.21

-1 q42.3

-1 q24.31

-1 p11.2
1g23.2



ENSG00000110619
ENSG00000270344
ENSG00000067992
ENSG00000164251
ENSG00000171490
ENSG00000119979
ENSG00000133835
ENSG00000107371
ENSG00000198961
ENSG00000115446
ENSG00000143033
ENSG00000233396
ENSG00000134757
ENSG00000001561
ENSG00000176124
ENSG00000149573
ENSG00000275074
ENSG00000228989
ENSG00000110074
ENSG00000172687
ENSG00000115540
ENSG00000081181
ENSG00000094880
ENSG00000087191
ENSG00000110330
ENSG00000223547
ENSG00000117592
ENSG00000185947
ENSG00000040633
ENSG00000137274
ENSG00000164008
ENSG00000196284
ENSG00000124783
ENSG00000138190
ENSG00000134901
ENSG00000082258
ENSG00000168522
ENSG00000159593
ENSG00000175505
ENSG00000109762
ENSG00000136270

0.6193
0.6193
0.6192
0.6189
0.6185
0.6177
0.6177
0.6174

0.617
0.6169
0.6169
0.6168
0.6163
0.6156
0.6149
0.6147

0.614
0.6138
0.6133
0.6129
0.6125
0.6124
0.6123
0.6113
0.6112
0.6109
0.6102
0.6098
0.6097
0.6095

0.609
0.6089
0.6086
0.6087
0.6084
0.6081
0.6075
0.6074
0.6071
0.6069
0.6066

1.5361
1.5361

1.536
1.5357
1.5353
1.5345
1.5344
1.5341
1.5337
1.5335
1.5335
1.5335

1.533
1.5322
1.5315
1.5312
1.5305
1.5303
1.5297
1.5293

1.529
1.5288
1.5286
1.5277
1.5276
1.5272
1.5265

1.526
1.5259
1.5257
1.5252
1.5251
1.5248
1.5248
1.5246
1.5242
1.5236
1.5235
1.5232

1.523
1.5227

3.70E-05
0.0039
0.0008
0.0009
1.73E-07
1.08E-09
3.75E-16
2.15E-06
7.70E-08
2.12E-09
9.58E-06
0.003
5.99E-05
0.0032
0.0178
4.77E-06
1.29E-05
0.0033
3.80E-05
0.0038
1.91E-06
0.0063
4.92E-09
1.65E-11
4.59E-05
2.21E-06
3.64E-10
1.22E-06
7.34E-12
7.81E-05
2.74E-05
5.99E-05
3.79E-07
1.17E-05
0.0099
3.36E-07
2.15E-11
3.99E-10
0.0224
0.0008
1.90E-08

0.0001 CARS
0.0099 RP11-734K2.4
0.0024 PDK3
0.0025 F2RL1
7.76E-07 RSL1D1
5.92E-09 FAM45A
3.54E-15 HSD17B4
8.62E-06 EXOSC3
3.56E-07 PJA2
1.13E-08 UNC50
3.56E-05 MTF2

0.0078 RP11-458D21.1

0.0002 DSG3
0.0082 ENPP4
0.0399 DLEU1
1.84E-05 MPZL2
4.72E-05 NUDT18
0.0087 AC133528.2
0.0001 FOXRED1
0.0098 ZNF738
7.70E-06 MOB4
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1.06E-10 PSMC5
0.0002 BIRC2
8.84E-06 ZNF844
2.08E-09 PRDX6
5.04E-06 ZNF267
4.83E-11 PHF23
0.0003 BPHL
9.63E-05 Clorf50
0.0002 SUPT3H
1.64E-06 SSR1
4.32E-05 EXOC6
0.0235 KDELC1
1.46E-06 CCNT2
1.37E-10 FNTA
2.27E-09 NAE1
0.049 CLCF1
0.0022 SNX25
9.32E-08 TBRG4
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ribosomal | protein_co
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hydroxyste protein_co
exosome c( protein_co
praja ring f protein_co
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lincRNA
desmogleir protein_co
ectonucleo protein_co
deleted in | protein_co
myelin prot protein_co
nudix (nucl protein_co
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FAD-depen protein_co
zinc finger protein_co
MOB famil protein_co
arginase 2 protein_co
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proteasom protein_co
baculoviral protein_co
zinc finger protein_co
peroxiredo protein_co
zinc finger protein_co
PHD finger protein_co
biphenyl hy protein_co
chromoson protein_co
suppressor protein_co
signal sequ protein_co
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farnesyltral protein_co
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cardiotropt protein_co
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19

14

17

11

19

16
17

=

10
13
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3000922
89525654
24465221
76818933
11833850
1.19E+08
1.19E+08
37766978
1.09E+08
98608579
93079235
1.46E+08
31447795
46129993
50082171
1.18E+08
22106872
2.42E+08
1.26E+08
21358930
1.98E+08
67619798
1.38E+08
63827152
1.02E+08
12064699
1.73E+08
31873758
7235028
3118374
42767269
44809317
7268306
92834713
1.03E+08
1.35E+08
43034194
66802875
67364168
1.85E+08
45100100

3057613
89548005
24539837
76835315
11851585
1.19E+08
1.2E+08
37801437
1.09E+08
98618515
93139081
1.46E+08
31478702
46146699
50723236
1.18E+08
22109419
2.42E+08
1.26E+08
21379302
1.98E+08
67651720
1.38E+08
63832026
1.02E+08
12081565
1.73E+08
31917357
7239722
3153578
42794493
45377953
7347446
93059493
1.03E+08
1.35E+08
43085788
66873256
67374177
1.85E+08
45112047

-1 p15.4
1 21.33
1 p22.11
1 q13.3
-1 p13.13
1 26.11
1923.1
-1 p13.2
-1 213
1q11.2
1p22.1
1q21.1
1q12.1
1p21.1
1 q14.2
-1 ¢23.3
-1 p21.3
1q37.3
1 q24.2
1 p12
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1 q24.1
-1 g31.2
1q23.3
1q22.2
1 p13.2
1 g25.1
1p11.2
-1 p13.1
1 p25.2
1 p34.2
-1 p21.1
-1 p24.3
1 23.33
-1 ¢33.1
1921.3
1 p11.21
-1 g22.1
-1 q13.2
1g35.1
-1 p13



ENSG00000116473
ENSG00000233621
ENSG00000137312
ENSG00000065559
ENSG00000176894
ENSG00000196912
ENSG00000280032
ENSG00000003509
ENSG00000270804
ENSG00000010030
ENSG00000013503
ENSG00000223865
ENSG00000050405
ENSG00000186666
ENSG00000134255
ENSG00000145293
ENSG00000176046
ENSG00000185787
ENSG00000233429
ENSG00000184564
ENSG00000119878
ENSG00000110013
ENSG00000167766
ENSG00000184903
ENSG00000069956
ENSG00000164815
ENSG00000077348
ENSG00000139350
ENSG00000144366
ENSG00000132530
ENSG00000178988
ENSG00000151657
ENSG00000259431
ENSG00000172315
ENSG00000139679
ENSG00000168237
ENSG00000177674
ENSG00000144120
ENSG00000121316
ENSG00000198001
ENSG00000149923

