Table 7 : Transcripts and

of CD3 in lupus ki

Positive correlation Negative correlation
Transcripts Pathways Transcripts Pathways
Identifier JGene symbol [Correlation coefficient with CD3. Annotation Cluster 1 Enrichment Score: 11.22 Count P_Value  Benjamini Identifier v | D3
ILVN_2325837  CD3D 1 SP_PIR_KEYWORDS tibosome 42 540E21 120618 ILVN_1726667 LOC728758 ~0.40000032 Annotation Cluster 1 Enrichment Score: 8.3 Count P_Value  Benjamir
ILMN_2061043  CD48 0905183649 GOTERM_BP_FAT translational elongation 49 200618  B60E-15 ILVMN_1767032 DDI1 -0.400066325 SP_PIR_KEYWORDS  oxidoreductase = 98 LI0E1l 390609
ILMN_2261416  CD3D 0.880984568 GOTERM_CC_FAT cvtosolic ribosome 42 35017 230614 ILMN_3307863 TAOK3 GOTERM_BP_FAT  oxidation reduction 105 370610  LA40E06
ILVIN_1886655  TCRVB 0875380574 SP_PIR_KEYWORDS protein biosynthesis 64 110616 100614 ILVIN_1840934 A1420430 GOTERM_MF_FAT electron carrier activity 40 310E05 590603
ILMN_1659800 BCL11A 0861258356 KEGG_PATHWAY Ribosome 44 690E15  110E12 ILMN_3235584  TRIMG6 Annotation Cluster 2 Enrichment Score: 7.1 Count P_Value  Benjamini
ILMN_2098126 ~ CCLs. 0853134526 GOTERM_CC_FAT cvtosolic part 55 850E14  180E-11 ILMN_2145760  YIPF4 SP_PIR_KEYWORDS  mitochondrion 183 320616 230613
ILMN_1716651  RUNX2 0.839003672 GOTERM_CC_FAT tibosomal subunit = 48 BJOE3 140610 ILVIN_2146648 PRB3 GOTERM_CC_FAT  mitochondrion = 176 160614  8.80E12
ILVIN_3299520  PRKCB. 0838813012 GOTERM_MF_FAT structural molecule activity 132 110610 130£07 ILMN_1659285 PSMGL SP_PIR_KEYWORDS  transit peptide 8  3G0E1L  8.40E09
ILVIN_1770673  AKNA 083418713 GOTERM_MF_FAT structural constituent of ribosome 52 130610 790608 ILVN_1907812 BX119471 UP_SEQ_FEATURE  transit peptide:Mitochondrion 8 100E10 410607
ILVN_1665943  MAPAKL 0.830396057 SP_PIR_KEYWORDS tibonucleoprotein = 69 200610 130608 ILVMN_3248032  NCCRP1 GOTERM_CC_FAT  mitochondrial part = 98 100E08  290E06
ILMN_1673357 ~ SLA2 0828638555 GOTERM_CC_FAT cytosolic small ribosomal subunit 22 830610  8.90E-08 ILVN_1660730 SLC7A3 GOTERM_CC_FAT  mitochondrial envelope 73 L10E07 200605
ILMN_2208903  CD52 0824780534 GOTERM_BP_FAT translation 81 110809  390E07 ILVN_2295698  AFG3LL GOTERM_CC_FAT  organelle inner membrane 59 B10E07 110604
ILVIN_2254635  ITGAX 0811373324 GOTERM_CC_FAT ribonucleoprotein complex 11 210609 170607 ILMN_1752283  ITCH GOTERM_CC_FAT ~ mitochondrial inner membrane 56 BA0E07  9.40E-05
ILMN_1731233  GZMH 0.806929173 SP_PIR_KEYWORDS ribosomal protein & 51 210E09  1.10E-07 ILMN_1767178 LOC146880 GOTERM_CC_FAT mitochondrial membrane = 66 200606  190E-04
ILMN_1769129  CCL19 0.805805201 GOTERM_CC_FAT cvtosolic large ribosomal subunit 20 150608 110606 ILVMN_1709142 PURA SP_PIR_KEYWORDS  mitochondrion inner membrane 35 360605 420603
ILMN_2376204  LTB 0.805671563 GOTERM_CC_FAT ribosome 57 220E08  1.40E-06 ILMN_1813350 HSD11B2 GOTERM_CC_FAT organelle envelope = 86  9.60E-05  6.70E-03
ILVIN_1806908  PRKCB. 0804641194 GOTERM_CC_FAT large ribosomal subunit 26 130607 710606 ILMN_2278518  NFATC2IP GOTERM_CC_FAT ~ envelope = 8  110E04 67003
ILMN_1794386  IL2RG 0791218525 GOTERM_CC_FAT small ribosomal subunit 22 110E05  3.606-04 ILMN_1670918 ~ INSR GOTERM_CC_FAT  mitochondrial membrane part 23 210603 870802
ILMN_1786176  CD37 0791172895 Annotation Cluster2  Enrichment Score: 9.44 P_Value ILMN_1652164  UNC9381 GOTERM_CC_FAT  organelle membrane = 121 200602 4.00E01
ILVMN_1659075 HLA-DOA  0.789961811 GOTERM_BP_FAT cell activation 84 19014 270611 ILVIN_1879135  BM673749 Annotation Cluster3  Enrichment Score: 4.83 Count P_Value  Benjamini
ILMN_1750805 ARHGAP30  0.789946281 GOTERM_BP_FAT leukocyte activation 74 690E14  7.40611 ILMN_ 1727272 cCTBL2 GOTERM_MF_FAT  carboxylic acid binding i 35 120607 510605
ILMN_2353732  CDBA 0788912749 GOTERM_BP_FAT lymphocyte activation 62 370E12 320609 ILVN_1675523 PPAP2C GOTERM_MF_FAT  monocarboxylic acid binding 18 280E06  9.00E-04
ILVIN_1768284  P2RYS 0785638873 GOTERM_BP_FAT T cell activation 43 490E10 340807 ILMN_1673537  WFDC3 GOTERM_MF_FAT fatty acid binding 13 7.80E05 110602
ILMN_2340217 ~ PTPRC 0.785485884 GOTERM_BP_FAT leukocyte differentiation 44 530610 280607 ILVIN_1756311  UFsP2 acyl-CoA binding 7 190E03 170601
ILVN 3214389 HLADQBI  0.785281832 GOTERM_BP_FAT hemopoiesis 63 280E09  7.40607 ILVN_2415949  MRRF Annotation Cluster 4 Count P_Value  Benjami
ILVIN_1691341  IL7R 0.784804795 GOTERM_BP_FAT hemopoietic or lymphoid organ development | 67 390609  9.80E-07 ILVIN_2246188  SLCASA2 mitochondrial part = 98 100E08 290606
ILVN_1763452  EVI2B 0.783038697 GOTERM_BP_FAT immune system development 68 21008 340606 ILVMN_1776325  UBE2Q1 mitochondrial lumen 36 LSOE03  6.90E02
ILMN_2376205  LTB 0.780897502 GOTERM _BP_FAT lymphocyte differentiation 35 290608 430606 ILMN_2395506 SOX6 mitochondrial matrix 36 1SOE03 690602
ILMN_1738675 PTPN6 0780207003 GOTERM_BP_FAT T cell differentiation i 23 490E06 340604 ILMN_1742775  ZNRFL Annotation Cluster 5 Enrichment Score: 4.3 Count P_Value  Benjamini
ILMN_2393765  1GLL1 0.78007563 Annotation Cluster 3 Enrichment Score: 8.81 P_Value ILMN_3238793  C90rf129 GOTERM_BP_FAT  coenzyme metabolic process 34 100E06  9.50E04
ILMIN_2157441  HLA-DRA 0779288567 OTERM_BP_FAT defense response 129 590E10  2.50E-07 ILMN_1772873  CPLX2 GOTERM_BP_FAT cofactor metabolic process = 39 230606  170E:03
ILMN_2196550 Cl3orfls  0.778303127 GOTERM_BP_FAT inflammatory response 8 100609  4.00E07 ILMN_3226405 PRAMEF11 -0.402033476 GOTERM_BP_FAT  cofactor biosynthetic process 20 70604 8.00E02
ILVN_1804601  DKFZp6860162 0.775626129 GOTERM_BP_FAT response to wounding 112 600E09 130606 ILVN_1907861 BM850770 -0.402129106 GOTERM_BP_FAT  coenzyme biosynthetic process 15 240603
ILVIN_2400947 ~ CELF2 0775040816 Annotation Cluster 4 Enrichment Score: 8.14 P_Value  Benjamir ILMN_1808956 ~ C150rf27 -0.402167288 Annotation Cluster 6 Enrichment Score: 4.25 P_Value
ILMN_2143314  SPIB 0773692781 GOTERM_BP_FAT rogrammed cell death 127 150E09  4.80E-07 ILVN_1743441  GSTTP2 0.402186142 GOTERM_BP_FAT  carboxylic acid catabolic process 30 630608
ILMN_1768482  CDBA 0771120432 GOTERM_BP_FAT 2poptosis = 125 220609  6.10E07 ILMN_1706065 FAM182A -0.402215847 organic acid catabolic process 30 630608
ILMN_2309848  FXYDS 077024314 SP_PIR_KEYWORDS Apoptosis 82 430609 200607 ILMN_1700042 TLN2 -0.402283739 fatty acid metabolic process 37 210605
ILMN_1704286  FXYDS 0.770242943 GOTERM_BP_FAT regulation of apoptosis — 154 9.00E-09  1.90E-06 ILMN_1849418  AW661821 -0.40233352 amine catabolic process i 20 3.406-05
ILMN_2375825  CD37 0.769482681 GOTERM_BP_FAT cell death 141 910609  1.80E-06 ILMN_3294277  CYP4F24p -0.402349711 fatty acid catabolic process 13 350605
ILVIN_1684887  SAMSN1 0767725215 GOTERM_BP_FAT death 141 140608  2.60E06 ILMN_2208373  TMEM164 -0.402532748 lipid oxidation 13 860E0S
ILVN_1676924  CD247 0767126598 GOTERM_BP_FAT tegulation of programmed cell death 150 180E08  3.10E06 ILMN_1733035  MZT2A -0.40257141 fatty acid oxidation i 13 B60E0S
ILMN_1695025  CD2 0766718855 GOTERM_BP_FAT regulation of cell death 154 230608  3.70E06 ILVIN_1658152  MAP3KIO -0.402590451 cellular amino acid catabolic process 17 220604
ILMN_ 1700428 HLADOB  0.765918713 Annotation Cluster 5 Enrichment Score: 7.39 Count P_Value  Benja ILVN_ 1721339 ZNF276 -0.402627478 cellular lipid catabolic process 18 270608
ILMN_1697554  SAS 0.764417308 GOTERM_CC_FAT intracellular non-membrane-bounded organelle f— 416 1.90E-10  2.50E-08 ILMN_1812461  WISP2 -0.40264155 lipid catabolic process 29 12003
ILMN_2208413 ARHGAP1S  0.763687084 GOTERM_CC_FAT non-membrane-bounded organelle e 416 190610  2.50E-08 ILMN_2134888  TUBE1 -0.402689098 lipid modification i 15 2.40£-03
ILMN_1754507  IRF4 0763024234 GOTERM_CC_FAT cytoskeleton = 205 190E-03 ILMN_1726273  ATP6V1G3 -0.402792831 fatty acid beta-oxidation i 8 920603
ILMN_1739794  CD3E 0758439012 Annotation Cluster 6 Enrichment Score: 6.51 Count P_Value ILVN_1788267 PPP1R14D -0.402876165 Annotation Cluster 7 Count P_Value
ILMN_1811049  POU2AF1 0755417112 GOTERM_BP_FAT cell adhesion = 133 180607 ILMN_2206224  OR4M2 -0.402891662 Propanoate metabolism i 14 540606
ILVN_1682993  NKG7 0755323021 GOTERM_BP_FAT biological adhesion 133 190E07 ILVN_1712943  CCK -0.40290978 Valine, leucine and isoleucine degradation 15 610605
ILMN_1710734  GZMK 0753460918 SP_PIR_KEYWORDS cell adhesion = 81 8.80E07 ILVN_1779597 ~ CIDEC -0.402971794 beta-Alanine metabolism i 8 450603  1.10E01
ILMN_1653652  PTPRC 0752709707 Annotation Cluster 7 Enrichment Score: 6.44 Count P_Value  Benjamini ILVN_1804907 OR1F2 -0.403000541 Annotation Cluster 8 Enrichment Score: 3.46 Count P_Value  Benjamini
ILMN_1803686  ADA 0752455696 SP_PIR_KEYWORDS ubl conjugation = 118 130610  9.60£:09 ILVN_1851487 ~AI051233 -0.403002651 GOTERM_BP_FAT  glucose metabolic process i 30 610E05 170602
ILMN_1677505  CCL21 0752131602 SP_PIR_KEYWORDS isopeptide bond 62 130605 260604 ILVN_1704176 PSKH2 -0.403037338 GOTERM_BP_FAT ~ monosaccharide metabolic process 38 L1004 230602
cross-link:Glycyl lysine isopeptide (Lys-Gly) (interchain
ILMN_1762594  NOD2 0751679484 UP_SEQ_FEATURE with G-Cter in ubiquitin) 43 290E05  150E02 ILVN_1690689  AK027883 -0.403054195 GOTERM_BP_FAT ~ hexose metabolic process 33 320604 4.80E02
ILMN_1773388  Cl3orfl8  0.749302367 Annotation Cluster 8 Enrichment Score: 6.16 P_Value  Benjamini ILVN_3185784 LOC100125556  -0.403106213 GOTERM_BP_FAT  cellular carbohydrate biosynthetic process i 14 660E03 270601
ILMN_1779257  CD40 0.748078332 GOTERM_CC_FAT nuclear lumen 252 170E09  160E07 ILMN_3250143 REPS2 -0.403140696 Annotation Cluster 9 Enrichment Score: 3.1 P_Value  Benjamini
ILVN_2114568  GBPS 0747336306 GOTERM_CC_FAT organelle lumen 291 36007 170605 ILVN_1652188 EPGS -0.403154388 GOTERM_BP_FAT  monovalent inorganic cation transport 53 9.00E06 540603
ILMN_1781626 C15 0746396111 GOTERM_CC_FAT membrane-enclosed lumen 293 100E06  A4S0E05 ILMN_1850372  AI798827 -0.403338422 GOTERM_BP_FAT  ion transport 101 390605 130E:02
ILVN_2083066  1GLI 0.745838169 GOTERM_CC_FAT nucleoplasm 15 130606  5.30E05 ILMN_3243578  LOC348120 -0.403358976 SP_PIR_KEYWORDS  ion transport 78 520605 520603
ILVMN_1802106 APOBEC3G  0.7452804 GOTERM_CC_FAT intracellular organelle lumen 279 360E06 130604 ILVN_1759879  10C220115 -0.403403636 GOTERM_BP_FAT  cation transport 77 580605 18002
ILMN_1724422  SELL 0.74420065 GOTERM_CC_FAT nucleolus 122 370605 120603 ILMN_1806710 ESPN -0.403423836 SP_PIR_KEYWORDS  transport 186 870E05  6.70E03
ILVIN_2246328  PTPN22 0743352305 Annotation Cluster 9 Enrichment Score: 5.63 P_Value  Benjamini ILVN_3182712 NA -0.40345686 SP_PIR_KEYWORDS  Sodium 21 180E03  8.60E-02
ILMN_2175012  1TGB2 0.743016506 GOTERM_BP_FAT regulation of protein kinase cascade 64  100E-08  2.00E-06 ILMN_1724211  GPRCSC -0.403517298 SP_PIR_KEYWORDS ~ Sodium transport i 21 180E03  8.60E-02
ILVIN_1688959  CD27 0742592537 GOTERM_BP_FAT positive regulation of protein kinase cascade 44 130606 12004 ILMN_1727798  MOSPD1 -0.403533644 SP_PIR_KEYWORDS  Symport 20 250603 110601
ILMN_1739508  abParts 0742273943 GOTERM_BP_FAT positive regulation of cell communication 70 440E06  3.00E04 ILVN_1659224  FMINL -0.403546244 GOTERM_MF_FAT  sodium ion binding 21 370803 280801
positive regulation of I kappaB kinase/NF-kappaB B =
ILVN_1685625  UCP2 0741491632 GOTERM_BP_FAT cascade 29 91006  5.60E04 ILMN 2154654 PTP4AL -0.403661681 GOTERM_BP_FAT  transmembrane transport 70 38003 220601
ILMN_1662799  GPSM3 0741472537 GOTERM_BP_FAT ositive regulation of signal transduction = 63 120605  7.10E04 ILVN_3311045  MIR216A -0.403738395 GOTERM_MF_FAT  symporter activity i 23 530803 3.00601
ILMIN 2412192 CFH 0741262487 GOTERM_BP_FAT regulation of |-kappaB kinase/NF-kappaB cascade 30 240605 120603 ILMN_3247792 LOCI00169752  -0.403766568 GOTERM_BP_FAT  metal ion transport 58 660E03  280E01
ILMN_1779324  GZMA 074074612 Annotation Cluster 10 Enrichment Score: 5.35 Count P_Value  Benjamini ILVN_3291253  SBF1P1 -0.403821065 GOTERM_BP_FAT  sodium ion transport i 21 9.80E03 340601
ILVN_2093343  PLACB 0737857748 GOTERM_BP_FAT regulation of apoptosis 154 900E09  1.90E06 ILMN_3239946 L0C729375 -0.403829371 GOTERM_MF_FAT  alkali metal ion binding 32 130E02 470801
ILMN_1713561  C200rf103  0.737266474 GOTERM_BP_FAT regulation of programmed cell death 154 180E08  3.10E.06 ILVN_1764090  AK4 -0.404040144 Annotation Cluster 10 Enrichment Score: 2.8 P_Value  Benja
ILVN_3243238  TPSABL 0737163562 GOTERM_BP_FAT regulation of cell death 154 230608  3.70E06 ILMN_3251751  MFSD8 -0.404194901 GOTERM_CC_FAT  microbody 21 960E04 520802
ILMN_1761733  HLADMB  0.736745071 GOTERM_BP_FAT positive regulation of apoptosis 89 670E07  7.0E05 ILVN_1874673  BM681652 -0.404243205 GOTERM_CC_FAT  peroxisome 21 960E04 520602
ILMN_1745356  CXCL9 0735582717 GOTERM_BP_FAT positive regulation of programmed cell death 89 910E07 920605 ILMN_1727606  C120rf59 -0.404301321 UP_SEQ_FEATURE  short sequence motif:Microbody targeting signal 11 190603  7.90601
ILMN_1652631  GLIPR2 0.734206859 GOTERM_BP_FAT positive regulation of cell death 8 110806 110604 ILMN_1771538 PSCA -0.404331358 SP_PIR_KEYWORDS  peroxisome 17 360E03 130601
ILMN_1695851  PARVG 0733408816 GOTERM_BP_FAT negative regulation of apoptosis = 70 S60E05 230603 ILVN_1841564  CD517297 -0.404352664 Annotation Cluster 11 Enrichment Score: 2.55 Count P_Value  Benjamini
ILMN_1760509 EOMES 0732844369 GOTERM_BP_FAT anti-apoptosis 46 700605 28003 ILMN_1719199  TULP3 -0.40446544 PIR_SUPERFAMILY  PIRSFO00092:short-chain dehydrogenase i 7 710604 3.90E01
ILMN_2120965  NPAT 0727578708 GOTERM_BP_FAT induction of apoptosis 64 BAOE05 320603 ILVN_1735798  0SBPL3 -0.404517057 INTERPRO NAD(P)-binding domain 26 130803 920601
ILVIN_2168217  GPR183 0727406789 GOTERM_BP_FAT negative regulation of programmed cell death = 70 87005 330603 ILVIN_1749612  IMMPIL -0.404533366 INTERPRO Short-chain dehydrogenase/reductase SDR i 13 450603  B.A4OE01
ILMN_1797822  SEL1L3 0727006476 GOTERM_BP_FAT induction of programmed cell death 64 920605 34003 ILVIN_1810532  CAV3 -0.404603346 INTERPRO Glucose/ribitol dehydrogenase 11 150E02  8.90E01
ILMN_2345353 LS 0726210713 GOTERM_BP_FAT negative regulation of cell death 70 960E05  3.40E03 ILVN_2104141  FGDS -0.404645123 Annotation Cluster 12 Enrichment Score: 2.46 Count P_Value
ILMIN_1772359  LAPTMS. 0726004222 GOTERM_BP_FAT induction of apoptosis by extracellular signals 28 380E04  100E-02 ILVIN_3269324  AK094963 -0.404848263 SMART ABUMIN i 4 160E03  3.90£01
ILMN_1680274  abParts 0.725307949 Annotation Cluster 11 Enrichment Score: 5.3 Count P_Value  Benjamini ILMN_3241218  ANKIB1 -0.404869986 UP_SEQ_FEATURE domain:Albumin 2 i 4 230803 790801
negative regulation of macromolecule metabolic. - i
ILMN_1733579  EVI2A 0725160501 GOTERM_BP_FAT process 148 510610  3.10£07 ILVN_3284127 TRIMG4B -0.404885171 UP_SEQ_FEATURE  domain:Albumin 3 4 230603  7.90£01
ILMN_1763487 ~ CTLAG 0.725124087 GOTERM_BP_FAT negative regulation of gene expression 98 320606 260604 ILMN_3282032  USP17L.2 -0.404928903 UP_SEQ_FEATURE  domain:Albumin 1 i 4 230603  7.90601
negative regulation of nucleobase, nucleoside, i
ILMN_1717261 HLADRB1  0.724374021 GOTERM_BP_FAT nucleotide and nucleic acid metabolic process _ 99 370E06 270604 ILVMN_1706225 N4BP1 -0.404993058 INTERPRO Serum albumin, N-terminal . 4 250603 92001
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Cell adhesion molecules (CAMs|
Autoimmune thyroid disease
Systemic lupus erythematosus
antigen processing and presentation of peptide antigen *
antigen processing and presentation

