Supplementary Table 4 : Transcripts and

Positive correlation Negative correlation
Transcripts Pathways Transcripts Pathways
identifier Gene Symbol _| Correlation coefficient with CD8a Annotation Cluster 1 Enrichment Score: 13.42 Count P_value  Benjamini Identifier __Gene Symbol _| i 08 1 1891 Count P_Value  Benjamini
IVN 2353732 CDBA 1 SP_PIR_KEYWORDS signal === 519 230619 440E17 ILMN_1700771 PRUNEZ ~0.400058295 GOTERM_BP_FAT oxidation reduction = 105 960E24  2.90E:20
ILVN 1768482 CDBA 0979686707 UP_SEQ_FEATURE signal peptide === 519 53019 170815 ILMN_1721549 PLA2G18 SP_PIR_KEYWORDS oxidoreductase = 97 160E23 500621
ILVN 1779328 GZMA 0873333729 SP_PIR_KEYWORDS disulfide bond == s 1see1s 210612 ILMN_1808272 KCNI10 electron carrier activity 43 12011 64009
ILVN 2393765 I6LLL 0.851582892 UP_SEQ_FEATURE disulfide bond = 268 110613 170610 ILMN_1796136 RAB37 Annotation Cluster 2 Count Pvalue  Benjar
ILVIN 2122374 FAMA9B 0847212542 SP_PIR_KEYWORDS Elycoprotein E== 3y 260810 220608 ILMN_1690939 TYMP mitochondrion = 130 310027 190824
ILVIN 1763452 EVI28 0843460941 UP_SEQ_FEATURE glycosylation site:-linked (GIcNAc... E== » 4008 340605 ILMN_1805534 PPPARIL mitochondrion = 18 770826 380623
ILVIN_2083066  1GLL3P 0.838996022 Annotation Cluster 2 Enrichment Score: 10.81 Count PValue  Benjamini ILMIN_1665437 CYP2EL ¥ transit peptide = 85 130621 250619
ILVN 1716651 RUNX2 0831882364 GOTERM_BP_FAT defense response = 97 160E14  110E11 ILMN_1731948 PCK1 UP_SEQ_FEATURE transit peptide:Mitochondrion = 8 700621 19017
ILVN 1769129 ccL19 0.818224657 GOTERM_BP_FAT inflammatory response = 57 140E10 530608 ILMN_1803824 ZDHHCO GOTERM_CC_FAT mitochondrial part = 100 120620  3.00E18
ILVIN_1750507  IRF4 0.810884807 GOTERM_BP_FAT response to wounding = 76 L60E09 370607 ILMN_1658110 C180rf19 GOTERM_CC_FAT mitochondrial envelope = 68 290613 470611
ILVN 2105441 163 080713872 Annotation Cluster 3 Enrichment Score: 9.07 Count P_Value  Benjamini ILMN_1778611 GBAS GOTERM_CC_FAT mitochondrial inner membrane = 55 120612 150610
ILVIN_1659075  HLA-DOA 0803521768 $P_PIR_KEYWORDS signal == 39 230819 440817 ILMN_1712308 FsTLA GOTERM_CC_FAT mitochondrial membrane 63 48012 470610
ILMN_2208413  ARHGAP1S 0.802049622 UP_SEQ_FEATURE signal peptide. - 319 530619 170E-15 ILMN_2156971 PRY GOTERM_CC_FAT organelle inner membrane = 56 740612 5.80E-10
ILMN_2325837  CD3D 0.788912749 SP_PIR_KEYWORDS Secreted - 149 600E06  2.00E-04 ILMN_1776666 GRIK3 SP_PIR_KEYWORDS mitochondrion inner membrane 34 720609  870E-07
ILVIN_1811049  POU2AFL 0781591378 GOTERM_CC_FAT extracellular region part 103 650606  B60E04 ILMN_1670255 MAGEASB GOTERM_CC_FAT organelle envelope 75 200608 120606
ILMIN_3240375  abParts. 0779415662 GOTERM_CC_FAT extracellular region = 180  130E04  5.70E03 ILVMIN_1674349 HRASLSS GOTERM_CC_FAT envelope = 75 230608  130E-06
ILVIN 1691341 IL7R 0774655206 GOTERM_CC_FAT extracellular space = 71 590604 180602 ILMN_1743594 UBXN7 GOTERM_CC_FAT mitochondrial membrane part 2 120607 620606
ILVIN_2061043  CD48 07745978 Annotation Clusterd  Enrichment Score: 9.01 Count P_value  Benjamini ILMN_1736077 LIAS KEGG_PATHWAY Oxidative phosphorylation 26 270606 830605