0.6066
0.6064
0.6059
0.6055
0.6053
0.6053
0.605
0.6049
0.6046
0.6044
0.6039
0.6035
0.6034
0.603
0.602
0.6017
0.6016
0.6015
0.6013
0.6012
0.6011
0.6004
0.6002
0.6001
0.6

0.6
0.5999
0.5997
0.5996
0.5992
0.5991
0.5987
0.5987
0.5985
0.5984
0.5983
0.5981
0.5978
0.5975
0.5973
0.5972

1.5226
1.5225
1.5219
1.5215
1.5213
1.5213

1.521
1.5209
1.5205
1.5204
1.5199
1.5194
1.5193
1.5188
1.5179
1.5175
1.5174
1.5173
1.5171

1.517
1.5168
1.5161
1.5159
1.5158
1.5157
1.5157
1.5156
1.5154
1.5153
1.5149
1.5148
1.5144
1.5143
1.5141

1.514
1.5139
1.5137
1.5134
1.5131
1.5129
1.5128

1.29E-06
0.0004
6.77E-11
6.21E-14
0.0096
0.0105
0.0016
5.30E-06
0.0166
0.0032
3.67E-07
0.0036
3.16E-07
0.0013
4.31E-07
2.03E-10
0.0012
1.27E-15
0.0042
0.0023
0.0003
1.20E-07
2.88E-05
0.0011
4.26E-10
3.21E-07
0.0002
1.99E-08
0.0002
0.002
1.95E-09
4.32E-07
0.0015
5.52E-12
0.0001
0.0017
2.01E-06
2.66E-06
0.0016
4.72E-09
2.82E-20

5.30E-06 RAP1A
0.0012 LINCO1137
4.13E-10 FLOT1
4.86E-13 MAP2K4
0.0228 PXMP2
0.0248 ANKRD36B
0.0044 RP11-832A4.7
2.03E-05 NDUFAF7
0.0374 CTD-2583A14.11
0.0083 ETV7
1.59E-06 POLR3B
0.0092 HLA-DPB1
1.38E-06 LIMA1
0.0037 BCDIN3D
1.86E-06 CEPT1
1.18E-09 ENOPH1
0.0033 NUPR1
1.14E-14 MORF4L1
0.0107 HOTAIRM1
0.006 SLITRK6
0.0008 CRIPT
5.47E-07 SIAE
0.0001 ZNF83
0.0031 IMMP2L
2.42E-09 MAPK6
1.40E-06 ORC5
0.0005 EXOSC5
9.73E-08 NEDD1
0.0007 GULP1
0.0054 XAF1
1.05E-08 MRFAP1L1
1.86E-06 KIN
0.0042 THTPA
3.68E-11 TP53RK
0.0004 LPAR6
0.0046 GLYCTK
8.07E-06 AGTRAP
1.06E-05 TMEM177
0.0045 PLBD1
2.44E-08 IRAK4
3.74E-19 PPP4C

RAP1A, me protein_co
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flotillin 1 [S protein_co
mitogen-ac protein_co
peroxisom: protein_co
ankyrin reg protein_co
TEC
NADH dehy protein_co
transcribed
ets variant protein_co
polymerase protein_co
major histc protein_co
LIM domaii protein_co
BCDIN3 doi protein_co
choline/ett protein_co
enolase-ph protein_co
nuclear prc protein_co
mortality fe protein_co
HOXA tran:antisense
SLIT and N1protein_co
cysteine-ric protein_co
sialic acid a protein_co
zinc finger protein_co
IMP2 inner protein_co
mitogen-ac protein_co
origin recoj protein_co
exosome c« protein_co
neural prec protein_co
GULP, engL protein_co
XIAP associ protein_co
Morf4 fami protein_co
Kin17 DNA protein_co
thiamine tr protein_co
TP53 reguli protein_co
lysophosph protein_co
glycerate k protein_co
angiotensir protein_co
transmemtk protein_co
phospholip protein_co
interleukin protein_co
protein ph¢protein_co

1 1.12E+08
1 37454879
6 30727709
17 12020824
12 1.33E+08
2 97492663
11 1.18E+08
2 37231631
19 57867885
6 36354642
12 1.06E+08
6 33075926
12 50175788
12 49836039
1 1.11E+08
4 82430562
16 28532708
15 78810487
7 27095647
13 85792790
2 46616416
11 1.25E+08
19 52594060
7 1.11E+08
15 51952106
7 1.04E+08
19 41386374
12 96907223
2 1.88E+08
17 6755447
4 6707701
10 7750962
14 23555988
20 46684365
13 48389567
3 52287089
1 11736084
2 1.2E+08
12 14503661
12 43758944
16 30075978

1.12E+08
37474411
30742733
12143830
1.33E+08
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5.04E-05 LARP1B
1.28E-06 CDKN2AIPNL
1.04E-09 CHUK
2.23E-07 SLC37A3
0.0464 ZNF223
1.60E-10 TAF10
0.0362 LINCO0869
5.52E-18 H3F3B
2.25E-05 RAB2B
1.45E-10 MLX
2.76E-11 ATP6V1B2

coiled-coil 1 protein_co
coiled-coil- protein_co
N-acetylglu protein_co
elongation protein_co
BTB (POZ) ( protein_co
DEAH (Asp- protein_co
inositol(my protein_co
mitochond protein_co
prolylcarbc protein_co
ZFP69 zinc protein_co
ribosomal | protein_co
RNA bindin protein_co
RAN bindin protein_co
syndecan b protein_co
RALY heter protein_co
phosphatid protein_co
propionyl C protein_co
N-acylethal protein_co
histocomp: protein_co
chromoson protein_co
glucosamin protein_co
tetraspanir protein_co
mesoderm protein_co
glutaminyl- protein_co
cytochrom: protein_co
GDP-mann protein_co
hemochror protein_co
zinc finger, protein_co
late endosc protein_co
praja ring f protein_co X
La ribonucl protein_co
CDKN2A in  protein_co
conserved protein_co
solute carriprotein_co
zinc finger protein_co
TAF10 RNA protein_co
long interg processed_
H3 histone, protein_co
RAB2B, me protein_co
MLX, MAX protein_co
ATPase, H+ protein_co