region of interest:Connecting peptide
Intestinal immune network for IgA production i

Immunoglobulin C1-set
Antigen processing and presentation i
mhcii

complex, &

conserved site
antigen processing and presentation of peptideor ¥
polysaccharide antigen via MHC class Il

Asthma

region of interest:Alpha-1

region of interest:Alpha-2 i
MHC class |l receptor activity i
16c1

antigen processing and presentation of peptide antigen
via MHC class |

MHC class Il alpha/beta chain, N-terminal i
MHC protein complex

PIRSFO01991:class Il histocompatibility antigen
mhci
MHC class Il protein complex

region of interest:Beta-1

region of interest:Beta-2
region of interest:Alpha-3

PIRSFO01990:class | histocompatibility antigen

MHC class II, beta chain, N-terminal
MHC class | receptor activity

MHC class Il alpha chain, N-terminal

transplantation antigen
MHC class |, alpha chain, C-terminal i
MHC class | protein complex

MHC class |, alpha chain, alphal and alpha2

MHC class I-like antigen recognition

70.Signal_peptides (MHC) class | molecules

Count
SH3 domain binding H
sh3-binding

short sequence motif:SH3-binding i

protein amino acid phosphorylation
kinase

100
104
75
79
73
6
104

58
88

105

124

2

15

15

1
1

2

10

19

12

7

12

7

6

6

7

H

7

6

6

3

31

21

14

132
123

3.80E-06

4.40E-06
5.40E-06
1.00E-05
11005
1.40£-05
140E-05

15005
19005

210605

1.00E-04

P_Value
550610
2.80E.09
5.206.08
120606

370606
14005
2.50E-05
7.20605

130604
450803
1.70E02

P_Value

1.40E-11

1.406-10
450610
5.00E-10
110£09
7.80E-09
8.40E-08
1.30€-07
140607
1.60E-07
2.80E-07

1.00E-06
1.30E-06

520606
7.40E-06
11005

13005
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1.50€-05

180E-05
1.80E-05
190605
3.70E-05

5.90E-05
7.90E-05
9.90E-05

1.70E-04
2.60E-04
3.80E-04

9.40E-04

9.40E-04
140603

270603

1.00E-02
110602

430802

630602
7.00€-02
120601

200601

220601

2.40E-01

P_Vvalue
410807
4.70E-06
620603

P_Value
16008
6.90E-08

280604

310604
3.60E-04
2.306-04
630604
1.90E-03
7.706-04

810604
9.90E-04

1.10-03

280804
7.90E-04
1.20E-03
2.80E-03

420603
770802
2.10£-01
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1.10E-09

8.00E-09
1.90E-08
270608
1.90E-06
260607
2.00E-06
2.80E-06
270806
2.00E-05
320605

730808
2.00E-05

390603
9.50E-05
2.306-04
730603
7.60E-04
1.70E-04
1.00E-02
1.00E-02
240803
1.40E-02
2.50£-03
250802
2.60E-03
1.50E-01
350603
8.806-03

260601

2.60€-01
320601

720601

530601
2.40E-01

8.50E-01

3.00E-01

9.30E-01

5.50E-01

9.90E-01

9.90E-01

1.00E+00
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1.00E-04
1.20£-04
6.50E-01

Benjamini

290606
270606

ILMIN_3237062

ILMIN_1857897
ILMIN_1700202
ILMIN_1817251
ILMN_1777439
ILMIN_1677868
ILMIN_1658710

ILMN_2208435
ILMIN_1657870

ILMN_1652163

ILMN_1652638
ILMIN_1734775
ILMN_1860645
ILMIN_1782938
ILMN_1732216
ILMIN_1750941

ILMN_2108025
ILMN_1667101
ILMN_1776395
ILMN_3247653
ILMN_1739521
ILMN_1755741
ILMN_2372124
ILMN_1764959
ILMN_1742444
ILMN_1672057
ILMN_1788538
ILMN_1734568

ILMN_1711139
ILMN_1669350

ILMIN_2336585

ILMIN_1700232
ILMIN_1878670

ILMIN_1893686
ILMIN_1721549
ILMN_1705372
ILMN_1665970
ILMN_1752393
ILMN_1696568
ILMIN_1739586
ILMN_2073012
ILMN_1773307
ILMN_1726756
ILMN_1814007
ILMIN_3245351
ILMN_1747466
ILMIN_2184966
ILMIN_3251061
ILMIN_1790988

ILMN_1757220

ILMN_2138249
ILVMN_1656915

ILMN_1673111

ILMIN_1745849
ILMN_1849186

ILMIN_1806754
ILVMN_1877620
ILMN_2322996
ILVMIN_1769752
ILMN_1770484

ILMN_2063584

ILMN_3246534

ILMIN_1749996

STBD1

CR608907
TMEM135
DB336584

FAM19A4

CLoN16
ABL2

ovi2

LRRCS8
TisPa3
CD706264
SLC16A10
NARS
DLX4

KRTAP3-2

NLGN1
DACH1
HNFAA
FAM154A
X63359

AQP7
NCALD

VPS37A
DKFZp43411020

FBX030
BCO68609

W95809
PLA2G1B
THEG

KIAAO786
ATOH?
ATP2CL
FEZ2
TMEM203
NAP1LS
FANCB

NA
UNC1198
BQ188360
ZHX2
LoC338667
ORSK1
PLACIL

PRSS45
PSD3

TSEN34

ENTPDS
ZNF704

GLDC

DB226000
EYA2
FER1LS

FBXW7
cuica.

TSG1

XYLT1
POU4F3
NANOS1
CACHD1
TMEM1068

GBA3.
KCNN2

-0.405087255

-0.405090306
-0.405106665
-0.405128709
0405142126
-0.405147894.
-0.405156475

-0.405202911
-0.405251762

-0.405274403

-0.405436479.
-0.405500331
-0.405538145
04055592

-0.405595084.
-0.405618139

-0.405661409
-0.405674041
0405781379
-0.405859513

-0.405903329
-0.405910028
-0.405923157

-0.40602828

-0.40602929

-0.406060866
-0.406074349.
-0.406120075
-0.406137631
-0.40621545

-0.406284973
-0.406347674.
040636277

-0.406478246
-0.406504795

-0.406526487
-0.406606167

-0.4066317
-0.406685298
-0.40672733
-0.406728341
-0.406735465
-0.406758609
-0.406765731
-0.406866021
-0.406873309
-0.406913222
-0.406938518.
-0.406985493
-0.407091095
0407112947
-0.407153019
-0.407193115

0407217336

-0.407268872
-0.407334396

-0.407338039

-0.407416568
0407435734

-0.407533469

-0.407570085

-0.407581968

0407597131

-0.407609577

0407612711

-0.407620588.

-0.408028834.
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Annotation Cluster 14

Annotation Cluster 15

INTERPRO

INTERPRO
Enrichment Score: 2.44
SMART

INTERPRO

INTERPRO
UP_SEQ_FEATURE

Enrichment Score: 2.41
GOTERM_8P_FAT

GOTERM_MF_FAT

GOTERM_MF_FAT
GOTERM_CC_FAT
GOTERM_BP_FAT
GOTERM_MF_FAT
GOTERM_BP_FAT
GOTERM_BP_FAT

GOTERM_8P_FAT
SP_PIR_KEYWORDS.
GOTERM_BP_FAT
GOTERM_8P_FAT
GOTERM_BP_FAT
KEGG_PATHWAY
GOTERM_8P_FAT
GOTERM_BP_FAT
GOTERM_BP_FAT
GOTERM_BP_FAT
GOTERM_8P_FAT
GOTERM_BP_FAT

GOTERM_BP_FAT
GOTERM_BP_FAT

GOTERM_BP_FAT

GOTERM_MF_FAT
GOTERM_MF_FAT

GOTERM_CC_FAT
GOTERM_BP_FAT
GOTERM_BP_FAT
INTERPRO

INTERPRO

INTERPRO

GOTERM_BP_FAT
GOTERM_BP_FAT
GOTERM_CC_FAT
GOTERM_BP_FAT
GOTERM_MF_FAT
GOTERM_BP_FAT
GOTERM_BP_FAT
GOTERM_CC_FAT
GOTERM_CC_FAT
GOTERM_BP_FAT

GOTERM_BP_FAT

GOTERM_MF_FAT
GOTERM_CC_FAT

PIR_SUPERFAMILY

GOTERM_MF_FAT
KEGG_PATHWAY

GOTERM_CC_FAT
GOTERM_MF_FAT
GOTERM_MF_FAT
GOTERM_MF_FAT
GOTERM_MF_FAT

INTERPRO

KEGG_PATHWAY

Enrichment Score: 2.24

Serum albumin

‘Alpha-fetoprotein

PAN_AP
Apple-like
PAN-1 domain
domain:PAN

‘generation of precursor metabolites and energy
monovalent inorganic cation transmembrane.
transporter activity

Count

_Count

transporter activity
‘proton-transporting two-sector ATPase complex
nitrogen compound biosynthetic process
hydrogen ion transmembrane transporter activity
hydrogen transport

ATP synthesis coupled proton transport

energy coupled proton transport, down
electrochemical gradient

Hydrogen ion transport

proton transport

ATP biosynthetic process

purine nucleoside triphosphate biosynthetic proce:
Oxidative phosphorylation

nucleoside triphosphate biosynthetic process
nucleobase, nucleoside, nucleotide and nucleic acid
biosynthetic process

nucleobase, nucleoside and nucleotide biosynthetic
process

purine ribonucleaside triphosphate biosynthetic
process

oxidative phosphorylation

nucleotide biosynthetic process

fon transmembrane transport

ribonucleoside triphosphate biosynthetic process
‘proton-transporting V-type ATPase complex