ILVN_1667081  CCND2 0758231418 GOTERM_BP_FAT cell activation = 61 480E15 530612 ILMN_2150284 RNPC3 GOTERM_CC_FAT organelle membrane = 101 290605  130E03
ILVN 2254635 1TGAX 0756063553 GOTERM_BP_FAT leukocyte activation 55 680E1S 560612 ILMIN_1659365 TEKT4P2 GOTERM_CC_FAT mitochondrial respiratory chain 14 110E04  390E03
ILVIN 1886655  TCRVE 0754105378 GOTERM_BP_FAT lymphocyte activation 47 180E13  100E10 ILMIN_1877996 AW195018 GOTERM_CC_FAT tespiratory chain 15 160E04  5.00E03
ILVN 1710738 GZMIK 0752051991 GOTERM_BP_FAT I cell activation 35 260812 120609 ILMN_1747962 UTS2R KEGG_PATHWAY Alzheimer's disease 23 220003 190£02
ILVIN 1797875 ALOXSAP 0.749564057 GOTERM_BP_FAT leukocyte differentiation 29 610608 880606 ILMN_1737025 PLCL2 KEGG_PATHWAY Parkinson's disease 19 340603 260£02
ILVIN_2208903  CDS2 0.749548341 GOTERM_BP_FAT hemopoiesis 40 290607 340605 ILMN_1668270 ZDHHC18 KEGG_PATHWAY Huntington's disease 2 140602 930602
ILVN_1680274  abParts 0742033438 GOTERM_BP_FAT lymphocyte differentiation i 24 400607 460605 ILMN_2044085 RQCD1 Annotation Cluster 3 PValue  Benjamini
ILVN 2261416 CD3D 073928993 GOTERM_BP_FAT hemopoetic or lymphoid organ development 42 520607 570805 ILMN_1756358 FBX036 GOTERM_BP_FAT carboxylic acid catabolic process 29 110611 110608
ILVN_1739508  abParts 073870528 GOTERM_BP_FAT immune system development 42 250606 210604 ILMN_2211780 SLC25A4 GOTERM_BP_FAT organic acid catabolic process 29 110811 110608
ILVIN 1652199 abParts 0738079032 GOTERM_BP_FAT I cell differentiation i 17 610E06  4.60E04 ILMN_2350607 C200rf7 GOTERM_BP_FAT amine catabolic process i 20 410808 250605
ILVIN_2098126  CCLS 0736481022 Annotation Cluster 5 Enrichment Score: 7.57 Count P_Value  Benjamini ILMN_1743635 ALG14 GOTERM_BP_FAT cellular amino acid catabolic process 18 140607 530605
ILVIN_1739794  CD3E 0732300996 GOTERM_BP_FAT positive regulation of immune system process = 57 130616 180613 ILMN_1744748 HM031116 Annotation Cluster 4 Enrichment Score: 6.14 Count P_Value  Benjami
ILVN_1673357  SLA2 073088311 GOTERM_BP_FAT positive regulation of immune response 37 BE0E12 360609 ILMN_1725145 POLAL KEGG_PATHWAY Propanoate metabolism i 15 B40E09  LSOE06
ILVIN 1684887 SAMSN1 0729726225 GOTERM_BP_FAT positive regulation of response to stimulus 4 34010 11007 ILMN_2138745 Cldorf37 KEGG_PATHWAY Valine, leucine and isoleucine degradation 16 140E07  B30E06
LN 2347653 NCOA3 0729002273 GOTERM_Bp_FAT actvaton of immune response i 27 ssoel0 160807 LMN_1663640 MAOA KEGG_PATHWAY Eaty acid metabolism i 1 330600 380603
ILVIN 1790529 LUM 0727037355 GOTERM_BP_FAT immune response:-regulating signal transduction i 20 270609  5.60607 ILMIN_1784283 USH1C Annotation Cluster 5 Enrichment Score: 5.96 Count P_value  Benjar
ILVIN_ 2246328 PTPN22 0725329263 GOTERM_BP_FAT immune effector process i 31 660E0 130606 ILMN_1762972 CHD9 GOTERM_MF_FAT carbowylic acid binding i 28 760608 210605
immune surface receptor signaling i
ILVN 3232021 CCR2 0721539608 GOTERM_BP_FAT pathway 16 S80E08  BS0E06 ILMN_3178050 SPECC1 -0.40282738 GOTERM_MF_FAT monocarboxylic acid binding 16 330607 710605