17

16
15
15

44673069
1.33E+08
1351923
82130230
83016422
24517441

8 81657961

11

11

11

20
18
13

20

H

10

O ON =L O WU

11

10

19
11

17
14
17

91692008
82823502
40477215
67428460
66664998
6011043
58552924
33993646
62043567
1E+08
75913657
31514428
1.35E+08
44682200
69451473
56919602
1.07E+08
47023568
2.19E+08
26087281
37120539
72085895
69160851
1.28E+08
1.34E+08
1E+08
1.4E+08
44051367
6606296
1.5E+08
75776434
21459020
42567068
20197367

44689779
1.33E+08
1364113
82262763
83067354
24584550
81686693
91880720
82970584
40496343
67435408
66677921
6015625
58582860
34108308
62187118
1.01E+08
75941051
31577923
1.35E+08
44726595
69507669
56971675
1.07E+08
47050751
2.2E+08
26098343
37358149
72103387
69165793
1.28E+08
1.34E+08
1E+08
1.4E+08
44067991
6612667
1.5E+08
75785893
21476973
42573239
20226819

-1 q21.31
-1 ¢33

1 p13.3
-1 ¢25.2
-1 ¢25.2
-1 p15.2
-1 q21.13
-1 q21.2
-1 q14.1
1 p34.2
1 q13.2
-1 q13.2
-1 p24.1
1q12.1
1 q11.22
-1 q21.33
1932.3
-1 q21.1
1 q11.21
-1 ¢33

-1 p12
1922.1
-1 q11.2
1921

1 p33
1935
1p22.2
1 p13.2
-1 q13.4
-1 q13.1
1g28.2
-1 g31.1
-1 q24.31
-1 g34

1 q13.31
-1 p15.4
1q21.2
-1 ¢25.1
-1 q11.2
1q21.2
1p21.3



ENSG00000010539
ENSG00000180228
ENSG00000104723
ENSG00000183172
ENSG00000130881
ENSG00000122435
ENSG00000104904
ENSG00000188266
ENSG00000221994
ENSG00000116096
ENSG00000142864
ENSG00000186470
ENSG00000172466
ENSG00000111802
ENSG00000168101
ENSG00000164338
ENSG00000165119
ENSG00000198642
ENSG00000089818
ENSG00000225973
ENSG00000240602
ENSG00000138459
ENSG00000161671
ENSG00000101558
ENSG00000182185
ENSG00000139921
ENSG00000105750
ENSG00000163875
ENSG00000131849
ENSG00000181450
ENSG00000106392
ENSG00000168090
ENSG00000115211
ENSG00000240207
ENSG00000174405
ENSG00000126247
ENSG00000160695
ENSG00000138399
ENSG00000132664
ENSG00000179918
ENSG00000137492

0.5199
0.5196
0.5196
0.5195
0.5195
0.5192
0.5189
0.5188
0.5187

0.518
0.5179
0.5179
0.5177
0.5175
0.5174
0.5174

0.517

0.516
0.5159
0.5155
0.5155
0.5154
0.5152
0.5147
0.5147
0.5143
0.5139
0.5134
0.5131
0.5125
0.5125
0.5123
0.5124
0.5118
0.5118
0.5116
0.5111
0.5111
0.5109
0.5108
0.5103

1.4338
1.4336
1.4336
1.4335
1.4335
1.4332
1.4328
1.4328
1.4327
1.432
1.4319
1.4319
1.4316
1.4315
1.4314
1.4314
1431
1.43
1.4298
1.4295
1.4295
1.4294
1.4292
1.4287
1.4287
1.4283
1.4279
1.4274
1.4271
1.4265
1.4265
1.4264
1.4264
1.4259
1.4258
1.4256
1.4251
1.4251
1.4249
1.4248
1.4243

1.74E-05
5.91E-13
0.0007
0.0015
0.0152
1.22E-05
4.08E-09
0.0034
0.0008
3.27E-05
1.59E-10
2.12E-08
4.79E-10
8.15E-07
6.99E-09
8.71E-06
8.90E-13
7.32E-08
9.19E-14
0.0117
0.0183
6.19E-07
2.65E-05
8.96E-12
0.0203
0.0005
0.0127
7.21E-06
0.0007
1.92E-05
0.0055
1.76E-08
3.99E-07
0.0133
0.0003
1.54E-12
2.66E-07
0.0002
0.0098
1.43E-09
3.45E-05

6.28E-05 ZNF200
4.29E-12 PRKRA
0.0021 TUSC3
0.0041 SMDT1
0.0344 LRP3
4.48E-05 TRMT13
2.12E-08 OAZ1
0.0088 HYKK
0.0023 ZNF630
0.0001 SPR
9.35E-10 SERBP1
1.03E-07 BTN3A2
2.70E-09 ZNF24
3.42E-06 TDP2
3.55E-08 NUDT16L1
3.25E-05 UTP15
6.35E-12 HNRNPK
3.39E-07 KLHLS
7.09E-13 NECAP1
0.0271 PIGBOS1
0.0407 AADACP1
2.63E-06 SLC35A5
9.33E-05 EMC10
5.85E-11 VAPA
0.0447 RAD51B
0.0014 TMX1
0.0292 ZNF85
2.72E-05 MEAF6
0.0021 ZNF132
6.88E-05 ZNF678
0.0136 C1GALT1
8.65E-08 COPS6
1.72E-06 EIF2B4
0.0306 RP11-379F4.4
0.0009 LIG4
1.08E-11 CAPNS1
1.17E-06 VPS11
0.0006 FASTKD1
0.0233 POLR3F
7.76E-09 SEPHS2
0.0001 PRKRIR

zinc finger protein_co
protein kin protein_co
tumor supy protein_co
single-pass protein_co
low density protein_co
tRNA meth protein_co
ornithine d protein_co
hydroxylysi protein_co
zinc finger protein_co X
sepiapterin protein_co
SERPINE1 r protein_co
butyrophili protein_co
zinc finger protein_co
tyrosyl-DN; protein_co
nudix (nucl protein_co
UTP15, U3 protein_co
heterogene protein_co
kelch-like f: protein_co
NECAP end protein_co
PIGB oppos protein_co
arylacetam transcribec
solute carriprotein_co
ER membr: protein_co
VAMP (ves| protein_co
RAD51 pari protein_co
thioredoxir protein_co
zinc finger protein_co
MYST/Esal protein_co
zinc finger protein_co
zinc finger protein_co
core 1 synt protein_co
COP9 signa protein_co
eukaryotic protein_co
antisense
ligase IV, D protein_co
calpain, sm protein_co
vacuolar pr protein_co
FAST kinas¢ protein_co
polymerase protein_co
selenophos protein_co
protein-kin protein_co

16

22

19

19
15

18

16

3222325
1.78E+08
15417215
42079691
33177603
1E+08
2269509
78507564
47983356
72887360
67407810
26365159
35332212
24649977
4693694
73565443