ATP metabolic process

‘purine nucleotide biosynthetic process
ribonucleotide biosynthetic process

purine ribonucleatide biosynthetic process
‘proton-transporting ATPase activity, rotational
mechanism

cation-transporting ATPase activity
‘roton-transporting two-sector ATPase complex,
catalytic domain

purine nucleoside triphosphate metabolic process
nucleoside triphosphate metabolic process

ATPase, F1/V1/A1 complex, alpha/beta subunit,
nucleotide-binding domain

ATpase, F1/V1/A1 complex, alpha/beta subunit, N-
terminal

ATpase, F1/V1/A1 complex, alpha/beta subunit, C-

terminal

purine ribonucleoside triphosphate metabolic process
ribonucleoside triphosphate metabolic process
vacuolar. V-type ATPase complex
‘purine nucleotide metabolic process

ATPase activity, coupled to transmembrane.
movement of ions.

purine ribonucleotide metabolic process
ribonucleotide metabolic process

mitochondrial proton-transporting ATP synthase.
complex

‘proton-transporting ATP synthase complex

ATP hydrolysis coupled proton transport

energy coupled proton transport, against
electrochemical gradient

hydrolase activity, acting on acid anhydrides,
catalyzing movement of substances
‘proton-transporting V-type ATPase, V1 domain
PIRSFO01274:F-type ATP synthase, alpha/beta
subunits/V-type ATPase, subunit B

hydrogen ion transporting ATP synthase activity,
rotational mechanism

Vibrio cholerae infection
‘proton-transporting two-sector ATPase complex,
‘proton-transporting domain

ATPase activity, coupled to transmembrane
movement of substances

ATPase activity, coupled to movement of substances
‘primary active transmembrane transporter activity
P-P-bond-hydrolysis-driven transmembrane
transporter activity

ATpase, F1/V1/A1 complex, alpha/beta subunit
nucleotide-binding domain, active site

Epithelial cell signaling in Helicobacter pylori infection
regulation of pH

monovalent inorganic cation homeostasis

ATPase activity

vacuolar part

vacuolar membrane

ATPase activity, coupled

a

3

4

4

4

20
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5
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4

17
a

3

5
1

3
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a
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220602

P_Value
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P_Value
3.60-08

1.30E-05

2.60E-05
3.00E-05
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3.60E-05
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110604
130604
2.006-04
230604

3.40E-04
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5.10£-04

7.50E-04

7.50E-04

8.10E-04
8.10E04
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8.80E-04
9.20€-04
1.40£03
1.90-03
2.50603
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3.00£-03

310603
3.80E-03

410603
4.80E-03
5.10£-03

5.80E-03

5.80E-03

5.80E-03

6.60E-03
7.206-03
9.40E-03
120602

14002
1.80E-02
1.80E-02

2.50E-02
3.80E-02
3.80E-02

3.80E-02

3.90E-02
420802

4.80E-02

4.90E-02
5.00E-02

6.30£02

6.30£02
6.70E-02
8.00E-02

8.00E-02

8.10E-02

1.40-01
1.80E-01
2.00E-01
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3.70£01
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P_Value

770601

9.506-01

Benjamini
230601
870601
870601
970601

Benjamini
6.606-05

330603

570603
240603
1.406-02
5.90E-03
210602
250602

250602
920603
3.806-02
390602

4.906-02
270802
6.00£-02

820602

820602

8.60€-02
8.60E-02
870602
8.80£-02
890602
7.00E-02
1.406-01
1.70E-01
1.70-01
1.80E-01

2.60E01
270601

1.406-01
230801
240601

770601

770601

770801

270801
280601
2.80E01
390601

4.80E-01
4.80E01
4.80€-01

4.00€-01
4.90E01
6.406-01

6.40€-01

7.00€-01
520601

1.00E+00

730601
3.60E-01

6.30E01

7.506-01
770601
7.80E01

7.80E01

1.00E+00

6.406-01
9.30€-01
9.40E-01
9.80E-01
9.60E-01
9.70€-01
9.90E-01
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ILVMN_1718936  LSTL 0.672248888 UP_SEQ_FEATURE domain:Protein kinase = 90 250607 250604 ILVIN_1774955  IMAA -0.408066886 GOTERM_BP_FAT ~ protein tetramerization i 12 390E04 520602
ILVIN_1777998 ARHGAP2S  0.672026444 INTERPRO Protein kinase, core 94 330607  7.60E04 ILVN_1809931 NDRG1 -0.408085479 GOTERM_BP_FAT  protein homotetramerization 9 130603  110E01
ILVIN_1782057 ~ ATP8B2 067191762 UP_SEQ_FEATURE binding site:ATP = 100 350607  3.006:04 ILMN_1666140 PRY2 -0.408171803 GOTERM_BP_FAT  protein homooligomerization i 15 380E02 640601
ILVIN_2222688  TMSBAX 0671654519 INTERPRO Protein kinase, ATP binding site 90 570607  6.40E04 ILVN_1828083 DB338706 -0.408246315 GOTERM_BP_FAT  protein oligomerization 23 540E02 70801
ILMN_1772218  HLADPAL  0.670692724 SP_PIR_KEYWORDS shosphotransferase 46 270606  7.80E05 ILVIN_3308748  MIR346 -0.408259317 Annotation Cluster 16 Enrichment Score: 2.1 P_Value
ILMN_2379644  CD74 0670235327 GOTERM_MF_FAT protein kinase activity = 111 360E06  6.30E04 ILVN_1688504 OR1LS -0.40834295 GOTERM_BP_FAT  alcohol biosynthetic process 11 420603 230601
ILMN 2109416 NAPSB 067015396 UP_SEQ_FEATURE nucleatide phosphate-binding region:ATP 152 530606 3.306:03 ILMN_1714643  MGAM -0.40835672 GOTERM_BP_FAT  hexose biosynthetic process 9 450603 230E01
ILMN_1756937 ~ ST8SIA4 0668912627 SP_PIR_KEYWORDS serine/threonine-protein kinase 71 130605 260604 ILVIN_1868037 ~ CA441597 -0.408414703 GOTERM_BP_FAT  gluconeogenesis 8 470803 230601
ILVIN_3228688 HLADRBL  0.666064054 SP_PIR_KEYWORDS ato-binding 19 130605  2.50E:04 ILMN_1658909 OSGEPLL -0.40842325 GOTERM_BP_FAT  cellular carbohydrate biosynthetic process 14 660E03 270601
ILVN_1653498  1GSF6 0.666018108 SP_PIR_KEYWORDS nucleotide-binding 241 130605 250604 ILVN_1712161  BCOR -0.408430008 GOTERM_BP_FAT  pyruvate metabolic process 10 970E03 340601
ILMN_1691290  CELSR3 0.665881098 GOTERM_MF_FAT protein tyrosine kinase activity 40 230805 25003 ILVN_2219681 RBP2 -0.408475596 GOTERM_BP_FAT  monosaccharide biosynthetic process 9 140E02  4.10E01
ILVIN_2066066 HLA-DRBS  0.665431097 GOTERM_BP_FAT phosphorylation 137 340805  160E:03 ILVIN_1716822  KRTAP9-2 -0.408499237 GOTERM_BP_FAT  carbohydrate biosynthetic process 17 250602 540601
ILMN_1676528  BTN3A2 0.665034585 INTERPRO Serine/threonine protein kinase, active site = 68 410E05  150E02 ILMN_1743187  C6orf120 -0.408592716 Annotation Cluster 17 Enrichment Score: 2.09 P_Value
ILMN_2113333  LGALS9B 0.664937858 GOTERM_BP_FAT ohosphorus metabolic process 161 440805  1.90E-03 ILVN_1696162 MME -0.408664717 UP_SEQ_FEATURE  binding site:Substrate; via amide nitrogen 9 430604  4.40E01
ILMN_1685403  MMP7 0.66473021 GOTERM_BP_FAT phosphate metabolic process - 161 440605  1.90E-03 ILMN_2320850 UBE2D3 -0.40875338 SP_PIR_KEYWORDS  Flavoprotein i 21 640E-04  3.60E-02
ILMN_1709795  RAC2 0.66408783 UP_SEQ_FEATURE active site:Proton acceptor 107 470E05 220602 ILVIN_1782439  CNN3 -0.408756645 GOTERM_MF_FAT  FAD binding 15 440E-03  2.90€01
ILMN_2249920  FYN 0.662601355 GOTERM_MF_FAT protein serine/threonine kinase activity 79 970E05  7.90E03 ILMN_1750624 RXRG -0.408768828 UP_SEQ_FEATURE  binding site:Substrate; via carbonyl oxygen 8  510E03 920601
ILMN_1710434  TBCIDIOC  0.662466513 INTERPRO Serine/threonine protein kinase-related | 67 110E04 320602 ILMN_2200210  GIA10 -0.408775674 INTERPRO ‘Acyl-CoA dehydrogenase/oxidase, N-terminal 6 520603  7.80601
Acyl-CoA oxidase/dehydrogenase, type1/2, C-
ILMN_1653026 ~ PLACS 0.661502048 GOTERM_MF_FAT ourine ibonucleotide binding 266 340E04 220602 ILVN_1651848 ITSN1 -0.408787859 INTERPRO terminal 6 730E03  8.00E01
ILMN_1717334  VAVL 0.661386087 GOTERM_MF_FAT ribonucleotide binding e 266 340604 220602 ILMN_2381730  EGFL7 -0.408792059 INTERPRO Acyl-CoA oxidase/dehydrogenase, central region 6  7.30E03  8.00E-01
ILMN_1814194  TCF4 0.661347794 GOTERM_MF_FAT ATP binding = 219 35004 210602 ILVIN_1739886 ~ HNFAA -0.40884571 SP_PIR_KEYWORDS  FAD i 19 7.60E03 220601
ILMN_3249400  abParts 0660118602 GOTERM_MF_FAT nucleotide binding e 318 390604 220602 ILMN_1846567 BX107471 -0.408896432 GOTERM_MF_FAT  acyl-CoA dehydrogenase activity 6 810E03  3.80E-01
ILVMN_1713496 ~ ST3GALS 0659938916 SP_PIR_KEYWORDS transferase = 193 600E04  7.206:03 ILMN_1654013 C170rf28 -0.4088974 INTERPRO Acyl-CoA dehydrogenase, N-terminal i 5 120602  8.80E01
ILMN_1723684  DARC 0659105387 GOTERM_MF_FAT adenyl ribonucleotide binding = 219 740604 350602 ILVMIN_1764120 1GF2AS -0.408918369 UP_SEQ_FEATURE  nucleotide phosphate-binding region:FAD 12 130602  9.80E01
ILMN_1797362  LIMKL 0659089684 INTERPRO Serine/threonine protein kinase 49 780604 10001 ILMN_1813775 G -0.408950301 PIR_SUPERFAMILY  PIRSFO00182:acyl-CoA dehydrogenase 4 140802  9.60E01
ILMN_2167416  MR1 0.658802524 GOTERM_MF_FAT purine nucleotide binding = 272 1.00E-03  4.80E-02 ILMN_1836827 ~ AI809874 -0.408958924 INTERPRO Acyl-CoA oxidase/dehydrogenase, type 1 5 220E:02  9.30E-01
nucleotide phosphate-binding region:FAD; shared

ILMN_2201678  FSTLL 0658754384 GOTERM_MF_FAT purine nucleoside binding 229 180E03  7.20602 ILVMN_1861915  CA392115 -0.408962177 UP_SEQ_FEATURE  with dimeric partner 3 390E02  1.00E+00
ILVIN_1695640  PTPN22 0658512971 GOTERM_MF_FAT nucleoside binding 230 210603 7.50602 ILMN_3286751 LOC284648 -0.408996705 UP_SEQ_FEATURE  binding site:FAD; shared with dimeric partner i 3 390E02 100400
ILMN_1660368 TRRAP 0.658380229 GOTERM_MF_FAT adenyl nucleotide binding 225 230603  7.50E-02 ILMN_1802649 C11orf58 -0.409033992 INTERPRO Acyl-CoA dehydrogenase, conserved site i 4 500602
ILMN_ 1690139 KIAAO748 0658030327 SMART s Tk | 49 9.00E03 40001 ILMN_2062754  SRAL -0.409059362 Annotation Cluster 18 Enrichment Score: 2.05 Count P_Value
ILMN_1716983  LILRA2 0.657877054 Annotation Cluster 16 Enrichment Score: 4.45 Count P_Value  Benjamini ILMN_1655537  ING1 -0.409077239 GOTERM_BP_FAT alditol metabolic process 9 9.80E04  9.00E-02
ILMN_1718552  CXCL13 0657876289 GOTERM_BP_FAT transcription from RNA polymerase Il promoter | 52 260E05 130603 ILMN_ 1699216 FLI45721 -0.409104592 GOTERM_BP_FAT  glycerol metabolic process 8 280603  180E01
ILMN_1768016 TNFRSFI7 ~ 0.657768889 GOTERM_BP_FAT transcription, DNA-dependent 61 34005 160603 ILVIN_2195665 PANK3 -0.409113445 GOTERM_BP_FAT  polyol metabolic process 9 210802 520601
ILMN_1761788 MOXD1 0.657081246 GOTERM_BP_FAT RNA biosynthetic process & 61 520605 230603 ILMN_3250032 XPR1 -0.409191586 GOTERM_BP_FAT alditol catabolic process i 3 220602 520601
ILMN_2388155  CASP3 0.656504153 Annotation Cluster 17 Enrichment Score: 4.29 Count P_Value  Benjamini ILVN_3310775  MIR1323 -0.409214172 GOTERM_BP_FAT ~ polyol catabolic process i 3 410E02 640601
ILMN_1778723  AMICAL 0.656465201 GOTERM_BP_FAT antigen processing and presentation of peptide antigen & 16 160E-07  2.00E-05 ILMN_1714884 GHRHR -0.409228733

antigen processing and presentation of peptideor ¥
ILVN 1812392 TMSB10 0.656166009 GOTERM_BP_FAT polysaccharide antigen via MHC class I 15 140E05  7.606-04 ILMN_ 1784176 ABCAS -0.409318636

antigen processing and presentation of exogenous
ILMN 2331525 PRKD2 0655512294 GOTERM_BP_FAT antigen 9 760E05 300603 ILMN_1786125  CCNA2 -0.40941327

antigen processing and presentation of exogenous
ILMN 3232447 AIB80175  0.655153418 GOTERM _BP_FAT peptide antigen 8  870E05 330603 ILMN_2293067 PM20D1 -0.409425626

antigen processing and presentation of peptide antigen i
ILMN_1707070  PCOLCE 0.654474893 GOTERM_BP_FAT via MHC class 1| 6 110E03 260602 ILVIN_1779370  ARHGEF9 -0.409453126

antigen processing and presentation of exogenous |
ILMN_1734205  RASSF1 0654311811 GOTERM_BP_FAT peptide antigen via MHC class II 6 110E03 260602 ILVN_1755869 ORS1T1 -0.409467678
ILMN_1796762 CCDC102A 0653972062 Annotation Cluster 18 Enrichment Score: 4.27 Count P_Value  Benja ILMN_1904931 KCNQS -0.40950761
ILMN_1678143 ARHGDIB  0.653491914 SP_PIR_KEYWORDS extracellular matrix 57 46008 190E-06 ILVN_1743635  ALG14 -0.409575205
ILVN 2342271 BCL11A 0653451229 GOTERM_CC_FAT extracellular matrix 68 7.70E05 220603 ILMN_3245464 NCRMS -0.409667941
ILVMN_1666078  HLAH 0652991422 GOTERM_CC_FAT proteinaceous extracellular matrix 64 BAOE05 23003 ILMN_1764826 TFE3 -0.409700564
ILMN_1675979  REMIS3 0652287815 GOTERM_CC_FAT extracellular region part 153 410E04  9.10E03 ILMN_1703826 UNCSD -0.409720559
ILMN_1690907  CCR6 0.65223837 GOTERM _CC_FAT extracellular matrix part i 26 370603 610602 ILVN_3310725  MIR3238 -0.409746154
ILMN_1733998  DHRS9 0652071693 Annotation Cluster 19 Enrichment Score: 4.27 ount P_Value  Benjamini ILVMN_1908989  CB243773 0.409754221
ILMN_2395711  ARRB2 0651877828 GOTERM_BP_FAT leukocyte mediated immunity 29 640E07  7.00E05 ILVN_2321301  GRIN1 -0.409763089
ILMN_2347145 DCN 0.65133399 GOTERM_BP_FAT immune effector process 37 330606  2.60E-04 ILMN_1726752  APTX -0.409776527
ILVIN_1676256  TPSABL 0651275576 GOTERM_BP_FAT lymphocyte mediated immunity 23 190E05 100603 ILMN_1758196 LOC619207 -0.409777666
ILMN_1702787 ~ SEMA4A 0.650728045 GOTERM_BP_FAT B.cell mediated immunity 18 260604 7.50E03 ILVIN_3286312  NEK2 -0.409809723
ILMN_1763907  CENPW 0.650074396 GOTERM_BP_FAT adaptive immune response 22 280E08  7.90603 ILMN_1760088  CCKBR -0.40994123