ILVIN 2157441 HLA-DRA 0721217789 GOTERM_BP_FAT immune response-activating signal transduction 17 230607 280605 ILMN_1686259 PRODH2 -0.402830211 GOTERM_MF_FAT fatty acid binding 11 510605 7.90603
immune response-activating cell surface receptor signaling. &
ILVIN_1682993  NKG7 0719291182 GOTERM_BP_FAT pathway 13 750606 540604 ILMN_1812600 NA 0402957355 Annotation Cluster 6 Enrichment Score: 4.52 Count P_Value  Benjamini
ILMN_1715647  VANGL2 0.714677389 GOTERM_BP_FAT antigen receptor-mediated signaling pathway i 11 500605  2.80E-03 ILMN_1797391 SLC22A7 -0.40302308 UP_SEQ_FEATURE short sequence motif:Microbody targeting signal i 12 100E-05  9.20E-03
ILVIN 1697554 SASH3 0714618446 GOTERM_BP_FAT 8 cell receptor signaling pathway i 5 210603  660E02 ILMN_1710064 SOR16CS -0.403059961 SP_PIR_KEYWORDS peroxisome i 17 320605 220603
ILMN_1674228  abParts 0.712983949 GOTERM_BP_FAT 1 cell receptor signaling pathway i 7 390603 ILMN_2380999 RECQL GOTERM_CC_FAT microbody H 19 490E05  2.00E-03
ILVIN 1676924 CD247 0712958975 Annotation Cluster 6 Enrichment Score: 7.14 Count P_value ILMN_1685636 KCNN2 GOTERM_CC_FAT peroxisome i 19 430E05 200603
ILVIN 1686116 THBS1 0711645157 INTERPRO Immunoglobulin-like fold = 79 680E11 ILMN_1674021 L0C401321 Annotation Cluster 7 Enrichment Score: 4.16 Count P_Value  Benjami
ILVIN_1662843  CDS3 0711509893 SP_PIR_KEYWORDS Immunoglobulin domain 68 110610 ILMN_3243863 DB462629 GOTERM_BP_FAT coenzyme metabolic process 27 380607 130604
ILMN_1713751  ADAM19 0.710863577 INTERPRO Immunoglobulin-like = 72 410610 ILMN_1780625 HR GOTERM_BP_FAT cofactor metabolic process = 30 150606  4.406-04
ILVN 1796962 PPP3RL 0710367708 INTERPRO Immunoglobulin subtype = 46 200606 ILMN_1756623 NTSC18 GOTERM_BP_FAT coenzyme biosynthetic process i 11 500603 220601
ILVN_1706539  KDM3B 0707968869 SMART 1 46 140604 ILMN_3261022 NA cofactor biosynthetic process 13 810E03 280601
ILVIN 2093343 PLACS 0.705045803 INTERPRO Immunoglobulin V-set 3 180604 ILMN_1753286 MYO19 Annotation Cluster 8 Count P_value
ILVIN_1690907  CCR6 0703261207 Annotation Cluster 7 Enrichment Score: 5.52 Count P_value ILMN_1685796 CSDEL lipid catabolic process 26 130605
ILMN_1747775  STX2 0701625717 UP_SEQ_FEATURE domainlg-like Cl-type i 20 370613 ILMN_1813341 PTGFR cellular lipid catabolic process 16 180605
ILVIN_1806908  PRKCE 0701297604 KEGG_PATHWAY Viral myocarditis = 26 9.60E11 ILVIN_1827779 AK023464 fatty acid catabolic process i 11 200605
ILVN 1785272 COL1A2 0700259921 KEGG_PATHWAY Cell adhesion molecules (CAM 36 150610 ILMN_3236330 DQ581928 lipid oxidation 11 430805
VN 1773352 ccLs 0700226821 KEGG_PATHWAY Allograft refection 18 480610 ILMN_3274344 NA fatty acid oxidation 11 430805
ILVN 1797362 LIMKL 0.699833127 GOTERM_BP_FAT antigen processing and presentation 25 930610 ILMN_1669572 RNF126 lipid modification 13 420604
ILVIN_1750805  ARHGAP30  0.699046258 KEGG_PATHWAY Graft.versus-host disease 18 230609 ILMN_1796969 POUAF3 8P fatty acid beta-oxidation 7 400603
ILVIN_1807042  MARCKS 0697983994 INTERPRO Immunoglobulin Cl-set 2 660609 ILMN_3242710 L0C157627 Annotation Cluster9  Enrichment Score: 4.11 P_value