9 83968083

12
15

19
18
14
14
19

19

W N NN

13
19
11

20
16
11

21329671
8082211
55317184
1.52E+08
1.13E+08
50476400
9914002
67819779
51240162
20923222
37492575
58432814
2.28E+08
7156934
1E+08
27364352
1.59E+08
1.08E+08
36139575
1.19E+08
1.7E+08
18467127
30443631
76349956

3236221
1.78E+08
15766649
42084284
33208867
1E+08
2273490
78537372
48071658
72892158
67430415
26378320
35345482
24667033
4695859
73583377
83980616
21335380
8097771
55319161
1.52E+08
1.13E+08
50490870
9960021
68730218
51257546
20950697
37514774
58440222
2.28E+08
7248651
1E+08
27370486
1.59E+08
1.08E+08
36150353
1.19E+08
1.7E+08
18484643
30446181
76380971

-1 p13.3
-1 g31.2
1 p22

1 q13.2
1 q13.11
1p21.2
1 p13.3
1 g25.1
-1 p11.23
1 p13.2
-1 p31.3
1p22.2
-1 q12.2
-1 p22.3
1 p13.3
1 q13.2
-1 q21.32
-1 p21.3
1 p13.31
-1 213
1 925.1
1 q13.2
1 q13.33
1 p11.22
1q24.1
1q22.1
1 p12

-1 p34.3
-1 q13.43
1 q42.13
1p22.1
1922.1
-1 p23.3
1 ¢25.32
-1 ¢33.3
1 q13.12
1g23.3
-1 g31.1
1 p11.23
-1 p11.2
-1 q13.5



ENSG00000136940
ENSG00000168394
ENSG00000169139
ENSG00000140386
ENSG00000168152
ENSG00000085721
ENSG00000160221
ENSG00000118855
ENSG00000176407
ENSG00000159128
ENSG00000130165
ENSG00000166971
ENSG00000123297
ENSG00000261455
ENSG00000111445
ENSG00000117360
ENSG00000173715
ENSG00000155755
ENSG00000197548
ENSG00000165525
ENSG00000145868
ENSG00000130638
ENSG00000105341
ENSG00000177096
ENSG00000136819
ENSG00000034693
ENSG00000205643
ENSG00000235109
ENSG00000261824
ENSG00000170365
ENSG00000197142
ENSG00000119820
ENSG00000029153
ENSG00000102030
ENSG00000132952
ENSG00000131351
ENSG00000106993
ENSG00000102362
ENSG00000132485
ENSG00000145388
ENSG00000105928

0.5098
0.5099
0.5098
0.5097
0.5098
0.5096
0.5093
0.5088
0.5087
0.5085
0.5084

0.508
0.5081
0.5076
0.5075
0.5066
0.5066
0.5047
0.5045
0.5043
0.5039
0.5037
0.5035
0.5035
0.5033
0.5033

0.503
0.5025
0.5024
0.5023

0.502
0.5014
0.5011
0.5007
0.5007
0.5006
0.5004
0.5004
0.5002
0.4999
0.4998

1.4239
1.4239
1.4238
1.4238
1.4238
1.4236
1.4233
1.4229
1.4227
1.4226
1.4225
1.4221
1.4221
1.4217
1.4216
1.4207
1.4207
1.4188
1.4186
1.4184
1.4181
1.4179
1.4177
1.4177
1.4174
1.4174
14171
1.4166
1.4166
1.4165
1.4162
1.4156
1.4153
1.4149
1.4149
1.4148
1.4146
1.4146
1.4144
1.4141

1.414

1.04E-07
0.0149
2.08E-05
4.69E-05
0.0067
4.44E-07
0.0038
0.0032
9.27E-19
0.0006
0.0003
5.73E-06
0.0034
0.0034
0.0131
1.33E-06
4.78E-05
0.0005
2.67E-07
1.24E-09
2.50E-15
1.05E-14
3.42E-09
7.56E-05
8.71E-11
1.52E-06
0.0061
0.0002
0.0003
2.73E-07
0.0025
1.13E-06
8.57E-10
5.21E-05
8.25E-05
0.0182
0.0005
0.0007
0.0002
1.73E-06
0.0118

4.76E-07 PDCL
0.0339 TAP1
7.44E-05 UBE2V2
0.0002 SCAPER
0.0163 THAP9
1.91E-06 RRN3
0.0096 C21orf33
0.0082 MFSD1
1.08E-17 KCMF1
0.0016 IFNGR2
0.0011 ELOF1
2.19E-05 AKTIP
0.0087 TSFM
0.0087 LINCO1003
0.0301 RFC5
5.46E-06 PRPF3
0.0002 C11orf80
0.0014 TMEM237
1.17E-06 ATG7
6.77E-09 NEMF
2.18E-14 FBX038
8.80E-14 ATXN10
1.79E-08 ATP5SL
0.0003 FAM109B
5.26E-10 C90rf78
6.19E-06 PEX3
0.0151 CDPF1
0.0007 ZSCAN31
0.0008 LINC00662
1.20E-06 SMAD1
0.0066 ACSL5
4.67E-06 YIPF4
4.72E-09 ARNTL2
0.0002 NAA10
0.0003 USPL1
0.0405 HAUSS8
0.0015 CDC37L1
0.002 SYTL4
0.0005 ZRANB2
7.02E-06 METTL14
0.0274 DFNA5

phosducin- protein_co
transportel protein_co
ubiquitin-c protein_co
S-phase cy(protein_co
THAP dom: protein_co
RRN3 RNA protein_co
chromoson protein_co
major facili protein_co
potassium protein_co
interferon {protein_co
elongation protein_co
AKT interac protein_co
Ts translati protein_co
long interg lincRNA
replication protein_co
pre-mRNA protein_co
chromoson protein_co
transmemtk protein_co
autophagy protein_co
nuclear exg protein_co
F-box prote protein_co
ataxin 10 [¢ protein_co
ATP5S-like protein_co
family with protein_co
chromoson protein_co
peroxisom: protein_co
cysteine-ric protein_co
zinc finger . protein_co
long interg lincRNA
SMAD fami protein_co
acyl-CoA sy protein_co
Yipl domai protein_co
aryl hydroc protein_co
N(alpha)-ac protein_co X
ubiquitin sy protein_co
HAUS augn protein_co
cell divisior protein_co
synaptotag protein_co X
zinc finger, protein_co
methyltran protein_co
deafness, a protein_co

9
6
8
15
4
16
21
3
2
21
19
16
12
7
12
1
11
2
3
14
5
22
19
22
9
6
22
6
19
4
10
2
12