adaptive immune response based on somatic i

recombination of immune receptors built from
ILMN_1773352 Ccls 0.649943939 GOTERM_BP_FAT immunoglobulin superfamily domains 22 280E04  7.90E03 ILMN_1691106 CDV3 -0.410200762
ILMN_2176063  FCGRIC 0.649461219 GOTERM _BP_FAT immunoglobulin mediated immune response 16 160E03  3.60E-02 ILMN_1740920  ACADSB -0.410384879
ILMN_1770085  BTG2 0649217271 Annotation Cluster 20 Enrichment Score: 4.22 Count P_Value  Benjamini ILVIN_1653006 CSN1S1 -0.410399232
ILMN_1713058 ~ PSTPIP2 0.648615032 GOTERM_BP_FAT tegulation of protein kinase cascade = 64 100E08 200606 ILVN_1803676 ENOSF1 -0.410436355
ILMN_2369018  EVI2A 0.648472613 GOTERM_BP_FAT regulation of cellular response to stress 34 LO0E-07  1.40E-05 ILMN_1793578  ZFP37 -0.410478588

regulation of stress-activated protein kinase signaling &
ILVMN_1814985  PDLIM7 0646894802 GOTERM_BP_FAT pathway 25 100E06  1ODE-04 ILMN_3200717 LOC643387 -0.41049239
ILMN_1761464  CD74 0.646714479 GOTERM_BP_FAT tegulation of JNK cascade i 23 490E06 340604 ILVN_1687291  CONF -0.410499483
ILMN_1765258  HLA-E 0.646113068 GOTERM_BP_FAT regulation of phosphorus metabolic process 93 110805 64004 ILVIN_1675873 SLC35F3 -0.41072001
ILMN 2192072 MMP7 0.646035365 GOTERM_BP_FAT regulation of phosphate metabolic process 93 110805  6.40E04 ILMN 2396702 GRIK2 -0.410763892
ILVN_2193233  MZB1 0.644949722 GOTERM_BP_FAT regulation of phosphorylation 90  L10E05  6.60E-04 ILVIN_2404539  C200rf30 -0.410861945
ILMN_2079655  KLRB1 0.644921487 GOTERM_BP_FAT regulation of MAPKKK cascade 31 130605 710604 ILMN_1821517 X64709 -0.410868466
ILMN_2348788  CD44 0.644575991 GOTERM_BP_FAT positive regulation of protein kinase activity 50 300605 140603 ILMN_1723874  MRPS6 -0.411063935
ILVIN_2160476  CCL22 0644222303 GOTERM_BP_FAT positive regulation of kinase activity 51 370E05 170603 ILVN_2111187 ELOVL6 -0.411121341
ILMN_1700147  VPREB3 0.644060661 GOTERM_BP_FAT positive regulation of molecular function = 105 520605 230603 ILVIN_1876371 AI650261 -0.411136408
ILMN_1759312  AMPD1 0643717364 GOTERM_BP_FAT positive regulation of transferase activity 52 520605 220603 ILMN_1811555  C90rf119 -0.411140367
ILVN_1665761 BCL118 0.642540306 GOTERM_BP_FAT regulation of MAP kinase activity 35 7.00605 290603 ILVIN_3306691 LOC729467 -0.411221641
ILMN_3219558  TUBALC 0.642395865 GOTERM_BP_FAT stress-activated protein kinase signaling pathway i 20 130604 430603 ILMN_1907700 AAS51223 -0.41125527
ILMN_2117508  CTHRCL 0.642089036 GOTERM _BP_FAT regulation of protein kinase activity 67  140E04 47003 ILMN_1740185  TPMT -0.411263483
ILVMN_3234841 RPL23AP7  0.640238317 GOTERM_BP_FAT INK cascade 19 160E-04 530603 ILVN_1656869 LGALSIC -0.411346951
ILVMN_1800638 NAPOR-1  0.640073624 GOTERM_BP_FAT positive regulation of MAP kinase activity 27 190E04 590603 ILMN_1754708  TNK2 -0.411390222
ILMN_1719759  TNC 0638694332 GOTERM_BP_FAT MAPKKK cascade 41 200604 61003 ILVIN_1682399  CLOCK -0.411557524
ILMN_1716547  NAGK 0638512775 GOTERM_BP_FAT regulation of kinase activity 68 230604  690E03 ILMN_2122669 TOPORS -0.411704836
ILVMN_1687888  BTN3AL 0638139215 GOTERM_BP_FAT positive regulation of catalytic activity 92 260604  7.50E-03 ILVIN_2156953  ZFANDS -0.411824148
ILMN_1691693  FCRH3 063761599 GOTERM_BP_FAT activation of MAPK activity 23 260E08  7.50603 ILVN 2162819 UGT2811 -0.411885624
ILMN_2074258  BARDL 0.63760165 GOTERM_BP_FAT regulation of transferase activity 69 440E04 120602 ILVIN_1810488  NFYC -0.41190177
ILMN_2087692  CYBRD1 0636093207 GOTERM_BP_FAT positive regulation of JUN kinase activity i 12 100E-03  2.40£-02 ILMN_1800898 ARG2 -0.412011618
ILMN_1727402  HCLS1 0.635139063 GOTERM_BP_FAT activation of JUN kinase activity 10 270603 520602 ILVN_1717094  ZNFé18 -0.41201267
ILMN_2074432  OR2A42 0635033426 GOTERM_BP_FAT regulation of JUN kinase activity 12 37003 6.60E02 ILVN_3236192 NA -0.412168305
ILVN_2316236  HOPX 0634952281 GOTERM_BP_FAT activation of protein kinase activity i 19 160E01  7.50E-01 ILVN_1718718  MKKS -0.412325615
ILMN_1653220 PITPNM1  0.633781969 Annotation Cluster 21 Enrichment Score: 3.88 Count P_Value  Benjamini ILMN_1746457  GTF3C2 -0.412343401
ILMN_1798379 NTM 0633384125 GOTERM_MF_FAT MHC protein binding i 13 960E06  150E03 ILMN_3249598 RGS21 -0.412358441
ILMN_1685387 PIGR 0632040527 GOTERM_MF_FAT MHC class | protein binding 10 260605 260603 ILMIN_3239408 REXO1L1 -0.412402962
ILMN_1864900 MIAT 0.632288927 GOTERM_CC_FAT MHC class | peptide loading complex i 7 200604 4.90E03 ILMN_3298163  CRs94811 -0.412502208
ILMN_2059549  SYK 0632054354 GOTERM_CC_FAT TAP complex 5 S80E03  840E02 ILVIN_2234605 ~ AGRN -0.412512302
ILMN_1719905  TLR10 0632037054 Annotation Cluster 22 Enrichment Score: 3.83 Count P_Value  Benja ILMN_1698745  CLRNL -0.412580136
ILMN_1785272  COL1A2 0.631449596 SP_PIR_KEYWORDS hydroxylation - 23 4.60E-06 120604 ILMN_2290089  UBN1 -0.4126015
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ILMN_2413779

ILMN_1688780
ILVMN_1693552
ILMN_1727761
ILVMN_2122374
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HNRNPAL
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Annotation Cluster 32

Annotation Cluster 33
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GOTERM_MF_FAT
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Enrichment Score: 3.59

GOTERM_BP_FAT

GOTERM_BP_FAT
GOTERM_BP_FAT
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GOTERM_BP_FAT

GOTERM_BP_FAT
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Enrichment Score: 3.52
SP_PIR_KEYWORDS
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Enrichment Score: 3.43
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Enrichment Score: 3.37
SP_PIR_KEYWORDS
UP_SEQ_FEATURE
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SMART

Enrichment Score: 3.28
GOTERM_BP_FAT
GOTERM_BP_FAT
GOTERM_BP_FAT
GOTERM_BP_FAT
Enrichment Score: 3.18
GOTERM_BP_FAT
GOTERM_BP_FAT
GOTERM_BP_FAT
GOTERM_BP_FAT
Enrichment Score: 3.09

Enrichment Score: 3.08
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Enrichment Score: 3.07
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triple helix
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glycosylation site:0-linked (Gal...)
collagen

collagen
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Collagen triple helix repeat

region of interest:Triple-helical region
extracellular matrix structural constituent
extracellular matrix part

lymphocyte differentiation
8 cell activation
B cell differentiation

transcription factor binding
transcription cofactor activity
transcription activator activity
transcription coactivator activity

positive regulation of immune system process
regulation of leukocyte activation
regulation of lymphocyte activation
regulation of cell activation

positive regulation of leukocyte activation
regulation of T cell activation

positive regulation of cell activation
positive regulation of lymphocyte activation
positive regulation of T cell activation
regulation of lymphocyte differentiation
regulation of leukocyte proliferation
regulation of mononuclear cell proliferation
regulation of lymphocyte proliferation

positive regulation of lymphocyte differentiation

regulation of alpha-beta T cell activation
regulation of B cell activation

regulation of T cell differentiation

positive regulation of leukocyte proliferation

positive regulation of cell proliferation

regulation of 8 cell proliferation
positive regulation of lymphocyte proliferation
positive regulation of T cell differentiation
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regulation of T cell proliferation
positive regulation of B cell proliferation
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regulation of alpha-beta T cell differentiation
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regulation of B cell differentiation

positive regulation of B cell differentiation
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differentiation
regulation of interleukin-4 production

actin-binding
actin binding

actin cytoskeleton
cytoskeletal protein binding

domain:PH
Pleckstrin homology
Pleckstrin homology-type

regulation of cell adhesion
positive regulation of cell adhesion
regulation of cell-substrate adhesion

ositive regulation of cell-substrate adhesion

sh3 dom:
domain:SH3

Src homology-3 domain
sH3

vasculature development
blood vessel development
angiogenesis

blood vessel morphogenesis

myeloid cell differentiation
homeostasis of number of cells
erythrocyte differentiation
erythrocyte homeostasis

cell motion
cell migration

cell motility
localization of cell

identical protein binding
protein dimerization activity

rotein homodimerization activity

response to molecule of bacterial origin

Count

ESEAY

w s

2

11005
110E05
2.00€-05
120604
1.50E-04
210604
2.60E-04
520604
240603
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P_Value
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1.00E07
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7.90£-03

P_value
5.50€-10
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8.506-08
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P_Value
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250606
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P_Value
43005
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130602
P_value
7.106-05

230604
230804
370604
410802
360603
3.00E03
360603
870602
4.40E-01
7.706-02
610602

Benjamini
430606
7.20£-02
290801

Benjamini
320805
2.80E-02
7.40E-02
1.90E-01

Benjamini
260607

7.306-01
9.20E-01
Benjami
9.20€-05
9.206-03
4.906-02
170801
Benjamini
220602
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830602
220601
Benjamini
1.20605
3.90-02
5.306-02
410601

410801
Benjami
5.60E-03
9.306-03
1.10E-02
5.806-02
Benjamini
3.506-03
2.106-02
320802
370602
Benjamini
2.106-04
7.90E-02
9.706-02
9.70E-02

2.90E-03

ILMIN_1654430

ILMN_1723846
ILMN_1664001
ILMN_3237226
ILMN_1751615
ILVMN_3238159

ILMIN_2360988

ILMN_1663620

AK129671
LOC100130285

aa

ETP
DB298233
PEG3
ORAM1

L0C100133985
cLonig
AI769787
Clorfo7

GeLe

z
H

BCO71719
ENPPS
9orf173
HCN4
PPAPDC2
socsa
PKDREJ
HDDC2

coai08
MAOA

SEMAGB
GED2
AL042883
L0C442421
TuBBs
DNAH14
KRTAP10-11
GPD1
ZNF84s
RETNLB
WNT7B

z
H

ARHGAP23

GLycAM1

-0.412605565

-0.414344572
-0.41445667
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0414944988
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0415324484

0416730482
-0.416752208
0416753198
0416759786
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0417154243
0417169392
0417174223




ILMN_1790692

ILMN_1809400

ILVMN_1652198
ILMN_2415162
ILMN_1750678
ILMN_1697864
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ILMIN_1799011

ILMIN_1751368
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ILMIN_1765876

GNLY 0603689842
RASA3 0603376818
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GALNTL 0603322079
SLN11 0603231831
099 0603123297
KRT18 0603098497
MAP1A 0603086915
PRMTL 0602918858
DLGA 0602669042
FAMA49B 0602608444
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sept-01 0601925714
TIMD4. 0601850364
CXorf38 0601731587
LAT2 0601483034
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KRT19 0601322531
PLEKHO2 0601230939
LAMAG 0601035403
oxeliz 0600986897
crag 0600403943
PIK3CD. 0.600270687
NCF4 0599983751
coLsA2 0599978988
cDCAd 0599760922
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sept-06 0.598843451
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RPL23A 0598585478
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AEBP1 0598076355
PREX1 0598002135
FKBP11 0597893093
D160 0597871141
LOC100131289 0.597150836
FRATL 059667339
viM 0596233172
LAT2 0596065383

STAMBPLL 0596032895
FAMI36A  0.595989307

WDFYL 0595422899
GAS2LL 059503625

TXNDCS 0594644508
Clorf1s1, 0594455471
i 059381957

XBP1 0593775767
HAUSS 0592503306
BANFL 059143982

DNMT3A 0591163242
EX0G 0591080607

TNFSFI38 0590937067
LOC648740  0.590877737
CNTNAPT 0590772255

CHD3. 0590717352
NNMT 0590544477
FAM30A 0590449224
P2RXS-TAXIBP: 0.590227142
LDN1 0590032246
ALOXSAP 0589490815
CLk2 0588966034
cuxt 0588620616
TXNLAB 058851918
CR604709  0.587948602
CEP250 0587896074

HNRNPD 0587671895

PRRX1 0587388686
CSNKIE 0587219559
SRPX 0587180055
INF761 0586840497
CYP2R1 0586478776
SEMA4B 0586456275
ERCCS. 0586305673
D 0586088619
RUFY1 0585874794
cLecp 0585592686
AEN 0585588791
ccLaz 058547926

HUAT 058523934

Tuss 0585076042
sik1 0585035279
OLFML 0584576844
HNL 0583722392
PAK2 0583487566
053 0583416615
SERPINF1  0.583322678
FMOD. 0583148575
TMEMSS. 058261848

PMFL 0582299734
RCC2 058228734

ARHGAP24  0.582135806
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240602
3.40£-02
3.40£-02
470802

7.406-02
P_value
5.70E-06
6.406-04
9.406-03
3.006-02
3.706-02
P_Value
1.906-03
230603
2.506-03
P_Value
7.206-04
3.706-03
5.506-03
P_Value
3.206-04
1.406-03
1.90€-03
440802
P_Value
8.00E-07
3.606-06
470805
47005
1.106-04