ILMN_1801504  RUNX1 0.697412576 GOTERM_BP_FAT antigen processing and presentation of peptide antigen B 14 110608 ILMN_2187830 CCNH. GOTERM_BP_FAT cellular respiration 22 7.406-08
ILVIN 1743646 VASP 0697313722 SP_PIR_KEYWORDS heterodimer 25 120608 ILMN_1786498 STARD13 GOTERM_BP_FAT aerobic respiration 1 200606
immunoglobulin/maior histocompatibility complex,
ILVN_1677505  CCL21 0695091586 INTERPRO conserved site B 23 250608 910606 ILMN_3212469 L0C401561 KEGG_PATHWAY Gitrate cycle (TCA cycle 1 310605 620604
ILVN_2114568  GBPS 0693020938 UP_SEQ_FEATURE region of interest:Connecting peptide i 15 270608 180E-05 ILMN_3234570 CECRa GOTERM_BP_FAT cofactor catabolic process 10 350605 560603
ILVN_1748283  PIM2 0692842392 KEGG_PATHWAY Autoimmune thyroid disease i 19 420608 120606 ILMN_2207562 AP1AR GOTERM_BP_FAT coenzyme catabolic process i 9 610605  830E03
ILMN_1652631  GLIPR2 0.692781989 KEGG_PATHWAY Tupe | diabetes mellitus B 17 690E-08  150E-06 ILMN_2150019 SUCLA2 GOTERM_BP_FAT tricarboxylic acid cycle i 8 190604  2.30E-02
ILMN_1672611  CDH11 0.691349791 UP_SEQ_FEATURE region of interest:Alpha-2 i 11 840E-08  3.40E-05 ILMN_1744295 CDKN2A GOTERM_BP_FAT acetyl-CoA catabolic process i 8  190E-04  2.30E-02
ILVIN 1682312 CYBB 0.690837533 UP_SEQ_FEATURE i 11 840E08  3.40E05 ILMN_3244220 DEFB107B GOTERM_BP_FAT acetyl-CoA metabolic process i 9 240604 26002
ILVIN 1665943 MAPAKL 0690771136 SMART 16e1 21 120607 340605 ILMN_1759448 CPZ SP_PIR_KEYWORDS tricarboxylic acid cycle 6 SO0E03 120601
ILVIN_1688959  CD27 0690540291 GOTERM_CC_FAT MHC protein complex 18 170807 440605 ILMN_2163306 FAM120A succinate dehydrogenase activity 3 190602 430601
ILMN_1794386  IL2RG 0689321964 KEGG_PATHWAY Sustemic lupus erythematosus = 2 200607 330606 ILMN_1781381 AK123658 Annotation Cluster 10 Count PValue  Benjamini
ILVN_1815734  FCHSD2 0.689045951 KEGG_PATHWAY Antigen processing and presentation 23 440807 650606 ILMN_3238358 SCARNA22 -0.404878746 KEGG_PATHWAY Metabolism of xenobiotics by cytochrome P40 17 220606 810E05
antigen processing and presentation of peptide or i
ILVIN 2307861 COL6A3 0.688508441 GOTERM_BP_FAT polysaccharide antigen via MHC class I B 13 LO00EO6  S.50E05 ILMN_1755354 YBX2 -0.404926479 KEGG_PATHWAY Drug metabolism 17 360606 930605
ILVIN_1699574  NRP1 0.686774604 KEGG_PATHWAY Asthna i 13 110606 1SOE0S ILMN_1676055 AK055272 -0.404971677 KEGG_PATHWAY Ascorbate and aldarate metabolism 9 770606 180604
ILMN_3240321  AEN 0.686142625 GOTERM_MF_FAT MHC class Il receptor activity i 10 120606  110E-03 ILMN_2145781 RBMY2FP -0.405033419 INTERPRO UDP-glucuronosyl/UDP-glucosyltransferase i 7 430605  3.306-02
ILMN_1678143  ARHGDIB. 0.685896814 SP_PIR_KEYWORDS mhe ii i 12 130E06  4.80E-05 ILMN_1778104 ACADM -0.40540081 KEGG_PATHWAY Retinol metabolism i 14 660E-05  110E-03
ILMN_2309848  FXYDS. 0.683177069 GOTERM_MF_FAT MHC protein binding i 11 200606  9.50E-04 ILMN_3232128 FU37786 -0.405402756 SP_PIR_KEYWORDS microsome i 18 7.2005  4.00E-03
ILVIN 2352303 RASSF2 0.682002806 GOTERM_MF_FAT MHC class | protein binding i 9 290606  9.00E04 ILMN_1727778 NTN -0.405431845 PIR_SUPERFAMILY PIRSF005678:glucuronosyltransferase i 7 BSOEOS 420602