13
19
9

1.23E+08
32845209
48008400
76347904
82900684
15060022
44133605
1.59E+08
84971093
33402896
11551147
53491040
57782589
1.52E+08
1.18E+08
1.5E+08
66744451
2.02E+08
11272309
49782083
1.48E+08
45671798
41431318
42074251
1.3E+08
1.43E+08
46244011
28324693
27684580
1.45E+08
1.12E+08
32277910
27332854
1.54E+08
30617693
17049729
4679559
1.01E+08
71063291
1.19E+08
24698353

1.23E+08
32853978
48064708
76905444
82919969
15094317
44145723
1.59E+08
85059472
33479348
11559236
53504411
57808071
1.52E+08
1.18E+08
1.5E+08
66843324
2.02E+08
11557665
49853203
1.48E+08
45845307
41440717
42079441
1.3E+08
1.43E+08
46250679
28356271
27793940
1.46E+08
1.12E+08
32316594
27425289
1.54E+08
30660770
17075625
4708398
1.01E+08
71081297
1.19E+08
24758113

-1 ¢33.2
-1 p21.32
1 q11.21
-1 q24.3
1 ¢21.22
-1 p13.11
1q22.3
1 ¢25.32
1p11.2
1 g22.11
-1 p13.2
-1 q12.2
1 q14.1
1 936.1
1 24.23
1q21.2
1 q13.2
-1 ¢33.1
1 p25.3
-1 213
1932

1 q13.31
-1 q13.2
1 q13.2
-1 ¢34.11
1 q24.2
-1 q13.31
-1 p22.1
-1 g1

1 g31.21
1 g25.2
1p22.3
1 p11.23
-1 q28
1q12.3
-1 p13.11
1 p24.1
-1 g22.1
-1 p31.1
1926

-1 p15.3



ENSG00000122008
ENSG00000171824
ENSG00000111671
ENSG00000137871
ENSG00000119616
ENSG00000060140
ENSG00000196510
ENSG00000234545
ENSG00000110911
ENSG00000106615
ENSG00000005194
ENSG00000168802
ENSG00000135002
ENSG00000134759
ENSG00000162928
ENSG00000222011
ENSG00000152700
ENSG00000050426
ENSG00000112812
ENSG00000173145
ENSG00000143436
ENSG00000141425
ENSG00000089006
ENSG00000119446
ENSG00000179387
ENSG00000170425
ENSG00000119801
ENSG00000081386
ENSG00000198521
ENSG00000154781
ENSG00000180917
ENSG00000008311
ENSG00000039319
ENSG00000113013
ENSG00000162627
ENSG00000182551
ENSG00000166847
ENSG00000133028
ENSG00000119965
ENSG00000087995
ENSG00000162734

0.4995
0.4995

0.498

0.498
0.4978
0.4964
0.4962
0.4962
0.4959
0.4959
0.4958
0.4957
0.4955
0.4951
0.4942
0.4942
0.4941
0.4936
0.4936
0.4934

0.493
0.4926
0.4923
0.4922
0.4922
0.4915

0.491
0.4908
0.4907
0.4906
0.4905
0.4905
0.4902
0.4899
0.4894

0.489
0.4889
0.4889
0.4885

0.488
0.4861

1.4138
1.4137
1.4123
1.4122
1.4121
1.4107
1.4105
1.4105
1.4102
1.4102
1.4101
1.41
1.4098
1.4094
1.4086
1.4085
1.4084
1.4079
1.4079
1.4078
1.4074
1.407
1.4066
1.4066
1.4066
1.4059
1.4054
1.4053
1.4051
1.405
1.4049
1.4049
1.4047
1.4044
1.4038
1.4035
1.4034
1.4034
1.403
1.4025
1.4007

0.0002
2.89E-08

0.0001
1.62E-05
1.33E-05
5.82E-06
9.08E-06
2.26E-05
2.68E-07
1.24E-06
5.71E-11
3.15E-08

0.0006
6.94E-08
3.38E-07

0.0017
7.97E-08
8.07E-05

0.0005
5.72E-05
7.50E-05
9.00E-11
2.05E-08
5.80E-06
4.81E-05

0.0007
6.68E-06
3.76E-05

0.0102
1.35E-07
1.69E-06

0.0028
1.73E-05
4.66E-07
4.41E-08
7.79E-06
6.24E-09
1.97E-06

0.0002

0.0007

0.0117

0.0006 POLK
1.39E-07 EXOSC10
0.0004 SPSB2
5.86E-05 ZNF280D

4.87E-05 FCF1
2.21E-05 STYK1
3.38E-05 ANAPC7
8.02E-05 FAM133B
1.17E-06 SLC11A2
5.11E-06 RHEB
3.50E-10 CIAPIN1
1.51E-07 CHTF8
0.0018 RFK
3.23E-07 ELP2
1.47E-06 PEX13
0.0045 FAM185A
3.69E-07 SAR1B
0.0003 LETMD1
0.0014 PRSS16
0.0002 NOC3L
0.0003 MRPL9
5.42E-10 RPRD1A
1.00E-07 SNX5
2.21E-05 RBM18
0.0002 ELMOD2
0.0019 ADORA2B
2.53E-05 YPEL5
0.0001 ZNF510
0.0241 ZNF43
6.13E-07 CCDC174
6.86E-06 CMTR2
0.0074 AASS
6.25E-05 ZFYVE16
2.00E-06 HSPA9
2.09E-07 SNX7
2.92E-05 ADI1
3.19E-08 DCTN5
7.91E-06 SCO1
0.0005 C100rf88
0.0021 METTL2A
0.0272 PEA1S

polymerase protein_co
exosome c« protein_co
splA/ryano protein_co
zinc finger protein_co
FCF1 rRNA- protein_co
serine/thre protein_co
anaphase f protein_co
family with protein_co
solute carri protein_co
Ras homolc protein_co
cytokine in protein_co
CTF8, chrot protein_co
riboflavin k protein_co
elongator ¢ protein_co
peroxisom: protein_co
family with protein_co
secretion a protein_co
LETM1 don protein_co
protease, s protein_co
nucleolar ¢ protein_co
mitochond protein_co
regulation ' protein_co
sorting nex protein_co
RNA bindin protein_co
ELMO/CED protein_co
adenosine . protein_co
yippee-like protein_co
zinc finger protein_co
zinc finger protein_co
coiled-coil 1 protein_co
cap methyl protein_co
aminoadip: protein_co
zinc finger, protein_co
heat shock protein_co
sorting nex protein_co
acireductol protein_co
dynactin 5 protein_co
SCO1 cytoc protein_co
chromoson protein_co
methyltran protein_co
phosphopr protein_co

N = U101

16
17
10
17

1

75511756
11066618
6870935
56630181
74713144
10618939
1.1E+08
92560793
50979401
1.51E+08
57428169
69118010
76385517
36129444
61017225
1.03E+08
1.35E+08
51047962
27247701
94333226
1.52E+08
35984387
17941597
1.22E+08
1.41E+08
15944917
30146941
96755865
21804949
14651746
71281389
1.22E+08
80408013
1.39E+08
98661701
3497361
23641392
10672474
1.23E+08
62423867
1.6E+08