1.90E-02
1.50E-01

Benjamini
710804
910602
1.30E-01

Benjamini
370604
2.50£-03
3.906-02
6.30E03

340602
220601
320602
1.90E-02
5.306-02
4.70E-01

1.90E-01

Benjamini
7.406-03
1.60E-02
5.406-02
5.70E-02
570602
8.40E-02

Benjamini
1.10E-04
3.906-04
3.60E-03
2.50£-02
370802
430602
4.506-02

270801
330601
330801
4.00E-01

5.306-01
Benjamini
3.706-04
160E-02
1.40€-01
3.00€-01
3.506-01
Benjamini
3.906-02
4.60-02
4.908-02
Benjamini
84003
6.106-02
820602
Benja
9.00E-03
320602
3.90-02
3.906-01
Benjamini
830605
2.806-04
210603
2.106-03
3.906-03

ILMN_1665435
ILMN_1719753
ILMN_1750092

ILMN_1756393

ILMN_2149292
ILMN_1785095
ILMN_3273383
ILMN_1775569
ILMN_2075221
ILMN_1788530

ILMN_1666364
ILMN_1750018

ILMN_1731670

ILMIN_2227248
ILMN_1752810
ILMN_2415583
ILMIN_1798166

ILMIN_1763419

ILMIN_3232949

GPER
veLLL
SEPSECS
c170rf107
Cllorfs7
BX103063
Tox2
GCsH
M10
BC029817
VWASB2

S

TMEMA40
ATP6VOE2
AY461701
CRISP2
C170rf47
ADPRHLL

€0Q10A
SELLL2
AI809077
ARHGAP17
MRPS18C
CALCR
NACA2

AK130189

PGRMC2

z
s

INCENP.
OL6A2
BC150587
POMP

a

CEACAMS
APOH

DR
AI829589
UsP16
6T
KBTBD11
LPA

<

®

SLAMF9
LARPE
HSEST2
POM121C

ToP1
BLOCIS1-RDHS
DISP2
8Q187514
BC132949
ORBKS

FAM71E2

041717648
0417193327

0417629432

0417642781
0417649878
04177177
0417746142
041779733
0417812312

-0.417819305
-0.417836011
-0.41801807

-0.420401887

0420471703
-0.420513821
0420538164
-0.42055161

-0.420570219,
-0.420667133

042216904




ILMIN_2408987
ILMIN_2181968
ILMN_2049536
ILMIN_3245923
ILMN_1796409
ILMIN_1780397
ILMIN_1811507
ILMIN_1703538

ILMIN_3248324

ILVMN_1801766
ILMN_1742872

ILMIN_3302905
ILMIN_1717793

ILMN_1712950
ILMIN_2349138

ILMIN_3242485
ILMIN_1735594

ILVMN_2402930
ILMN_2348808
ILMN_1730622
ILMN_1695356

ILMN_1671295

ILMN_1798819
ILMIN_1782977

ILMIN_2090105

ILMIN_1681239

SMARCD3
BL
TRPV2
AK301885
c1a8
TRAF3IP3

a

cCDC1098
UBA2

RPL7
MIR338
coLeat
HISTIH2BK

coLea3
ARRB1
syT2
MARCH1
RPS6KAL
KDELR3.
RN
cvpiB1
ANKRD368
RPL23A
C190rf33

o

PEN1
CDCa2SEL
Tik2
CDCa2sE2
NTSA
PIML
AP1G2
EVI2B
H3F3A

z

SNX16
L
RNF166

z

MsT151

DTNB
UBAS2

TAGLN2
PSD4
GALNTL

RAB37
SPDYE7P
sk
GPBP1
Clorf1s1

MYO1F

0582012338
0581676762
0581354955
0581079914
0580684682
0580663775
0580488991
058038134

0580361282

0578882471

0578626489
0578590497
057855642

0578038666
057797605

0577956811
0577916889
0577869237

0573644256
0573315862
0573096317

0572880495
0572511379
0572449425
0571971164
0571920647
0571882145
057104597

0571000196
0570954992

0570929403
0570906005
0570833737

0570817484

057077645
0570731865

0570351273

0568524789
0568372449
0568242369
0568205721
0568194159

0567095375

Annotation Cluster 48

Annotation Cluster 49

Annotation Cluster 50

Annotation Cluster 51

Annotation Cluster 52

Annotation Cluster 53

Annotation Cluster 54

GOTERM_BP_FAT

Enrichment Score: 2.53
GOTERM_BP_FAT
GOTERM_BP_FAT

GOTERM_BP_FAT
GOTERM_BP_FAT

GOTERM_BP_FAT
Enrichment Score: 2.39
SP_PIR_KEYWORDS
UP_SEQ_FEATURE
INTERPRO

SMART

Enrichment Score: 2.38
BIOCARTA

BIOCARTA
BIOCARTA
BIOCARTA
BIOCARTA
INTERPRO
UP_SEQ_FEATURE
SMART
GOTERM_CC_FAT
BIOCARTA

BIOCARTA
GOTERM_CC_FAT
BIOCARTA

OMIM_DISEASE

PIR_SUPERFAMILY
BIOCARTA

BIOCARTA
BIOCARTA

Enrichment Score: 2.36
KEGG_PATHWAY
UP_SEQ_FEATURE
KEGG_PATHWAY
INTERPRO

INTERPRO
PIR_SUPERFAMILY
INTERPRO

INTERPRO
GOTERM_BP_FAT
INTERPRO
GOTERM_BP_FAT
INTERPRO
GOTERM_BP_FAT
INTERPRO

Enrichment Score: 2.35
GOTERM_BP_FAT
GOTERM_BP_FAT

Enrichment Score: 2.34
SP_PIR_KEYWORDS
UP_SEQ_FEATURE
UP_SEQ_FEATURE
INTERPRO

negative regulation of leukocyte activation i
negative regulation of lymphocyte activation

negative regulation of cell activation i
regulation of T cell proliferation
negative regulation of B cell activation
negative regulation of T cell activation i
negative regulation of mononuclear cell proliferation
negative regulation of leukocyte proliferation
negative regulation of lymphocyte proliferation
negative regulation of B cell proliferation

negative regulation of T cell proliferation

regulation of activated T cell proliferation

regulation of cell morphogenesis
positive regulation of cell projection organization i
regulation of cell morphogenesis involved in

regulation of cell development

positive regulation of axonogenesis
regulation of cell projection organization
positive regulation of cellular component organization
regulation of axonogenesis i
positive regulation of cell development
regulation of developmental growth
regulation of neuron projection development
positive regulation of neurogenesis
regulation of nervous system development
regulation of neuron differentiation
regulation of axon extension i
regulation of neurogenesis

chromatin regulator
chromatin organization
chromatin

chromatin modification
chromosome organization
nuclear chromatin
nuclear chromosome part
chromosomal part
nuclear chromosome

chromosome =
covalent chromatin modification
histone modification

SH2 domain
domain:SH2
SH2 motif

sH2 H

CIL mediated immune response against target cells |
Lck and Fyn tyrosine kinases in initiation of TCR i
Activation

HIV Induced T Cell Apoptosis i
T Helper Cell Surface Molecules

T Cytotoxic Cell Surface Molecules i
Phosphorylated immunoreceptor signaling ITAM
domain:TAM

ITAM i
Tcell receptor complex

The Co-Stimulatory Signal During T-cell Activation
Activation of Csk by cAMP-dependent Protein Kinase
Inhibits Signaling through the T Cell Receptor
alpha-beta T cell receptor complex

1 Cell Receptor and CD3 Complex

seve T cell-negative, B-
cell/natural killer-cell positive

PIRSF001993:T-cell surface glycoprotein CD3 delta chain
1L 17 Signaling Pathway i
1L12 and Statd Dependent Signaling Pathway in Th1
Development

Role of Tob in T-cell activation

Count
Pathogenic Escherichia coli nfection
sitecInvolved in polymerization

Gap junction

Tubulin/FtsZ, 2-layer sandwich domain
Tubulin, conserved site i
PIRSF002306:tubulin
Tubulin/FtsZ, GTPase domain
Tubulin

protein polymerization

Alpha tubulin

cellular protein complex assembly
Beta tubulin i
microtubu

ased movement
Beta tubulin, autoregulation binding site

regulation of cell motion
regulation of locomotion i
regulation of cell migration

ositive regulation of cell motion
positive regulation of cell migration
positive regulation of locomotion

domain:RRM 1
RNA recognition motif, RNP-1

3

3

27
5
2

2.90€-03
4.606-03
5.80€-03
6.90E.03
170802
2.80E.02
3.60E-02
360602
3.60£-02
6.40E-02
1.00E-01
4.406:01

P_Value
8.70E-05
330604

7.70604
9.90E-04
200603
210603
220603
2.90£-03
340603
3.40£-03
4.00€-03
420603
1.00E-02
1.90£-02
2.90E-02
4.90E-02
P_Value
140604
2.50E-04
5.90E-04
140603
150603
200603
6.50£-03
210602
230602
230602
3.20£02
6.70E02
P_Value
9.206-04
3.90E-03
430803
1.80E-02
P_value
130604

270604
3.60E-04
6.80E-04
6.80E-04
8.90E-04
1.40€-03
1.60£-03
1.60E-03
1.90£03

3.00£03
6.70£-03
290602

350602

450602
6.80E-02

2.106-01
3.206-01
P_Value
150608
6.90E-04
150603
2.406-03
3.306-03
42003
4.50-03
4.50€-03
5.006-03
1.406-02
9.106-02
130601
3.106-01
3.506-01
P_Value
1.306-04
1.80€-03
2.306-03
7.106-03
410802
5.106-02
P_value
2.70€-06
3.206-03
3.206-03
430603

1.90E-02
240602

Benjamini

370801
5.506-01

Benjamini
3.606-02

370602
330802
4.506-02
4.506-02
1.10E-01
320601
1.90E-01
310602
620602

7.908-02
920602
3.40E-01

9.90E-01

1.00E+00
4.90E-01

7.80E-01
8.70E-01
Benjamini
410607
210601
9.706-03
250601
3.106-01
7.306-01
3.606-01
3.60E-01
840802
5.906-01
5.90E-01
9.80E-01
9.206-01
1.00E400
Benjamini
4.506-03
3.906-02
4.60-02
1.10E-01
370801
42001
Benjamini
8.106-05
5.00€-01
5.00€-01
3.60€-01

ILMN_3300358

ILMIN_1666718

ILMIN_1860662

ILMN_1758811
ILVMN_3248961
ILMN_1690693
ILMN_3201658

ILMN_1708432

ILMN_1801240
ILMN_1806052

ILMN_2102515

ILMN_1705587

ZNF84
LOC440602

NLGNAX
RPP14.

SNAPC3
L0C100132319
ety
SNORD127
WNKL
CR618071
1201134

SUMO1
MsH3
LPCATS
RSPH1082
TCRA

NA

BM264234
c9orf24

L0C340357
IMPAL

MAPK1IPIL
crps2
VDACL

PLCBL

ORSD14
UNC119

PGAMA
BM677017
C9orf78
BX115902
ORaC3
SNORDS6B
sLc23a1
AS2R3
BM678326
Ccrorf10
AW270402
PLEKHAS
APBAL
BM930795
csT8
STK38L
TNXB
TUBGCP6
SEMAGD.

X
TCEALS
TPH2

A
RPL26LL
HGFAC
KCNJ15
NEUROG2
GRIA3
GPR97

z

0422285533

0423034722

0423044429
-0.423058029

0424808584
0424842592

-0.424867835
0424914916
-0.424920827
0424923388
0424938226
0424954476
042495749

-0.424979405
0425017515

0425101829
0425158785
0425179603

0425186553

-0.425220314
0425233643

0425277772

-0.427007449




ILMIN_1739103
ILMIN_1739496
ILMN_1785902

ILMIN_1762899

ILMIN_1741404

ILMIN_1788689
ILMIN_1781824
ILMIN_1700541
ILMIN_2206722

ILMN_2159453

ILMN_1678605
ILMN_1791067

ILMN_1760347
ILMN_1810559
ILMN_2255133
ILMN_1777296

ILVMN_1778360
ILMN_1715332
ILMN_2392043

ILMIN_2085862

ILMIN_3239965

MPzLL 0567073062
PRRX1 0566988682
ciac 0566423932
51004 0566364041
TSk 0566225952
TAGLN 0565933422
PRRI1 0565643498
CHMP4B 0565633187
PLSCR3. 0565592831
IKZFS 0565447846
DCLK2 0565426547
Cllorfso 0565344718
UBE2EL 0565285802
1GFBP6 0565148947
NLRP1 0564835846
CFH 0564747164
ARHGAP27  0.564712021
cxcle. 0564709362
cacp2 0564640359
GMEB1 0564210631
mi2c 0564180717
TRAFS 0564123125
TUBALB 0563732432
GGTS. 0563558012
ANXAL 0563465251
OR2A4 0563448369
SAMD1 056332409
BHLHE41 0563117144
MIR671 0563015281
EFHD2 0562964442
DQ8938I2  0.56265291
EGR1 0562533075
MsC 0562517704
PHIP 0562079612
FASLG 0561748179
FBLNL 0561618666
FER1LA 0561580205
STXBP2 0561259059
coc123 0561180066
TESKL 0561090609
SRGN. 0560746241
RHOQ 0560449631
BCL1IA 0560445274
ACTB 0560083048
PYGB 0560076557
TTC21A 0560059309
spiL 0560026049
SLC15A3 0559642175
HIFX 0559634508
PLSCR1 0559399187
SEMA4D 0558835195
LOC100101266 0.558677748
DBNL 0558653506
FICD 0558502593
KHDRBS1 0558396359
GATAD2A 0558386315
PRRC2A 055831406
GNAIZ 055803172
PYCARD 0557936114
MIDN 0557904658
HOXA10-HOXA! 0.557814311
DACT 0557527385
NOD1 0557283755
MAP3K7 0557021827
NHEDC2 0556802758
EPHB2 0556615308
coL7a 0556580643
EIF2C3 055647979
coL6A3 0556342419
Ascea 0556308469
GSN 0556269459
coL1a2 05560443
DDX41 0556015692
SKAPL 0556009613
LOC283070  0.555788016
FG 555710428
NPIPL2 0555517486
RPLP1 055534293
SNRNPAO  0.555169482
PIM2 0554839431
RPS20 0554803793
NUDTL 0554605791
GAS2LL 0554260819
GPRI183 0554191974
KDM38 0554169852
PROM1 0554003049
SNAPCA 0553837739
TRPCAAP 0553715824
TARP 0553487836
2 0553413507
INFS32 0553406184
1001 0553206399

Annotation Cluster 55

Annotation Cluster 56

Annotation Cluster 57

Annotation Cluster 58

Annotation Cluster 59

Annotation Cluster 60

Annotation Cluster 61

Annotation Cluster 62

INTERPRO

SMART
UP_SEQ_FEATURE
UP_SEQ_FEATURE
Enrichment Score: 2.3

Enrichment Score: 2.28
UP_SEQ_FEATURE
INTERPRO
GOTERM_CC_FAT
Enrichment Score: 2.28

Enrichment Score: 2.26
GOTERM_BP_FAT

Enrichment Score: 2.22
GOTERM_BP_FAT

GOTERM_BP_FAT
GOTERM_MF_FAT
GOTERM_BP_FAT
GOTERM_BP_FAT

GOTERM_BP_FAT

GOTERM_BP_FAT
GOTERM_BP_FAT

GOTERM_BP_FAT
GOTERM_BP_FAT
GOTERM_BP_FAT
GOTERM_BP_FAT

GOTERM_BP_FAT
Enrichment Score: 2.07
SP_PIR_KEYWORDS

GOTERM_BP_FAT
GOTERM_MF_FAT
SP_PIR_KEYWORDS
SP_PIR_KEYWORDS
GOTERM_MF_FAT
GOTERM_BP_FAT
SP_PIR_KEYWORDS

Enrichment Score: 2.06
GOTERM_BP_FAT
GOTERM_BP_FAT
SP_PIR_KEYWORDS
INTERPRO
GOTERM_MF_FAT
GOTERM_MF_FAT
SMART
SP_PIR_KEYWORDS
KEGG_PATHWAY
GOTERM_BP_FAT
PIR_SUPERFAMILY
INTERPRO