ILVIN_1699931  HCST 0679420315 KEGG_PATHWAY Intestinal immune network for IgA production i 16 450606 S.SOE0S ILMN_1718135 PRAMEF11 -0.405529656 KEGG_PATHWAY Starch and sucrose metabolism i 12 110604 150603
ILVIN_1752520  SLEN11 0679115884 $P_PIR_KEYWORDS mhe i 7 920606 280604 ILMN_2404629 EFTUDL -0.405552054 KEGG_PATHWAY Pentose and glucuronate interconversions 8 130604 170603
ILVN_1746090  STT3A 0678374943 INTERPRO MHC class I alphaybeta chain, N-terminal i 9 450605  9.10E03 ILMN_3237473 CBWD1 -0.405741086 KEGG_PATHWAY Drug metabolism i 12 130604  160E03
ILMN_1761788  MOXD1 0678117121 PIR_SUPERFAMILY PIRSF001991:class Il histocompatibility antigen i 10 6.50E-05  3.50E-02 ILMN_1655537 ING1 -0.405766784 KEGG_PATHWAY Steroid hormone biosynthesis i 11 110803 110602
antigen processing and presentation of peptide antigenvia
ILVN_1810559  RHOQ 0677993303 GOTERM_BP_FAT MHC class | . 8 770605 390603 ILMN_3251375 WBP11P1 -0.40590988 GOTERM_MF_FAT Elucuronosyltransferase activit 7 140603 11001
ILVIN_1800638  NAPOR-1 0676109361 UP_SEQ_FEATURE region of interest:Alpha-3 i 6 930605 250602 ILMN_1661363 AF064105 -0.405970404 KEGG_PATHWAY Porphyrin and chlorophyll metabolism 9 160603 160602
ILVN_1695311  HLA-DMA 0675203008 GOTERM_CC_FAT MHC class Il protein complex 10 9.90E05  480E03 ILMN_1724166 ORS681 -0.406209309 KEGG_PATHWAY Androgen and estrogen metabolism 8 130802 80E02
ILMN_2340217  PTPRC 0.673832701 GOTERM_CC_FAT MHC class | peptide loading complex i 6  160E04  6.40E-03 ILMN_3246534 TSG1 0.406222474 GOTERM_BP_FAT response to xenobiotic stimulus i 5 370602 5.70E-01
ILVIN 1768284 P2RYS 0673231913 PIR_SUPERFAMILY PIRSF001990:class | histocompatibilty antigen 6 220600  580E02 ILMN_1798712 UsPa -0.406239293 xenobiotic metabolic process 4 990E02  830E01
ILVIN_1704286  FXYDS 0670757359 GOTERM_MF_FAT MHC class | receptor activity i 7 SSO0E04 360602 ILMN_1673752 Clorfo1 -0.406371095 Annotation Cluster 11 Count Pvalue  Benjar
ILVN 1761733 HLA-DMB 0.668004467 GOTERM_CC_FAT TAP complex i 5 670604 200602 ILMN_3248440 SNORA81 -0.406389633 NAD(P-binding domain i 24 150805 240602
ILVIN_3299520  PRKCB. 0667521032 GOTERM_CC_FAT MHC class | protein complex i 8 240603 60002 ILMN_3309059 MIR93 -0.406433778 PIR_SUPERFAMILY PIRSF000092:short-chain dehydrogenase 7 BSOE0S 420602
ILMN_1812392  TMSB10 0.666932606 UP_SEQ_FEATURE region of interest:Beta-2 i 5 490E-03  4.20€-01 ILMN_1802192 C100rf99 -0.406439389 UP_SEQ_FEATURE nucleotide phosphate-binding region:NADP i 13 590604  2.30E-01
ILMN_1766408  CBFB 0.666699522 UP_SEQ_FEATURE region of interest:Beta-1 i 5 490E-03 420601 ILMN_1652379 SUCLG2 -0.4064482 INTERPRO Glucose/ribitol dehydrogenase i 11 760604 330601
ILMN_1752526  RNF1448 0.666590948 INTERPRO MHC class I, alpha chain, N-terminal i 5 580603  3.60E-01 ILMN_2184556 SLCAA4 -0.406451037 INTERPRO Short-chain dehydrogenase/reductase SDR 11 180E-03  3.80E-01
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generation of precursor metabolites and energy
energy derivation by oxidation of