75601144
11099881
6889358
56918571
74738620
10674318
1.1E+08
92590394
51028566
1.52E+08
57447528
69132584
76394517
36180556
61051990
1.03E+08
1.35E+08
51060424
27256624
94362959
1.52E+08
36067576
17968980
1.22E+08
1.41E+08
15975746
30160533
96778129
21852125
14672659
71289715
1.22E+08
80479350
1.39E+08
98760500
3519736
23677455
10698375
1.23E+08
62450822
1.6E+08

1 q13.3
-1 p36.22
-1 p13.31
-1 q21.3
1q24.3
-1 p13.2
-1 q24.11
-1 q21.2
-1 q13.12
-1 ¢36.1
-1 q21

-1 q22.1
-1 q21.13
1q12.2
1 p15
1922.1
-1 311
1 q13.12
1p22.1
-1 ¢23.33
-1 213
-1 q12.2
-1 p11.23
-1 ¢33.2
1g31.1
1 p12
1p23.1
-1 ¢22.33
-1 p12

1 p25.1
-1 q22.2
-1 ¢31.32
1 q14.1
-1 g31.2
1p21.3
-1 p25.3
1p12.2
-1 p13.1
-1 ¢26.13
1g23.2
1g23.2



ENSG00000170242
ENSG00000125868
ENSG00000029725
ENSG00000130414
ENSG00000073331
ENSG00000155097
ENSG00000183576
ENSG00000146859
ENSG00000176978
ENSG00000154845
ENSG00000135070
ENSG00000105708
ENSG00000120370
ENSG00000056097
ENSG00000105669
ENSG00000074842
ENSG00000187778
ENSG00000136147
ENSG00000108107
ENSG00000103769
ENSG00000148481
ENSG00000167969
ENSG00000198513
ENSG00000164081
ENSG00000120910
ENSG00000173933
ENSG00000204789
ENSG00000105865
ENSG00000114346
ENSG00000142188
ENSG00000008869
ENSG00000154040
ENSG00000167553
ENSG00000221923
ENSG00000118518
ENSG00000159445
ENSG00000021776
ENSG00000138660
ENSG00000074201
ENSG00000166526
ENSG00000125846

0.4861

0.486
0.4858
0.4857
0.4855
0.4854
0.4853
0.4854
0.4849
0.4848
0.4846
0.4844
0.4841
0.4841

0.484

0.484
0.4838
0.4837
0.4836
0.4833

0.483
0.4823
0.4822
0.4819
0.4817
0.4817
0.4816
0.4815
0.4809
0.4804
0.4804
0.4803
0.4799
0.4798
0.4793
0.4784
0.4782
0.4781
0.4779
0.4779
0.4777

1.4006
1.4005
1.4004
1.4003
14
1.3999
1.3999
1.3999
1.3995
1.3994
1.3992
1.399
1.3988
1.3987
1.3986
1.3986
1.3984
1.3983
1.3982
1.3979
1.3976
1.397
1.3968
1.3966
1.3964
1.3964
1.3963
1.3962
1.3956
1.3952
1.3951
1.3951
1.3946
1.3946
1.3941
1.3932
1.393
1.3929
1.3928
1.3927
1.3925

1.27E-05
5.90E-09
0.0002
1.24E-05
0.0009
3.43E-09
2.06E-08
0.0072
2.91E-06
3.98E-12
0.0001
0.0037
0.0003
1.43E-08
1.16E-08
0.003
1.69E-10
1.11E-06
3.53E-05
2.48E-11
9.93E-06
0.0088
0.0006
1.06E-08
3.20E-05
0.0032
0.0132
0.0009
9.88E-06
2.71E-07
6.85E-09
0.0101
0.0002
0.0003
0.0003
0.0002
0.0005
2.59E-06
1.17E-09
0.0156
0.0007

4.64E-05 USP47
3.02E-08 DSTN
0.0006 RABEP1
4.56E-05 NDUFA10
0.0026 ALPK1
1.80E-08 ATP6V1C1
1.01E-07 SETD3
0.0175 TMEM140
1.15E-05 DPP7
2.69E-11 PPP4R1
0.0005 ISCA1
0.0095 ZNF14
0.0009 GORAB
7.05E-08 ZFR
5.78E-08 COPE
0.0077 C190rf10
9.92E-10 MCRS1
4.58E-06 PHF11
0.0001 RPL28
1.56E-10 RAB11A
3.68E-05 FAM188A
0.0211 ECI1
0.0017 ATL1
5.32E-08 TEX264
0.0001 PPP3CC
0.0083 RBM4
0.0304 ZNF204pP
0.0026 DUS4L
3.66E-05 ECT2
1.19E-06 TMEMS50B
3.49E-08 HEATR5B
0.0239 CABYR
0.0005 TUBA1C
0.0009 ZNF880
0.001 RNF146
0.0005 THEMA4
0.0014 AQGR
1.03E-05 AP1AR
6.40E-09 CLNS1A
0.0354 ZNF3
0.0021 ZNF133

ubiquitin sy protein_co
destrin (act protein_co
rabaptin, R protein_co
NADH dehy protein_co
alpha-kinas protein_co
ATPase, H+ protein_co
SET domair protein_co
transmemtk protein_co
dipeptidyl-| protein_co
protein ph¢protein_co
iron-sulfur protein_co
zinc finger protein_co
golgin, RAB protein_co
zinc finger protein_co
coatomer  protein_co
chromoson protein_co
microspher protein_co
PHD finger protein_co
ribosomal | protein_co
RAB11A, m protein_co
family with protein_co
enoyl-CoA ' protein_co
atlastin GTl protein_co
testis expre protein_co
protein ph¢protein_co
RNA bindin protein_co

zinc finger processed_

dihydrouric protein_co
epithelial c protein_co
transmemtk protein_co
HEAT repe: protein_co
calcium bin protein_co
tubulin, alg protein_co
zinc finger protein_co
ring finger protein_co
thioesteras protein_co
aquarius in protein_co
adaptor-rel protein_co
chloride ch protein_co
zinc finger protein_co
zinc finger protein_co

11841423
17569863
5282265
2.4E+08
1.12E+08
1.03E+08
99397746
1.35E+08
1.37E+08
9546791
86264546
19710471
1.71E+08
32354350
18899514
4641374
49556544
49495610
55385345
65726054
15778170
2239395
50532509
51662693
22440819
66638617
27357825
1.08E+08
1.73E+08
33432485
36968383
24138956
49188736
52369917
1.27E+08
1.52E+08
34851782
1.12E+08
77514936
1E+08
18288283