SP_PIR_KEYWORDS
INTERPRO
PIR_SUPERFAMILY
GOTERM_MF_FAT
GOTERM_BP_FAT
INTERPRO

Nucleotide-binding, alpha-beta plait
REM

domain:RRM 3

domain:RRM

B cell receptor signaling pathway
VEGF signaling pathway
Non-small cell lung cancer

short sequence motif:Prevents secretion from ER
Endoplasmic reticulum, targeting sequence
endoplasmic reticulum lumen

T cell selection
negative T cell selection

thymic T cell selection

negative thymic T cell selection
Tcell differentiation in the thymus
positive T cell selection

positive thymic T cell selection

Tcell receptor complex
regulation of calcium-mediated signaling
positive regulation of calcium-mediated signaling

regulation of inflammatory response
regulation of response to external stimulus

positive regulation of inflammatory response
positive regulation of response to external stimulus
negative regulation of response to external stimulus

regulation of transcription from RNA polymerase I
promoter

positive regulation of metabolic process

transcription activator activity

positive regulation of cellular biosynthetic process

positive regulation of biosynthetic process

positive regulation of macromolecule biosynthetic
rocess

positive regulation of nitrogen compound metaholic

process

positive regulation of gene expression

positive regulation of nucleobase, nucleoside,

nucleotide and nucleic acid metabolic process

positive regulation of transcription

positive regulation of depends

positive regulation of RNA metabolic process

positive regulation of transcription from RNA

polymerase Il promoter

nucleus
regulation of transcription from RNA polymerase Il
promoter

transcription regulator activity

Transcription

transcription regulation

transcription factor activity

transcription

dna-binding

regulation of transcription

regulation of RNA metabolic process

DNA binding

regulation of transcription, DNA-dependent

taxis
chemotaxis

inflammatory response

‘small chemokine, interleukin-8-like
chemokine activity

chemokine receptor binding

sy

chemotaxis

Cytokine-cytokine receptor interaction
locomotory behavior
PIRSFO02522:CXC chemokine

‘Small chemokine, C:-X-C, conserved site

Small chemokine, C-X-C
109.Chemokine families

cytokine

Small chemokine, C-C group, conserved site
PIRSF001950:small inducible chemokine, C/CC types
cytokine activity

behavior

Small chemokine, C-X-C/lnterleukin 8

FSRURCRT RN )

54

588

124
17

259
135
3
219
229
27
281
216

5.106-03
2.806-02
9.708-02
1.106-01

P_Value
2.906-05
1.206-03
120601
150601

P_Value
4.40-03
4.50€-03
7.306-03

P_Value
1.806-04
2.306-03
2.706-03
1.00€-02
1.306-02
170602
440802

P_Value
1.60€-03
7.506-03
130602

P_Value
6.406-04
3.006-03
7.90€-03
9.306-03
3.706-02

P_value

1.00E-04

120604
2.00£-03
240603
2.60E-03

410603

1.30€-02
1.50E-02

1.90E-02
2.60E-02
3.60£-02
420602

1.406-01
P_Value
450€-10

1.00E-04
2.206.03
450603
6.40£.03
430602
160E-01
1.90E-01
3.00E01
420601
5.00E-01
5.90E-01
P_value
3.90E.05
3.906-05
2.00£.04
5.406-04
6.80E.04
140603
1.80E.03
1.80€-03
150£02
160E-02
250802
4.006-02
5.606-02
6.10£-02
9.80E-02
160E-01
160601
1.80E-01
2.00€-01
220601

Benjami

1.00E+00

Benjamini

3.00E-04
870603
330601
390601

Benjamini

5.50E-01
350601
9.80E-02

Benjamini

570803

310602
1.10E-01
1.70E-01

1.60E-02
570802
1.20£-01
1.40E-01
350601

Benjamini

3.60E-03

410803

7.20E-02

1.80E-01
1.90E-01

2.306-01
2.80E-01
3.40E-01
3.80E-01

710601

9.90E-01

Benjamini

1.70E-03
1.70E-03
280603
8.406-02
3.50E-02
570602
1.60E-01
1.80E-02
6.80E-02

9.90E-01

ILMN_1744539

ILMIN_2363744
ILMN_1710075

ILMN_1741970

ILMIN_3274344
ILMN_1658806
ILMN_1736101
ILMIN_3301551

ILMN_3193266

ILVMN_1836172
ILVMN_1746952

ILMN_1701881
ILMN_1811345
ILMN_2171102
ILMN_1792423

ILMN_1704943
ILMIN_3273340
ILMIN_2413473

ILMIN_2387952

ILMN_1772312

GOLGAGLE

FAMBIA
up
SLC5A10
GLis1
LPA

NA

CN288601
SLC25A48

INF365
GLYAT

H

L0C644961

GPN3
hCG_2014417

GH2

FAM1348
ARHGAP42

NTNS
RPL37

RGN
L0C115110
AF257770

3
2

BC042566
AATK

Loco3622
FAM101A

BG222050
GGT1
AW294700
F5B
L0C100132474

JAKMIPL
AK129941
L0C348926

sLC3gALL
FAMI0A12
BARXL

0427124594

0428759811
-0.428896141
-0.428903196
0428918158
0429133688
-0.429303777

0429343629

0420378193
042940315

-0.429405299

-0.42046463

0429574677
-0.429775756
0429859627

-0.42089879

0432227998




ILMN_3232889

ILMIN_2112638

CCDC144B 055292122

SLAMF7 0552702793
GAB2 0552536823
SSRa 0551702875
CUGB7675 0551410183
H3F3A 055134115
DAPPL 0550969145
FLI43681 0550909586
CD79A 0550883029
BCL1IA 0550696952
THBS2 055068604
MY01D 0550593852
cvBA 0550384242
SNORDS2  0.550299649
ATP2B4 0549909557
FAMI17A  0.54958491
HAS2 0549571013
EMB 0549285006
GLT25D1 0548728586
12 0548725912
NUP62 0548626944
RAMPL 0548623472
RCC2 0548578614
LAMC2 0548480763
SET 0548444111
FNDCL 0548360055
WDR91 05483342
DKFZpS471014 0.548217269
HS35TS 0548055696
MAPK3 054803558
FLI4S340 0548027104
ANGPTLL 0547941147
suLTica 054793533
HLA-DGBL  0.547896835
L 0547829669
MGP 0547754686
SNIPL 0547535533
NECAP2 0547404754
PARPA 054721293
SPECCIL 0547141821
SMAP2 0547100114
CHD4. 0546917272
PKNL 0546643632
NSUNS 0546475799
SCNM1 0546437795
NR2F1 0546252144
GMIP 0546201792
NUP62 546185502
wi 0545864042
BG205162  0.54585304
TRAF2 0545723381
wAC 0545671025
RASGRP2 0545668792
MAPK10 0545477793
csT6 054546783
BPTF 0545358876
PTK7 0545296129
TCIRGL 054517658
SLC3gAL 0545103305
MM 0545019123
D44 544977202
01/011 and JK: 0.544935566
PTE2 14926855
1K 0544809408
LAMA4 0544654643
PHLDB1 0544619949

544134546
POLR3H 054395202
SPDYE7P 0543883902
BCOR 0543717463
PELIL 0543698603
FBXO46 0543693315
NBPF1 0543593059
sLpl 05435842
sP110 0543398714
ADAM28 0543392053
C1QTNFL 0543376559
HMG20A 054329152
DGKA 0543127195
NFKB2 0543124885
PRKD2 0543106627
ToP38 0542844661
LRPE 0542422512
GPAAL 0542256818
ABCB4 0542255234
[ 0541823749
ADAMTS1S  0.54176659
MXRAS 0541723628
sicasc2 0541684841
MTOR 0541447789
cp30018 0541439873
SPDYESP 0541089119
PLACO 0541046739
SMARCBL 0540769103
coLsat 0540648831
SVEPL 054027013

ILMIN_3236052

ILMIN_1706301

SNORD198

OR6N1
DB337954
TUBG1
AW665831
DB302602
TIe7e

MAP6
ASAHL

R2W3
BC169297
IF6

c=

0X
Y16
SCCPDH
RNF34
DSCAMLL
ccDee4B
KCNJ4

H
)

RBAK
Dscc1
BLIM3
8C030212
CLRN3
KRTAPA-8
SLC5A9
2C3H12C
TBCI1D26
AV750156
WDR61

>

IacF4
caus
MAGEASB
NSF
DO
RRN3
FBXW4
DMXLL
LAMA3
UBE2V2
BC037739
ccTsLz
A
CCRL2
SNHG7
ISCAL
INCX
HARIA
ATP2B2
IGF

z

<

ol

TMPRSS11F
DAAM2
PRR3

ATP6V1B1
MANEA
VDAC3

ATP1A3
L0C100128219

BC031235
KRT23
RDH12
CLRN2
MAGEATL
TMEM146
OR2L13
SNORDIO
cPLxa

SCGBICL

SLC25A31
RET

0432305533
0432323418
-0.432366109
0432505727
-0.432601182
-0.432684615
043271135

0438162644




ILMN_3270833

ILMIN_1668039

z

A
oBFCL
POTEKP

FAMB9B

RRBP1
LGALS38P
OXNADL
SRDSAL
CcARS
LRRCAS
ANO9.
SFMBTL
oxea2
RNASEH28
TPSABL
PHACTR2
EFNAL
GONTL

A
oTus2
ccLa
PRF1

G)
TNFAIP3
C120rf35
ML
NLGN3
PTPRC
NCKAPIL
PSMB8
FSCN1

TR

AN
ARHGAPS.
PRKX
AGER
s5BP4
cup2
coaa
KIAAL004
LRRC48

z

0539841587
053969901

0539678705
0539609467
0539544192
0539541131
0539526755

0537693217
0537691725
053761862

0537611163
0537421579
0537314354
0537180051
0537150013
0537032197
0536886462
0536865233
0536789307
0536487734
0536431858

0535799278
0535737137
0535713395
0535610478
0535524838
0535242418
0535187637
0535006608
0534989045
0534988834
0534823103
0534711059

0533623878
0533598609
0533359104
0533337906
0533326757
053319793

0532711768
0532659845
0532605223
0532601197
0532596113
0532593702
0532585856
0532563872
0532518204
0532393327
0532381994

053061132

0530611079
0530565094
0530287297

ILMN_2375386

ILMIN_2189314

RNPST
BQ182905

AK027082
HEY1
XAGELA
PCDH15
C6orf127
L0C100130429
PRKCA

AI376590

PROME

ATPSI

SNORAY
LLOXNC01-19D8.1

g

AGMO
PPARGCIA
SCN9A
AUPL

7y
PITPNB.
FLI00317
RNF11

z

ZNF699
Clorf122
TINAG
SMARCAL
ADRALA
AK093987
EFCAB3
ABHD2
STRC
OR10A7
SLC25A4
ATP6VIEL
SLC16A9
HDGFLL

0438282898

-0.440934371
-0.440940781
-0.441020894
-0.441042855
-0.441096311
0441118254
-0.441154263
0441281912
-0.441346639.
-0.441360934.

0443342522




ILMIN_1753064

ILMIN_2379734

TNFRSF1A
LRDD
ANXAS
MFGES.
RPL3SA
KIAA1949
RPS13

0530199899

0529442899
0529413749
0529321409
0529273901
0528964564
0528895006

0519791821
0519716383
0519621796
0519429444
0519366627
0519317006
0519306227
0519264633
0519196864
0519157669
0519085678
0518804449
0518786728

ILMN_1907218

ILMIN_1745343

BM973226
BX117604
OR7E12P
LoC729080
ADD3
vAv3

PAKA
LoC728448

ATPVIH
TMEM184C
coK14
2ZCCHC10
L0C285205
RNFL13A
KDM4B
NTSDC1
PM20D1
PRAMEF11
NF2

DKFZpS64F1378
T3A1
ATP6V1G3
MTMR4
HPCALL

SLC16A14
Muc12
BAGALTA
AFS
WAPAL
ZMAT2

0443394293
-0.443541169
-0.443564548.
-0.443703364
-0.44375417

0443811158
-0.443855987

-0.450268456.




ILMN_1738578

ILVMN_1811682
ILMN_2410783
ILVMN_1749662

FILIPIL
MAN2C1
DDB2
BCL2AL
KLF6

YK
H2AFY
014
PLOD2
F2
LEFL
FAM1028
JAKMIPL

z

0518760155
051875767

0518740783
0518710685
0518698119
0518616143
0518317831
0518274429
0518175313

0514343479
0514256

0514255181
0514174339
0514155199

RNASEK-C170R 0.513392444

TRAFD1
NF174
ARFS

T
POU2FL
BODIL
MAK
BTF3
F
FAM108B1
WFDC2
A
TIAM1
ZNFa26
RFX
RPS2
RPSISA
sp110
UBE2A
AGAP3
sixa
A1312026
STMN3

o
E

z

SARTL
FGD2
SIRT6.
Csorf3g

GPX1

0513384721
0513068504
0512944554
0512897711
0512534655
0512429562

0509899889
0509893222
0509790687

0509202341

ILMN_1762714

ILMN_1692535

Vel
AGE
DEFB125
XAGELD
RBMY3AP
MIR660
PTPNS

PPT2-EGFL8
HECW1
SLC39A9

P
LOC647946
KCNNd
C1Sorfs9
FLN

INFS16
AW118209
ST8SIA3

LYpo1

GSTA3

79300
LOC100287166
NDUFAF4.
GMPR2

UTRN
LOC100131510

3

MGST1
SLCOAT

-0.450275786
0450278324
-0.450307585
-0.450464982
-0.450476814
-0.450490541
-0.450615652

-0.451069003
045114006

0451146114
0451175582

0452856732
0452858684
04528833

-0.453001686
-0.453006416

-0.455219022
0455245339
-0.455268854.
-0.455286475
-0.455565922
045559248

0455717338
0455822431
0455824107




ILMN_1802456

ILMIN_1812559
ILMIN_2390427
ILVIN_1698213

DCTD
C190rf10
PTMA
c190rf22
CEBPA
HESXL

SERINC2
HS6STL
AKT2
KLRD1
KPNBL
IRAK1BP1
GOLGAGA

0509131786

0500859767

ILMN_1910645

ILMIN_1770080

NA
uBE212

L0C100506422
B3GALNTL
CHGA

CEL

ORCN
PPPIR3E
DCBLD1

o

KNCN
coLsat
AI745199
L0C400654
MIR3647
6L
EIF2AKL
TMEM191C
CR614803

>

g

AL120241
AI796012
SUMFL
HRSP12
ORMDL2

A

PHAX
CHRM2
TMEM106C
SLC5A10
SOAT2
LoC284688

z

SECISBP2L
KRTAP20-3
TIC30A
SDHA
MYCN

10C647983
BX107250
UNCI3A
DB338885
HIRA
C6orf122
AL582488
AFP

uB
AK123658
M3
ZDHHC11
BU8S8876
£GOT

PHB
PAHA2
Clorfa7
MAD2L1BP
MMP20

oxas
UPK3B

K
LGALS12
UsP4.
CEACAMA
NKX2-6

z
H

FAM1598

-0.45610193

-0.456812887
0456881398
0457021844

-0.462570066




ILMN_1779399

ILMIN_2130180

SNRPA
GLVMN
RPSA
ANX2P2
UGCGLL
MARCKSL1
MAP1S

RPL13PS

0500802318
05008
0500792543
0500651966
0500643916
05004155
050036164
0500226517
0500173286
0500045186
0499986343
0499758276
0.499623346
0.49962306
0.499430819

0498251163
0.498174843
0498173242
0.498123785
0498086022
0.498075863
0498052385
0.498033688
0.497853945
0.497837517
0.497765121
0.49773219

0.497718795
0497692691
0.497440617
049733205

0.497330082

0.495363107
0.495256822
0.495221126
0.495111968
0.495018764

0.493962373
0.49380656

0493795952
0493648844
0.493628314

0.492453171

ILMN_1745152

ILMN_1803073
ILMN_1660787
ILMN_2131828

RADS1L3

scsoL
NG
TACC2
Clorf150
RUNXITL
ZNF71L
NDUFAL
DPP6
8Q027500
FAM108A1
NOP16
RDM1
NDUFABL
G
287844
cops8
coBLLL
10C202181
suB1
ADAMTS?