mitochondrion inner membrane
cellular respiration
mitochondrial membrane part
Oxidative phosphorylation
‘oxidative phosphorylation

mitochondrial respiratory chain

respiratory chain
electron transport chain

respiratory chain

respiratory electron transport chain
Mitochondrial complex | deficiency

electron transport

Alzheimer's disease

oxidoreductase activity, acting on NADH or NADPH
Parkinson's disease

NADH dehydrogenase (ubiquinone) activity

NADH dehydrogenase (quinone) activity

NADH dehydrogenase activity

Huntington's disease
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or similar compound as acceptor

electron transport, NADH to ubiquinone
ATP synthesis coupled electron transport

th led electron transport

NADH dehydrogenase complex
mitochondrial respiratory chain complex|
respiratory chain complex |
ubiquinone

‘water-soluble vitamin metabolic process
betaine metabolic process
carnitine metabolic process

vesicular fraction
microsome
membrane fraction
insoluble fraction
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glucose metabolic process
monosaccharide metabolic process
hexose metabolic process

Glycolysis / Gluconeogenesis

pyruvate metabolic process

alcohol biosynthetic process

hexose biosynthetic process

cellular carbohydrate catabolic process
gluconeogenesis

carbohydrate catabolic process
alcohol catabolic process
monosaccharide biosynthetic process
cellular carbohydrate biosynthetic process
carbohydrate biosynthetic process

ity, acting on the aldehyde or oxo group.

of donors, disulfide as acceptor
pyruvate dehydrogenase activity
activity

hexose catabolic process

glycolysis

glucose catabolic process
monosaccharide catabolic process
thiamine pyrophosphate

thiamin pyrophosphate

glycolysis

pyruvate

Valine, leucine and isoleucine biosynthesis
heterotetramer

Flavoprotein
£AD
binding site:Substrate; via amide nitrogen
FAD binding
binding site:Substrate; via carbonyl oxygen
nucleatide phosphate-binding region:FAD.
Acyl-CoA dehydrogenase/oxidase, N-terminal
L type1/2, C-terminal

Acyl-Co oxidase/dehydrogenase, central region
acyl-CoA dehydrogenase activity

Acyl-Co dehydrogenase, N-terminal

Acyl-Coh oxidase/dehydrogenase, type 1

PIRSF000182:acyl-CoA dehydrogenase
Acyl-CoA dehydrogenase, conserved site

alditol metabolic process
glycerol metabolic process
NAD or NADH binding
polyol metabolic process
alditol catabolic process
polyol catabolic process

mitochondrial lumen
mitochondrial matrix
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8.206-06
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ILMIN_1716080
ILMIN_1760027
ILMIN_1723486
ILMN_1727284

ILMIN_1700428
ILMIN_1777998
ILMIN_1664691
ILMIN_1724293
ILMN_1803560
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ILMIN_1809433
ILMIN_1713058