11959323
17609919
5385812
2.4E+08
1.12E+08
1.03E+08
99480879
1.35E+08
1.37E+08
9615240
86282538
19733097
1.71E+08
32444761
18919397
4670370
49568153
49528987
55403250
65891991
15860520
2252300
50633068
51704323
22541142
66666682
27360221
1.08E+08
1.73E+08
33480011
37084342
24161603
49274603
52385795
1.27E+08
1.52E+08
34969839
1.12E+08
77637805
1E+08
18316996

1 p15.3
1 p12.1
1 p13.2
-1 ¢37.3
1925
1q22.3
-1 ¢32.2
1933

-1 g34.3
-1 p11.22
-1 q21.33
-1 p13.11
1 q24.2
-1 p13.3
-1 p13.11
-1 p13.3
-1 q13.12
1 q14.2
1 q13.42
1 g22.31
-1 p13

-1 p13.3
1922.1
1p21.2
1p21.3
1 q13.2
-1 p22.1
1q22.3
1 926.31
-1 g22.11
-1 p22.2
1q11.2
1 q13.12
1 q13.41
1 22.33
-1 213
-1 q14
1925

-1 q14.1
-1 g22.1
1 p11.23



ENSG00000204381
ENSG00000184047
ENSG00000144959
ENSG00000075651
ENSG00000188811
ENSG00000127980
ENSG00000081692
ENSG00000159917
ENSG00000169592
ENSG00000065150
ENSG00000146223
ENSG00000015479
ENSG00000182173
ENSG00000062194
ENSG00000122482
ENSG00000163798
ENSG00000108561
ENSG00000147854
ENSG00000120705
ENSG00000170633
ENSG00000023287
ENSG00000058262
ENSG00000140939
ENSG00000205138
ENSG00000167770
ENSG00000166582
ENSG00000067365
ENSG00000166411
ENSG00000162600
ENSG00000143207
ENSG00000013374
ENSG00000162836
ENSG00000116353
ENSG00000171222
ENSG00000101391
ENSG00000146574
ENSG00000121851
ENSG00000154957
ENSG00000125457
ENSG00000117519
ENSG00000075415

0.4777
0.4775
0.4775
0.4772
0.4772
0.4771
0.4768
0.4767
0.4766
0.476
0.4755
0.4752
0.4742
0.474
0.4738
0.4732
0.4726
0.4724
0.4723
0.472
0.4714
0.4715
0.4713
0.4713
0.4711
0.4706
0.4702
0.47
0.47
0.469
0.4686
0.4678
0.4677
0.4677
0.4675
0.4673
0.4669
0.4669
0.4664
0.4664
0.4662

1.3925
1.3924
1.3923
1.3921

1.392
1.3919
1.3917
1.3915
1.3914
1.3908
1.3904
1.3902
1.3892

1.389
1.3888
1.3882
1.3876
1.3875
1.3873
1.3871
1.3865
1.3865
1.3864
1.3864
1.3862
1.3857
1.3853
1.3851
1.3851
1.3841
1.3838

1.383
1.3829
1.3829
1.3827
1.3825
1.3822
1.3822
1.3817
1.3817
1.3815

0.0128
0.0009
0.0001
1.53E-10
9.37E-05
0.0001
2.22E-05
0.0017
0.0006
7.24E-09
3.35E-08
7.75E-10
0.0034
7.24E-06
7.28E-05
1.21E-10
8.25E-09
2.74E-05
4.26E-17
9.01E-08
2.24E-05
0.0004
0.0007
0.0008
9.86E-07
0.0139
0.0118
1.57E-06
0.0052
2.20E-12
1.83E-09
5.96E-06
4.26E-05
0.0016
7.23E-06
3.51E-05
3.97E-06
0.0036
0.0002
0.0041
5.49E-13

0.0295 LAYN
0.0024 DIABLO
0.0004 NCEH1
9.05E-10 PLD1
0.0003 NHLRC3
0.0004 PEX1
7.91E-05 JMJD4
0.0045 ZNF235
0.0019 INOS8OE
3.67E-08 IPO5
1.60E-07 RPL7L1
4.30E-09 MATR3
0.0089 TSEN54
2.72E-05 GPBP1
0.0002 ZNF644
7.19E-10 SLCAA1AP
4.16E-08 C1QBP
9.62E-05 UHRF2
4.33E-16 ETF1
4.14E-07 RNF34
7.97E-05 RB1CC1
0.0012 SEC61A1
0.0022 NOL3
0.0024 SDHAF1
4.10E-06 OTUB1
0.0318 CENPV
0.0274 METTL22
6.38E-06 IDH3A
0.0129 OMA1
1.51E-11 RFWD2
9.83E-09 NUB1
2.27E-05 ACP6
0.0001 MECR
0.0043 SCAND1
2.72E-05 CDK5RAP1
0.0001 CCz1B
1.54E-05 POLR3GL
0.0094 ZNF18
0.0005 MIF4AGD
0.0105 CNN3
3.99E-12 SLC25A3

layilin [Sou protein_co
diablo, IAP- protein_co
neutral chc protein_co
phospholip protein_co
NHL repeat protein_co
peroxisom: protein_co
jumoniji doi protein_co
zinc finger protein_co
INO80 com protein_co
importin 5 protein_co
ribosomal | protein_co
matrin 3 [S protein_co
TSENS54 tRI' protein_co
GC-rich prc protein_co
zinc finger protein_co
solute carriprotein_co
complemer protein_co
ubiquitin-li protein_co
eukaryotic protein_co
ring finger protein_co
RB1-inducil protein_co
Sec61 alph: protein_co
nucleolar p protein_co
succinate d protein_co
OTU deubic protein_co
centromer¢ protein_co
methyltran protein_co
isocitrate d protein_co
OMA1 zinc protein_co
ring finger . protein_co
negative re protein_co
acid phospl protein_co
mitochond protein_co
SCAN dom: protein_co
CDKS5 regul protein_co
CCZ1 vacuc protein_co
polymerase protein_co
zinc finger protein_co
MIF4G don protein_co
calponin 3, protein_co
solute carriprotein_co

N )

20
20

17
17

12

1.12E+08
1.22E+08
1.73E+08
1.72E+08
39038306
92487020
2.28E+08
44228729
29995294
97953658
42879618
1.39E+08
75516060
57173948
90915298
27663471
5432777
6413151
1.39E+08
1.21E+08
52622456
1.28E+08
67170154
35995199
63985853
16342534
8621683
78131498
58415384
1.76E+08
1.51E+08
1.48E+08
29192873
35953617
33358839
6794134
1.46E+08
11977439
75266228
94896949
98593591