<

a

ETN3
AX746755

SMEK3P
IMMT
BX097339

z
g

HSD17B8
LRI
SLCa4AL
OR6C74
PSATL
C15orf21,
ACBDA4
C20rf278

AK096522
ACPL
ORSAS1
FDXR
REEPS
MPPS
OR7G3
KRTB2

L0C100630923
OR2TL

z
H

RABL2A
NIPSNAP3A

KIR3DLL

-0.462632529
-0.462646285
-0.462687274.
0462769431
-0.462791817
-0.462850426
-0.462851519

-0.469583464.




ILMN_1658206

ILMN_1674386
ILVIN_1689371
ILVIN_2230683

0sCP1
TR
C160rf35

ARIDAA
Es
WHAMML2
sDCBP
VRK2

IF432672

RECS
C6orf204
T

RPL10
HSPI0AAL
TBC1D28
HNRNPAL
TCR2s
ARFGAP1
ARPC2
FAM1958
TMEM2298
PARD3
EHD2
TMEM130
RPL7LL
MED16
KLHDC3
NOLCL

H3F3A
IL6sT
Loc349114
POLR2B
ARHGAP17
PARP12
RRM1
ZNF408
FOLR2
HIST2H3D
RPL1SA

D

PITXL
GIMAP2
CDCATL

0492431169

0.491752407
049173784
0.491640857

0484419851
0484362427
0484233016
0.484127925
0484064396
0.483964985
0483899355
0.483813946
0.483716918
0483694837
0.483684606
0483556889

0.482977587
0.482896994

ILMN_1719163

ILMN_3271630

ZNFS57
PTPN1S
ZNF197

KLK1S

GRIA3
LOC100132941

oL
L0C100131180
AP3B1
CHCHDA
GNATL

DDITAL

DAS84132

MAPK8IP2
AWA68861
MRPL22
CPTIA

USPOX.
Loc339s24

]

RNF128
ARNT
FGGY

-0.469745889
0469813959
-0.469814789
0469915103
-0.469957587
-0.469959777
-0.470206894

0475975354
-0.476038327
047609754




ILMN_1798181

ILMIN_1652407

KRBAZ
GRAMDIA
CNTROB

A
NCRNA0O152
MOXD1
ANX2P2
AW954199

z

ANKRD36
GMPPA
NUP155
ZMYNDE

0482883978

0.480054752
0480032138
0.479991104
0479938802
0.479459389
0479425844
0.47939042

0479382421
0.479069377
0.479056045
0.479027686
0.478991336
0478981637
0.478953822
0478915805
0.478730542
0478598646
0.478513883
0478467504
0.478457455
0.478244957
0.47821724

0.478167319

0477667448
0.477664085
0477635065

0477215449
0.477045295
0477040388
0.476983805
047681638

0.476736639
0476688213
0.476622907
0476620386
0.476564104
0.476382638
0.476323106
0.476217045
0476086072
0.476033805
0475894393
0475774645
0475757137
0.475741927

ILMN_1778890

ILMIN_1843101

AK129567

ADAMTS18
PPMIE
PSATL
PAQR7
MTRR
BC141517
AK124016
1RX2

AK024951

TRMTIL
IcAMa4
OR8B12
cacp2
PLK3
BC013377
MGAM
GPRS4
KAZN
PRSS57
Loc731779
PRQ
oTuUD7A
DKFZp667F0711
BCOS3535

3

PDGFD

syT13
RX
TBC1D25
coKa
ATPSL
AY358310

>

<
&

BX105847
PRAMEF12
AABE6199

0476143591
0476182077
-0.476239069
0476329071
-0.476558638
-0.47666392

-0.476994016
0476998472

-0.4837002




ILMN_1720048

ILMIN_2215640

ATATL
LZTRL
GLIPRL
PPPIR15A
ccNB2
SNX12
TORIA

DKFZp667P092

DBNL
PLCB2
cPVL
UBAP2L
CRLF3
FAM129A
c61
TNFAIPS
CR601848
CSRPL
EPBAIL2
BLN2
PABPC1L28

TUBA3D

0.47569866

0.475673227
0475580457
0.475330558
0.475309398
0475309133
0.475289642
0475249303
0.474844701
0474693143
0.474690159
0474645264
0.474522463
0.474472305
0.474451655
0.474450388
0.474365393
0.474308115
0.474181545
0.474087628
0474017095

0473876984
0473762017
0473745325
0.473731207

0.473698778
0473490307
0.473395166
0473345944
0.473296555
047329253

0473210471
0473200571
0473112094
0.473072831
0.47304883

0.473033224
0473003079
0.472899317
0472796437
0472767779
0472759097
0.472683521

0.471405326
0.471280524
0471276698
0471130711
0471076607
0.471064613
0471058137
0.470975231

0470108933
0.470026401
0469932959
0469927444
0469922456
0.469915973
0469829868

0.469275408

ILMIN_1749641

ILMIN_2136635

FBXO3 -0.48370793
PAQRS 0483756088
BEXS -0.483826227
STEAPL -0.483909151
SHANK2 -0.483942768
Gys1 -0.484240752
CYP2A13 -0.484350478
GABRB3 -0.484415091

L0C100131372
AI985753
MEM67

KHK

GNG7
C3orf7s
AI701700

BX109006
sept-11

AKa

UsPg.

RABGAPIL

UMEL

ORAN3P

IFNAL

A

MTERFD3

BC038752

PHAX

z

FAMB2A2

CECRA
INFST6
TMEM1268
ATPAFL
PDZD2
BX116001
C100rf32

L0C644100
PAQR4
IER3IPL
AK097103
BCO63871
SAC3D1

A

cA12
TSTDL

ML
MRPL22
BM715829
LS

XPR1
DB157938
UGT1AL

z

2

GABRG1
ISCA2 -0.492859516




ILMN_1655625

ILMN_2151817
ILVMN_1683450
ILVMN_1742238

GPATCH1

KIAAL045
C6orfé2

EPAST
Loc285074
RWDD1
MAGED1

L0C595101
NAV3
156
SERPING1
TNRCI8
HISTIHAE
SLAMFL

0.469144675
0.469120518
0.469081682
0.469049289
0469043086
0.469016198
0.468915003

0463346601
0.463196782
0.46315182

0.463107946

ILMN_1676055
ILMIN_1782045
ILMN_3190834
ILMIN_1737025
ILMIN_3283869

ILMIN_3239679

AK055272
FKBPA
ELMOD3
pLCL2
FRG1B
AI1378936
AB231761

SLX1B-SULTIAG

z
8

FNBPIL
pLCLL
SEz6l2
NKIRAST
sLCeA2
PROLL
MIRS09-2
L0C340544
DDX20
TRPM3.

NDUFA4
L0C401093
C3orfes
URG7
vep1
AASDH
LYRMS.
BX106259
ASB15
cMT™M4
GLRXS
ARO
CBRA

F11
NMNAT2
SkPL
TXNRD2
L0C338588
MIRS11-2
L0C100129716
HIPK2

C150rfag

DPP7
TRIM77P
CN291296
C3orfss.
UBXN1T
BCO71821

z
H

BICD2
L
LOC644100

2

LOC729966
FGF9
KCNMB2
PADI2

SYN3

KRT8S

Ys

NS

EHHADH
SNORD115-15

Qo

0492974498
-0.492985678
-0.493178106
049323254

0493275132
0493447734
-0.493635358

-0.503525132




ILMN_1740487

ILMIN_1815169

cMTM7
MIR874
0276

C3orf2s

MGAT1

BAIAP2LL
GABPBL

0463103295

0458102199
0458022442

ILMN_1761946
ILMIN_1715214
ILMIN_3237817
ILMIN_1687913
ILMIN_1789096
ILMIN_1692674
ILMIN_2128967

ILMIN_1880103

PROM2
TPNT
REXO1LL
ELFN

MEIS3
L0C100128300
TBCID19
SLC26A1
UTS2R

GKAPL

PTCRA

TFAP2A
SHMTL

GPRL

PKLR

cTaza1
AK3

NAPEPLD
Clorf222

XV

BU734093

-0.503555696

0.514811679




ILMN_1747386

ILVMN_1695872
ILMN_1775734
ILMN_1721088

6Lis3.
EMID1
LGALS3
RPL1SA
AB007962
SCRNL
FBXO4
XRCCE

3

XKL
ADAMTS2
1TPR3

A
RABAB-EGLN2
MIR140

SH2D3C
MS4AL5

0458015336
045799925
0457966858
0.4579375
0457851179
0457820095
0457794517

0453172568
0.453147463
0453113233
0.453082335
0.453071023
0453066622
0452997744

0451315449

ILMN_1877421
ILMIN_1680082
ILMN_3243846

ILMIN_1743357

BX092644
08699
FOLR4
PCGF3

C200rf107
12

a
2

KIAAOS64
DA717721
METRNL
GAS2
AHCTFL
ANGPTLS

Q
z

SLC25A10
C6orf203
AW136452
HGSNAT
mocs1
HSPIOAAL
EEFIEL
SCNSA

L0C285733
SNORDY
WRB
KCTD6

3
3

SLCBALS
FL25758
CREB3LL
RXRA
FAM115C
AK127966

SON
C1dorf142
MARCHS
HSPD1

A

NEU2
IKBKAP
AZGP1
PRR23C
TRAPPCEB
Loc729164

z

R8P
AK126539
RANBP6
DMRTC1B
10C720175
ZDHHCY
TMBSF2
T3
LRRC19
CCNGL
RPL32P3
sLC13A4
GBA3

FBXL1S
DHDH
ORSAL

LVBRIL

XPNPEP2

-0.514868083

-0.52561451




ILMIN_3234997

ILVMN_1663132
ILMN_1681160
ILMN_1752953

MAP7D1 0451262206
STRADA 0451205842
NAT10 0451196855
NR_024104  0.451153386
NA 0.45108691
PLXNA2 0451060115
Tox 0451018036
™6 0451008464
SNTG2 0450976087
IFI272 0450857376
suz12 0.450856446
FAM1748  0.450827583
RPS14 045068858
RRAS 0450549552
CLECaR 0450517603
ADRM1 0450449874
PAKLIPL 0.450434438
BCO10030  0.450353744
HINFP 0.450332812
MLLS 0450215896
STAT4. 0450208557
SCNM1 0450185331
PaLC3 0450116862
NPIPL3 0450100439
TROVE2 0450095038
RANBP3 0.45007834
SPOP 0.4499268
MT2A 0449912477
RPL12 0449821287
cLecp 0.449719824
MB21D1 0.449715235
PPP2R3A 0449700627
sLep 0.449485162
Josp1 0449402047
0GFR 0449345766
KCNRG 0449288469
ZMYNDIS 0449276631
RPL1SA 044926599
HLA-DRBE  0.449254111
PAK1IPL 0449243504
KRBAL 0.449215514
2 0449195924
GPR172A 0.4491461
LY6E 0.44907354
PTPAA3 0449049784
sTXS 0449042902
SIGLECT 0449004907
HAVCRL 0448970223

L0C349114  0.448844574
AK023375  0.448828688
HNRNPAIL2  0.448776653

[<T5Y 0.44866923
EDEM2 0448644553
ERCCL 0448495252
SNAP47 0448490352
ccocse 0448458781
RPL12 0.448323302
RPS14 0448322896
NBR2 0.44831965

FLOT2 0448298233
GPRE3 0448103924
063 0448076982
WDRES 0.44807457

TMEMSSB  0.447957298
mGB1 0447946666
LOC100506144 0.447843321
GPAAL 0447828016
PVRIG 0.447814035
GLTSCR2 0447796417
ALKBHS 0.447747574
ABI3 0.44757417

HEYL 0447545097
CPSF3L 0447500149
FLI4S340 0.447414897
KIAAI267  0.447408591
cAPNS1 0.447369863
LTBR 0.447368787
5100A16 0447354028
DTNBP1 0.447298964
G38P1 0447275208
GOLGAS 0.447130448
WARS 0447090957
EIFL 0.446886529
PTGFRN 0446878305
DRAPL 0.446867542
TBC1D17 044667715

NFE2L3 044663234

RPLI3AP3  0.446629337
RBBPA 0.446593908
RUNX1 0.446559507
WIPFL 0446350575
BCOS3580  0.446204934
NCSTN 0446189674
DHX15 0446140419
PPPER3 0446139203
ADCK2 0.446134057
ccTeP1 0.446086097
BCL2L12 0.446061554

ILMN_1770692

ILMIN_3192801

WDR12
RPRD1A
AKR7A3
AQP7
cALML
ADAMTSLL

L0C283481
NAV3
sLCcaAd
NUDT12
TMEM174

FAM36A

10C401431
RTG

L0C100506368
CDCS6

L0C100130815
NA

0525692812

-0.535978642
0536217397
-0.536451813
-0.536619549,
0.536715038
-0.536856645
-0.537325568
-0.537326825
-0.537384697
-0.537502154.
0537886225
-0.538002776
-0.53848543

0.538583716




ILMN_1762801

ILVMN_1724990
ILVMN_2356786
ILVMN_2411076

FAM203A
C3orf7s
ADDL
MATR3

0445941449

0441290727
0.44122011

0440987661
0440767037

ILMN_1687508

ILMIN_1727813

ALDH7AL -0.53861205
MAP7 -0.538736807
6 -0.538766055
ERI2 -0.5387683

HDGFLL 0538773018
AIL87771 -0.538847947
SPDYE7P -0.538962737

8Q024020
TIc3s
AH
FLI00326
P2

A
METTL7A
BF513551
ORS6A3
HO3055
Mocs2
M
RGPD6
MYCN
RND2
NEK6
scG3
s0sT
SLC16A12
UPRT
wsB2
THAPS
SEMA4G
PCANL
SLC5A12

%2

»

DEFB1088
CACNALC
DHRSALL

csMp1
BC032017

aQ
3

RHOF
RWDD4
LeNT

Yi
SLCOATPL
L0C100130691

>

D2HGDH
cFe1B
KRTAP3-2
SLC25A16
SLC25A33
TRIM10
ATP6VIEL
BU743228
BRPA4L

BRP44. -0.552442047




ILMN_2198893

ILMN_3244323
ILMN_1731184
ILMN_1778321

MAP2K2
AGTRAP
RPL3.

C190rf60
TCeAL
RC3H2
XKRA
HNRNPAB
SsR2
ACBDE
NCRNA00152
RPS12
RPL7

MP3
TBC1D9B,
DAZAPL
HLA-DPB1
B3GALTS
VLDLR

SLC2A6

0440753859

0438539324
0438536206
0.438477083
0438456337
0.438401891
0438396615
0438265341
0438170164
0438115105
0438108108
0.437960882

0435052352
0.435036848
0435034043
0.434978267

ILMN_3307954

ILMN_1807448
ILVN_3310281
ILMN_1777031

13MBTLA
PSMD6.