ILMIN_1814194
ILMIN_1781155
ILMIN_1727402
ILMIN_2313926
ILMN_2388701
ILMN_2176063
ILMIN_2249920
ILMIN_1724422

ILMN_2058251
ILMN_2381037
ILMIN_2179837

ILMIN_1785902

ILMIN_1800091

ILMIN_1652198

ILMIN_1717197
ILMIN_1872759

ILMN_1711383
ILMN_1793672
ILMIN_1808634
ILMIN_2066066
ILMIN_1745356

ILMN_1695025
ILMIN_2192072
ILMIN_1716563
ILMIN_1744109
ILMIN_1800058
ILMN_1656129
ILMN_2200636
ILMIN_1805466
ILMN_1790918
ILMIN_2316236
ILMIN_1729269
ILMN_1800317
ILMN_2360710
ILMIN_1733538
ILMIN_1672503

0606045894
C13orf18 0605897828
SRGN 0605538276
PAT 0605378814
SERPING1 0605088424
SNRNP4O 0604743386
Lep1 0604545163
caL 0604504512
was 0604401443
Hi2 0604279551
o4 060420109
HLA-DOB 0604033998
ARHGAP25 0603919721
DAPPL 0602275452
KDELR2 0602021259
0601951917
LGALS9B 0600722957
X8p1 0600395804
PSTPIP2 0599392687
BTN3AL 0598555999
PROM1 0597899298
NTM 0596966135
MMPT 0596823483
AXL 059680269
POLRID 0596482413
sTasing 0596448333
SYNC 0596409017
FGD2 0595959263
GATAD2A 0595487326
EMP3 0595412119
FNDCL 0594373707
BH 0594161531
CYBRDL 0593714732
z81 0592415886
FAMA9B 0592225946
FKBP11 059145019
74 0590067684
RAB32 0589890504
TRAM1L 0589781649
WIPFL 058952472
TFOPL 0589297139
DCK 0588675286
NAPSE 0587491356
VOPPL 0587088493
IFi16 586048375
GPRIS 0586023222
LHFP. 0585177803
TCRa 0584858958
N 0584815345
HeLs1 058468761
CDCa2SE2 0584512047
ST3GALS. 05844603
FCGRIC 058418888
0584182797
SELL 0583985345
vim 0583855607
Ums1 0583853497
BANFL 0583803587
KLRDL 0583424679
L 0583355378
TPsABL 0582984476
APLP2 0582271186
TYROBP 0582244767
ciac 058180647
RARRES1 058157835
KLHL30 0581317966
GLis3 0580989642
sept-01 0580545891
cs 0580525801
spiB 0579798736
cemz 0579431755
036 0579237813
BX099468 0579211026
STKa 0579190057
SiXs 0577840885
DRAM2 0577489944
HLA-DRB6 0576693669
cxas 05766773
02 0575943185
MmP7 0575640117
PRKCB. 0575596169
OR2A42 0575443115
NKX2-5 0575439851
SLC39A10 0575194973
KIAA1267 0575073029
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NF236 0573816387
HOPX 0573373582
L0C285074  0.572955663
WNTSA 0572942005
ML 0572741597
RGS10 057231079
DPYSL2 0572224734
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SP_PIR_KEYWORDS
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SP_PIR_KEYWORDS
GOTERM_BP_FAT
GOTERM_BP_FAT
INTERPRO

SMART
KEGG_PATHWAY
INTERPRO
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GOTERM_BP_FAT
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BIOCARTA

BIOCARTA

BIOCARTA
INTERPRO
GOTERM_CC_FAT
UP_SEQ_FEATURE
SMART
BIOCARTA
BIOCARTA

BIOCARTA
GOTERM_CC_FAT

BIOCARTA
BIOCARTA
PIR_SUPERFAMILY
BIOCARTA
BIOCARTA

BIOCARTA
BIOCARTA

BIOCARTA
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INTERPRO
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INTERPRO
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regulation of protein kinase cascade
positive regulation of protein kinase cascade

‘glycosaminoglycan binding
pattern binding
polysaccharide binding
carbohydrate binding
heparin-binding

heparin binding

extracellular matrix
extracellular matrix
‘proteinaceous extracellular matrix

extracellular matrix part

proteoglycan
glycosylation site:(

Hinked (Xy1.) (glycosaminoglycan)

chondroitin sulfate proteoglycan

actin cytoskeleton organization
actin filament-based process
actin-binding

actin binding

evtoskeleton organization
cytoskeletal protein binding
actin cytoskeleton

Chemokine signaling pathway
chemokine activity

chemokine receptor binding
chemotaxis

chemotaxis

taxis

Small chemokine, interleukin-&-like
scy

Cytokine-cytokine receptor interaction
Small chemokine, C-X-C, conserved site
PIRSF002522:CXC chemokine

cytokine

Small chemokine, C-X-C

109.Chemokine_families
eytokine activity

Small chemokine, C-X-C/interleukin 8

locomotory behavior

Small chemokine, C-C group, conserved site
PIRSF001950:smallinducible chemokine, C/CC types
behavior

sh3-binding
SH3 domain binding
orotein domain specific binding
short sequence motif:SH3-bindis