1.12E+08
1.22E+08
1.73E+08
1.72E+08
39050109
92528531
2.28E+08
44305046
30005793
98024297
42889925
1.39E+08
75524739
57264679
91022272
27694976
5448830
6507054
1.39E+08
1.21E+08
52745843
1.28E+08
67175735
35996315
64001811
16353656
8649654
78171949
58546802
1.76E+08
1.51E+08
1.48E+08
29230942
35959472
33401561
6826770
1.46E+08
11997510
75271227
94927278
98606379

1923.1
-1 q24.31
-1 ¢26.31
-1 ¢26.31
1 q13.3
-1 q21.2
-1 g42.13
-1 q13.31
1p11.2
1q32.2
1p21.1
1g31.2
1 g25.1
1q11.2
-1 p22.2
1p23.3
-1 p13.2
1 p24.1
-1 g31.2
1 g24.31
-1 q11.23
1q21.3
1922.1
1 q13.12
1 q13.1
-1 p11.2
1 p13.2
1g25.1
-1 p32.1
-1 ¢25.2
1 g36.1
-1 q21.2
-1 p35.3
-1 q11.23
-1 q11.21
-1 p22.1
1q21.1
-1 p12

-1 ¢25.1
-1 p21.3
1923.1



ENSG00000162076
ENSG00000172775
ENSG00000204370
ENSG00000010256
ENSG00000167617
ENSG00000118515
ENSG00000168495
ENSG00000130713
ENSG00000135541
ENSG00000122591
ENSG00000152382
ENSG00000166401
ENSG00000152455
ENSG00000256525
ENSG00000140350
ENSG00000076053
ENSG00000152749
ENSG00000139505
ENSG00000013561
ENSG00000112357
ENSG00000162613
ENSG00000136159
ENSG00000030110
ENSG00000145390
ENSG00000178935
ENSG00000189058
ENSG00000136436
ENSG00000131148
ENSG00000134597
ENSG00000072756
ENSG00000153406
ENSG00000116266
ENSG00000065135
ENSG00000258056
ENSG00000167508
ENSG00000136536
ENSG00000163528
ENSG00000163870
ENSG00000124596
ENSG00000136758
ENSG00000204764

0.4658
0.4658
0.4657
0.4656
0.4653
0.4651
0.4646
0.464
0.4638
0.4634
0.4631
0.4628
0.4628
0.4627
0.4626
0.4626
0.4622
0.462
0.4618
0.4617
0.4615
0.4616
0.4606
0.4604
0.46
0.4599
0.4586
0.4585
0.4583
0.4578
0.4578
0.4576
0.4574
0.4573
0.4562
0.4556
0.4555
0.4551
0.455
0.4549
0.4549

1.3811
1.381
1.381

1.3809

1.3806

1.3805

1.38

1.3793

1.3792

1.3788

1.3785

1.3782

1.3782

1.3781
1.378
1.378

1.3777

1.3774

1.3773

1.3772
1.377
1.377

1.3761

1.3759

1.3756

1.3754

1.3742

1.3741

1.3739

1.3734

1.3734

1.3732
1.373
1.373

1.3719

1.3713

1.3712

1.3709

1.3708

1.3707

1.3707

1.74E-05
1.71E-12
0.0011
3.97E-05
0.0037
0.0021
1.08E-05
0.0087
0.0013
0.019
0.0006
0.0003
0.0073
0.01
8.52E-08
0.0005
0.0016
3.93E-08
2.12E-08
0.0002
2.07E-12
0.0002
0.0011
2.02E-05
0.0006
0.015
4.12E-09
6.09E-07
0.0002
0.0001
0.0007
1.47E-05
1.89E-09
0.0136
0.0008
1.49E-05
0.0028
0.0009
9.07E-05
1.59E-09
0.0134

6.29E-05 FLYWCH?2
1.19E-11 FAM192A
0.0031 SDHD
0.0001 UQCRC1
0.0095 CDC42EP5
0.0057 SGK1
3.98E-05 POLR3D
0.0209 EXOSC2
0.0037 AHI1
0.0421 FAM126A
0.0017 TADA1
0.0009 SERPINB8
0.0177 SUV39H2
0.0235 POLG2
3.93E-07 ANP32A
0.0016 RBM7
0.0045 GPR180
1.87E-07 MTMR6
1.03E-07 RNF14
0.0005 PEX7
1.43E-11 FUBP1
0.0005 NUDT15
0.0031 BAK1
7.22E-05 USP53
0.0017 ZNF552
0.0341 APOD
2.14E-08 CALCOCO2
2.59E-06 EMC8
0.0006 RBMX2
0.0004 TRNT1
0.0019 NMRAL1
5.36E-05 STXBP3
1.01E-08 GNAI3
0.0312 RP11-644F5.11
0.0023 MVD
5.42E-05 MARCH7
0.0073 CHCHD4
0.0027 TPRA1
0.0003 OARD1
8.62E-09 YME1L1
0.0308 RANBP17

FLYWCH fa protein_co
family with protein_co
succinate d protein_co
ubiquinol-c protein_co
CDCA42 effe protein_co
serum/gluc protein_co
polymerase protein_co
exosome c( protein_co
Abelson he protein_co
family with protein_co
transcriptic protein_co
serpin pepi protein_co
suppressor protein_co
polymerase protein_co
acidic (leuc protein_co
RNA bindin protein_co
G protein-c protein_co
myotubula protein_co
ring finger protein_co
peroxisom: protein_co
far upstrea protein_co
nudix (nucl protein_co
BCL2-antag protein_co
ubiquitin sy protein_co
zinc finger protein_co
apolipopro protein_co
calcium bin protein_co
ER membr: protein_co
RNA bindin protein_co X
tRNA nucle protein_co
NmrA-like 1 protein_co
syntaxin bil protein_co
guanine nu protein_co
antisense
mevalonat«protein_co
membrane protein_co
coiled-coil- protein_co
transmemtk protein_co
O-acyl-ADP protein_co
YME1-like : protein_co
RAN bindin protein_co

16
16
11

19

P N OO oo o

5

2883186
57152466
1.12E+08
48599002
54465026
1.34E+08
22245104
1.31E+08
1.35E+08
22889371
1.67E+08
63969925
14878820
64477785
68778535
1.14E+08
94601903
25246201
1.42E+08
1.37E+08
77944055
48037567
33572547
1.19E+08
57803841
1.96E+08
48830988
85771758
1.3E+08
3126916
4461680
1.09E+08
1.1E+08
55729104
88651935
1.6E+08
14112077
1.28E+08
41033627
27110112
1.71E+08

2899382
57186116
1.12E+08
48610976
54473264
1.34E+08
22254600
1.31E+08
1.35E+08
23014130
1.67E+08
64005667
14904315
64497036
68820897
1.14E+08
94634645
25288009
1.42E+08
1.37E+08
77