2

AW629225
APIAR
BC046381
AW236020

AK094576
cMTVE
Aoc2
KIAAL147

LPS
DKFZp43400320
coc121

MAP2K7
o2
ALDHIAL
AKR7A2
NOX4.
PCBP2

-0.552558557

-0.56864997




ILMN_1728262

ILMIN_1733863

sAA2
EIF4AL

RINL

X1
ccoci2a
NCRNA0O152

9

NR2C2AP
VPS72
ADAP2

RPSEKA3
CBR3
NPIPL3
FAM100A

0434893422
0.434796794
0434769567
0.434707369
0434595908
0.434564013
0434471956
0434410172
0.434393725

0.431987317
0431891593
0431726013
0431512793
0.431465211
0431339862
0.431312924
0431275572
0431250526

0.429707997

ILMIN_1809259
ILMIN_1670817
ILMN_1731941
ILMIN_1651310
ILMIN_3239568

ILMIN_1676042

HRASLS2
GRPELL
POM
MLLTA
MYLK4
DEFB1048
Q895884

>

Uxs1
ANK3
UPF0639
GRIN1
SLC13A2
1GSF11
L0C100128818
ATP5G3
EFCAB7
TNFRSF6B
2101133

SNCB
BG43031

z
H

ACSMs
CDCA2BPA

TCD1
PLA2G12B
Crorfal

A
OPRM1
LARPG
L0C644075
AI630821
us1
RGN

cEs2
DIRAS3.
ACSM3
sH3GL2
FGGY
EARS2
SLC7A9
DMGDH
RDH8
RNF14

z

z
E]

C6orf130
CR625988
BM717102

AK125437
AcOT2
1P6K3
DNAJBY

DMGDH
BQS75680
Yi

-0.568766501
-0.568775132
-0.568800948
-0.56884737

-0.568932433
-0.56913169

-0.569460565

-0.573626926
0573763136
0574103941

-0.584492043




ILMN_2273331

ILMIN_2101278

ccocas
sToMLL
COPE
N2
WARS
VEZT
cogA
PRKCD
C2orfg
UsF2
ANAPCS.
HIST2H2AC
RPL7
FRMDS
SNX21
PITPNA

PRKCSH

GUCY1A3
YmP
UBE2G2

0429696614

0.429143285
042913053
0.429062095
0.42904272
0428941526

0.425763831
0.425721556
0.42558267

0.425531862
0.425478152
0.425469782
0.425468171
0425332957
0.425274747
0.425197188
0425147105
0.425084784
0.425050772
0.424934702

ILMN_1685796

ILMIN_1669617

CSDEL
MTSSIL
RASAL
OR4FS
cLsPN
suctaz
BC031234
D
MARKd
LRPPRC
GFM1
KCND3.
KRT24
GGA2

=

TNFRSF14

DCUN1D4
upP2
ADHFEL

z
H

SDHC
A2101
Clorfos

DA691010
ARL4A
SLC34A3

L0c401321
DKFZp666P158
TOMM70A
SLC38Ad
COL6A4P2
ZDHHC19
EIL
PHKE

AT
SORBS2
AB074415
FLI00278
ADHFEL
DCUN1DS5
RO
cox78
sLc28A1
GDPD4.
GPR98
c170rfs1,
IGLONS.

Ka
NTSDC1
MAPKd.

z

°

z

»

GRB10

-0.584552858.

-0.614259593




ILMN_2397199

ILMN_2215211
ILMN_1769757
ILMN_1766184

BX101040
HBD

GBP1

SCMH1

RPL19
L0C728643

A
heG_1818547
DDX398

LHX6

PGAM1
MIA-RABAB
RBBPA

ES
MAPKAPK2

=

2

KRT8
GRM2

PPP2RIA
RALGDS
PMP22
ADRM1
RBM10
RPL23A
ARHGAP1
LAYN
RYBP
INFS14
C1dorf104
LGALSIC

0.424904033

0.424708853
0424695299
0.424689495

0.423676241
0.423675704
0423660267
0.423642917
0.423605392
0423604333
0.423603861
0.423475194
0.423433397

0.423002514
0.422992
0422987712
0.42288822
0422868928
0.422799553

0422229887
0.422208446
042211953
0.421996988
0421980098
0.4219652
0.421932555
0.421919567
0.421913878
0.4219098
0.421898045
0421821408
0.421811457
0421796731
0.421740778
0.421740471
0.421689567

0.420705901

ILMIN_1748352

ILMIN_1740418

RNF141
CRYM
SULTIC2P1
BG618056

ARPC2

TEX2
ZNF812
C18orf32
C2orf74
UQCRFS1

BX648650
CHST13
HRSP12
suOX
cvpav2
GsTA2
Loc25845
ZNF3858
BF514393
ADAM2
DAO
BX098521
MTCH2
AW592010
DIo2
NCALD
™CS
NP1
ERBB2IP
L0C643669
UPK3B
GPCS
Mcco1
GSTA2
SLC5A12

cvp2781

-0.615118619
-0.616042056
-0.616277661
061719272

0617212148
0.617346894.
-0.617356384.
-0.618498355

-0.672281957




ILMIN_1798808

ILMN_2143261
ILMN_1766185
ILMN_2385178
ILMN_3233753

FOXH1 0420698951
1K 0.420687364
5002 0.420634617
PCNXL2 0.420516025
MAGEDAB  0.420489464
POTEE 0.420463941
SPDYEL 0.420385725
AP2ML 0.420370408
CARHSP1 0.420297319
P 0420263232
METRNL 0.420155165
KIAAO378  0.419957221
FIGF 0.419939856
SEPNL 0419910671
BX6 419850985
STEGALNACA  0.419687419
AP2ML 19623905
LRTM1 0.419490477
PPIC 0.419425301
NRPL 0.419403028
SEC61G 0419331582
NEK9 0.419311756

0895289
LOC100505576 0.419222887
TMEM204 0419215253

coL1gAL 0.419142458
SGMs1 0.419129981
RRP7A 0.419128472
MBTPS1 0.419031669
Gpea 0.419028205
NCAPD3 0418966595
AKOS5561  0.418947946
spes2 0418902701
KCND2 0418845083
RPL29 0.418839348
PODNLL 0.418830551
PRKCH 0.418827339
PLXNCT 0.418780247
PPIE 0.418737054
WDR68 0.418730061
ARPCIA 0.418698
HISTIH2AH  0.41855239
HOOK1 0.418381793
BUS21176  0.418359696
Tom1L2 0418336096
SPDYEL 0.41815769
TRIB3 0418114203
EX0SC10 0.418107404
R 0.41808058
MFSD10 0.418014934
HNRNPM 0.418012196
MsL2 0.417993974
LMo4 0.41791432
SLA 0.417890391
KRT7 0.41776627
WHSC2 0417637599
TUBB2A 0.417624834
NA 0417611222
DAPK3 0.417582402
CALR 0417461004
NRD1 0.417330641
AXL 0.417330213
RNF26 0.417244756
EPHBS 0.417240547
ZFYVE2? 0417199223
TCRA 0.41710118
SPDYESP 0417092331
HNRNPAL  0.417074925
0417016807
KLF10 0.417010648
HENMT1 0416961959
ELAC2 0.416862887
LRP8. 0.416862642
Tom1L2 0.416748006
scr 0.41669961
RPL23A 0.416529212
1GFBP3 0.416456144
LAMRIP1S  0.416433029
C190rf50 0416433006
TIMM22 0416356571
TRAFS 0.416322532
ERC1 0416243995
ucmA 0.416036571
B3GAT3 0.416009382
APAML 0.415889712
FRMPD1 0.415877264
ZNF423 0.415862463
SRRM1 0.415784482
NRXN2 0.415682932
RPL17 0.415663191
PCDHBL7  0.415578577
RGS1 0.415497116
MARS 0415462305
SLC2A3 0.415451314
CXorf40B 0415402806
AXINL 0.415401135
MiB2 0.415377485

AK293020  0.415368026

ILMN_1763975

ILMIN_1682062_RYR1

NCRNA00083

0661
AK094562
C200rf202
ATPSGL

H

ACOX2
HRG
EPM2A
FABP1
AcsLL
KIAAL191

g
9

PHYH
5GCB
AQP7P3
GHITM
MAPT
SLC22A4

-0.673116154
-0.67440008

-0.675902758
-0.685948045
-0.686388229
0.687951674
-0.688893178

-0.739442417




ILMN_2316540

ILMIN_1693438

MRPL11 0.415345423
ZNFS03 0.415323444
PHF14 0415317609
v 0.415310054
RPL3. 0415259722
SEC24B 0.415253462
DKFZpd34K132 0.415241285
PPP2RA 041521036
WFDC2 0.415124526
ceng3 0415116689
MAP3Ka 0.415068125
ASAH28B 0.415008141
DUSPS 0.414985758
SAT1 0414979153
NFIX 0.414970801
PCDH7 0.4149537
FAM21C 0.414919691
INF254 0.414846167
RPL7A 0.41475777
RPL26 0414696557
KcTD16 0414554353
LRRC36 0.414538408
SETD2 0414511344
CANTL 0.414499981
NCL 0.414447826
CoH24 0414400529
SPRYA 0.414361563
SRPY 0.414332034
AKTL 0.414301161
GRB2 0.414287477
PHKG2 0.414266088
LAmAL 0414215177
787848 0.414174162
17685 0414086349
SPDYE7P 0.414066772
SEZ6L2 0.414007236
PSMCL 0.413926101
NXFL 0.413882068
MS4AL4. 0.413861363
PGP 0.413861357
LA2GT 0.413844395
SLC25A28 0413832575
BX1 0413829372
RNF182 0.413799628
A9 0413769992
LOC388796 0413757497
DIP2A 0413691749
TEKT3 0.413641894
KIAAI267  0.413619997
™2 13367853
osTa 0.413367623
EPBA1LY 0.413309125
cMTMs 0.413271563
UNC4sA 0.413255256
PSD2 0.413240678
GPR126 0413228458
SMAG 0.413177901
RPLY 0413170652
INF626 0.413098319
ELKL 0.413084135
PNKD 0.412891514
SPNS2 0.412842842
LOC349114  0.412714787
DBNDD1 0.412671784
MIR302D 0.412571785
GPRA4 0.412488714
TNRC6A 0.412387366
RRM2 0.412377867
TRAPPC2 0412281427
IDH3G. 0.412277646
SNORDS4 041224746
ANKRDSO 0412245973
MPVIZL2  0.412167977
TNRCIS 0412148375
MED10 0412122191
RPS9 0.412072053
SEC24B 0.412059987
MAN281 0.412020445
ZDHHC14 0411954974
LRRC32 0411927301
082 0.411911863
BFS09118  0.411886485
HSPB1 0.411843784
VPS138 0411843169
PKD1PL 0411812212
TGIFL 0411806036
GTPBP2 0411794443
TRIM24 0.411697892
N 0.411642308
TTcoC 0411540501
o6T 0.411534892
RPLPO 0411503174
STK11 0411351123
KRTS 0411336505
KIF268 041130123
cALY 0.411277094
IL18RAP 0411255921
FBXL12 0411221277




ILMN_1662174

ILMIN_1746171

ORMDL3 0411188442
CHMPS 0411147077
cspP1 0.411132188
PSMG3 0.410926077
CSRNP2 0410921199
PSMB2 0.410889953
NUDT3 0.410883013
DIP28 0410721407
DNAICS 0.410680809
RPSA 0410643154
LOC653075 0410586377
PFAAPL 0410489515
CDH7. 0.410483828
THGIL 0.410468345
ZMYM3 0.410271862
INFXIAST 0410213424
ALXL 0.410139184
PTCD2 0.410135002
HPSE 0410033399
IER3 0.410032938
KANK2 0409980956
DDAH2 0409945563
ccND3 0409890697
CALDL 0.409884539
DSE 0409850625
NELL2 0.409847752
SERPINBS  0.409828357
PMAIPL 0.409768518
SMAGP 0.409746615
NPM3 0.409717791
RHOD 040955041
EIFAE2 0409488942
ZDHHC12  0.409486505
RIPK2 0409350404
ADAMTS3  0.409302079
RPL21 0409176968
DB336446  0.409147852
VAMP2 0.409124865
PDIAG 0.409102317
PLCG1 040900996
EML3 0.408997467
ARL6IPL 0.408944764
MAP7D1 0408937038
MPHOSPH10  0.408877248
MRPLA3 0408876708
Cllorfo 0.40885333
GPRES 0.408771073
cxclio 0.408677901
2ZFANDS 0408652086
C16orfes 0.408588556
IMIDE 0408527496
BATF3 0.408519996
NADK 0.408457254
FCGR1C 0.40845678
CSorf2s 0.408340905
RPS25 0408334136
ETS1 0.408278332
HDAC2 0408237327
SPRYL 0.408222638
CcLsPN 0.408217541
ADAR 0.408158886
C170rf101 0408144772
RAPGEFS 0408126524
PTTGLIP 0.408064748
C3orfed 0408048425
THSD1 0.407925136
v 0407903778
EIF4G] 0.407882427
NLRP3. 0407749917
BAGE 0.407714137
SEPNT 0.40768172
spes2 0.407660792
SMAD7 0.4076416
LEFL 0.407625403
FCGR1B 0.407594246
GABRP 0.407519805
sTs 0.407437136
PDCD2 0.40741978

TMEMSB 0.407416221
RUNXITL  0.4073579

STAM 0.407331668
PSPH 0407258303
PIK3CB 0.407165148
NA 0407135937
o6T 0.407106022
o1uB2 0406981091
AKOS7583  0.406899266
Lz7s; 0.406896904
ccTepL 0.406888095
DTNBP1 0.406884948
OGFRLL 0.406877773
MYADM 0.406799755
DNAIC28 0406778079
LOC100133286 0.406766764
SMARCC2 0406739161
AK124463 0406701413
ABCF2 0406599267
H2AFY 0.406586338




ILMIN_1767448

ILVMN_1685680
ILMN_1803788
ILMN_2366334

SLC20A1

SDCCAG3.
HIST2H2AB

8
2

et
CcRTC2
DDX17
63
HSPI0ABAP
TIPAL

EIF38

RPL30
PMS2L14
ATF4
FAM127C
coLan2

TLR2
LOC100130932
FKBP1S
WDR45

SPATAL
LGALS3
FERMT3

0406574465
0.406574047
0406507737
0.406458862
0.406242619
0.406176224
0.406088712

0.405839161
0.405688667
0.40563885

0405549282
0405499802
0405448798

0405249166
0.405216565
0.405129581
0.40507251
0.404938384
0404846124
0404624074
0404609942
0.404530213
0404494928
0.404457264
0404438085
0.404389914
0404355237
0404314257
0404298505
0404246717
0.404146453
0.404092572
0404025984
040399417
0.403989515
0403986296
04039455
0.403898621
0.403819571
0403803862
0.40373627
0.403721239
0.403681481
0.403674215
0403643742
0403598694
0403591802
0.403523494
0.403474728
0.403458741
0.403373861
0.403366721
0403325042
0403192604
0403099948
0.40306563
0.403050847
0403042801
0403036708
0402939005
0402926558
0402920932
0.402885937

0.401603952




ILMN_1745583 EXOC1 0401546342
ILMN_1658472  APH1A 0401429831
ILMN_3243972  SNORA70B  0.401392847
ILMN_1671010  ZNF267 0401383992
ILMN_1775004  KCNQ3 0401376642
ILMN_1756992  MUC1 0401361793
ILMN_1754145  CAPRINT 0401300493
ILVMN_1680437  EEF1G 0401277935
ILMN_2205999  OSMR 0401239187
ILMN_2106167 RAPIGDS1  0.401085211
ILMN_1712357  HNRNPK 0401044617
ILMN_1651642  GPC2 0401004703
ILMN_3289352  RPL6 0400913527
ILMN_1731648  FOXJ2 0400880227
ILMN_2140895 hCG_1646325 0.400849638
ILMN_3187324  CNRIP1 0.400846679
ILMN_2336902  TRIM6 040084519
ILMN_2284941  ABCF2 0.40080859
ILMN_1723729  RSL1D1 0400775187
ILMN_1757847 Cllorfe8  0.400694991
ILMN_1690546 PPP3CC 040028074
ILMN_1704290 ~ SPTLC2 0400275193
ILMN_1710756 ~ ENO1 0400251804
ILVMN_1664028 CENPB 0400174047
ILMN_1774287 ~ CFB 0400082623
ILMN_1727249  FAM21C 0400079383
ILMN_1773868 ZRSR2 0400058231