T cell selection
T Helper Cell Surface Molecules
Severe combined

cell/natural Killer-cell positive

T cell-negative, B-

cell motion

cell migration
cell motility
localization of cell

Lk and Fyn tyrosine kinases in initiation of TCR Activati

CTL mediated immune response against target cells
Activation of Csk by

Protein Kinase Inhibits

Signaling through the T Cell Receptor
Phosphorylated immunoreceptor signaling ITAM
T cell receptor complex

domainTAM

TAM

I Cvtotoxic Cell Surface Molecules

1 Helper Cell Surface Molecules

HIV Induced T Cell Apoptosis
alpha-beta T cell receptor complex

IL17 Signaling Pathway
1 Cell Receptor and CD3 Complex

PIRSF001993:T-cell surface glycoprotein CD3 delta chain
The Co-Stimulatory Signal During T-cell Activation

Role of Tob in T-cell activation

1L12 and Statd Dependent Signaling Pathway in Th1
Development
1 Cell Receptor Signaling Pathway
NO2-dependent IL 12 Pathway in NK cells

Bleckstrin homology
domain:PH
Pleckstrin homology-type

immunoglobulin binding
immunoglobulin receptor
immunoglobulin receptor activity
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P_Value
140605
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P_Value
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3.606-05
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260603
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140802
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220601
P_Value
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P_Value
18004
180604
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P_Value
7.206-06
270803
420803
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P_Value
5.406-06
14005

5.406-05
5.506-05
7.006-05
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6.706:03
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220802
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8.90€-02
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5.806-04
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9.606-03
1.906-02

Benjamini
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1.706-08
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1.906-03
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210603
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1.506-02
220603
6.406-02
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5.106-01
2.906-01
4.60E01
2.506-01
5.706-01
8.50E-01
8.706-01
Benjamini
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6.50E-02
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7.606-03
1.00E-02

6.90E-01

Benjamini
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1.00E-01
1.00E-01

Benjamini
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420603
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1.906-02
1.00E-02
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7.606-01
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7.406-01
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Benjamini
6.70E-02
1.406-01
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ILVMIN_1805271
ILMN_1764500
ILMN_1764861
ILMIN_1760651
ILMN_1714223
ILMIN_1785107

ILMIN_1724040

ILMN_3259884
ILMIN_1681601
ILMN_1757882
ILMN_2136971
ILVMIN_2228180
ILVMIN_1819991

ILMN_1793290

ILVMIN_1808305 R

ILMIN_1730401

ILMN_1718018

ILMIN_2141259
ILMN_1720617
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ILVMIN_1839750
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ILMIN_1749403
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ILMN_1737988

ILMIN_1764850
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ILMIN_1672057
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ILVMIN_1680251
ILMIN_1903568
ILVIN_1688971
ILVMIN_3300358
ILMN_1675329
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0415399772
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0414582768
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0413809879
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0411724428
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AK126539
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ALCF
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PHKB
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GCOH.
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BC141517
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-0.541942019
-0.541993691
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-0.542512683
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ILMN_1804339
ILMIN_1765923
ILMIN_2225144
ILMIN_1683441
ILMIN_1739496
ILMN_1692261

ILMN_1786612
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PRRX1
EPHB1
ATP13A1
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0409232738
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0.409055855
0.409030907
0.409006761
0.408946755
0408868275
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0.408811581
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0404012236
0.403989191
0403981554
0403914993
0403776549
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0403753679
0.403753581
0.403556149
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0.402886751
0.402880539
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ILVMIN_1651604
ILMN_3246902
ILMIN_2043809
ILMN_1759910
ILVMIN_1663538
ILVMIN_3182171
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8141517
sNxa
EPM2A
ATPSGL
MRPL22
DOXR
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c1gorf32
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BG618056
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SRDSA2
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LEAP2
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G
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SHBG
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ILMIN_1652611
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ILMN_3246391
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