
Figure	S1.		Heat	map	of	selected,	significant,	differentially	expressed	genes	of	A2497	and	A2497P‐	infected	cells	versus	mock	infected	control	cells	at	24,	48	and	72	h.		
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A2497P-
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A2497 
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Inflammation
C1QTNF1 C1q and tumor necrosis factor related protein regulation of glucose metabolic process 2.46 1.59 3.37 2.93
CD274 CD274 molecule  immune response 2.30 4.05 1.91
CSF1 colony stimulating factor 1 (macrophage)  ossification 1.72 1.50 1.75 1.94
CSF2 colony stimulating factor 2 (granulocyte-mac  embryonic placenta development 14.57
CXCL1 chemokine (C-X-C motif) ligand 1 (melanom chemotaxis 2.34 3.05 1.61 3.00
CYR61 cysteine-rich, angiogenic inducer, 61  regulation of cell growth 1.79 3.85 2.09 9.73 6.77
DDX58 DEAD (Asp-Glu-Ala-Asp) box polypeptide 5 positive regulation of defense response to viru 5.05 3.34 3.02 1.73 2.67 1.99
FPR1 formyl peptide receptor 1  activation of MAPK activity 6.48
HRG histidine-rich glycoprotein  angiogenesis 13.12 6
ICAM1 intercellular adhesion molecule 1  ovarian follicle development 3.23 1.99 2.65 2.63 5
IFIH1 interferon induced with helicase C domain 1  detection of virus 3.28 4
IFIT1 interferon-induced protein with tetratricopept  response to virus 5.08 3.92 2.45 2.08 2.15 1.35 3
IFIT3 interferon-induced protein with tetratricopept  negative regulation of cell proliferation 5.66 3.58 2.77 1.78 2.41 2.21 2
IL1A interleukin 1, alpha  fever generation 1.36 12.49 7.84 23.38 15.29 1
IL1B interleukin 1, beta  MAPK cascade 8.90 5.14 10.49 6.51 0
IL6 interleukin 6 (interferon, beta 2)  neutrophil apoptotic process 12.08 4.92 24.86 9.43 -1
IL7R interleukin 7 receptor  regulation of DNA recombination 1.50 1.31 5.28 3.80 6.55 6.30 -2
IL8 interleukin 8  angiogenesis 6.73 3.72 3.91 1.39 -3
ISG20 interferon stimulated exonuclease gene 20kD  DNA catabolic process, exonucleolytic 3.29 2.18 5.06 3.23 2.91 3.09 -4
OASL 2'-5'-oligoadenylate synthetase-like  immune response 7.66 5.06 4.66 2.91 3.87 2.70 -5
PTGES prostaglandin E synthase  prostaglandin biosynthetic process -1.22 -6
TNFAIP6 tumor necrosis factor, alpha-induced protein  inflammatory response 26.63 12.13 49.08 29.56
TNFRSF12A tumor necrosis factor receptor superfamily, m angiogenesis 3.22 2.23 3.67 2.77
CDK19 cyclin-dependent kinase 19  protein phosphorylation -2.71 -1.70 -2.28 -1.44
HPGD hydroxyprostaglandin dehydrogenase 15-(NA lipid metabolic process -9.85 -4.82 -16.52 -13.45

Apoptosis
BCL2L1 BCL2-like 1  cytokinesis 1.91 1.61 1.72
CASP1 caspase 1, apoptosis-related cysteine peptidas response to hypoxia 1.92 1.68 1.42
FAM162A family with sequence similarity 162, member apoptotic process 1.29 1.49 1.75
FAS Fas cell surface death receptor  response to hypoxia 1.59 1.35 1.74 1.32
IFI6 interferon, alpha-inducible protein 6  release of cytochrome c from mitochondria 1.15 2.64 2.21
IFIT2 interferon-induced protein with tetratricopept  apoptotic process 5.34 4.23 3.11 2.29 1.36
IL20 interleukin 20  positive regulation of tyrosine phosphorylatio 5.66 2.70
IL24 interleukin 24  apoptotic process 2.17 39.01 18.46
NFKBIB nuclear factor of kappa light polypeptide gen  toll-like receptor signaling pathway 2.04 1.81 1.55
PHLDA1 pleckstrin homology-like domain, family A, m apoptotic process 2.22 3.65 2.49 2.78 1.95
TGM2 transglutaminase 2 (C polypeptide, protein-gl blood vessel remodeling 18.05 12.04 2.54 2.54
TNFAIP3 tumor necrosis factor, alpha-induced protein  B-1 B cell homeostasis 2.47 10.52 5.90 15.47 5.99
TRAF4 TNF receptor-associated factor 4  apoptotic process 1.75 1.62 1.24
ZNF382 zinc finger protein 382  transcription, DNA-dependent 10.00 3.46
PFKFB4 6-phosphofructo-2-kinase/fructose-2,6-bipho  carbohydrate metabolic process 1.89 2.56 3.00 5.92

Immune cell chemoattraction
CCL20 chemokine (C-C motif) ligand 20  chemotaxis 18.40 5.51 26.45 8.13
CCL5 chemokine (C-C motif) ligand 5  MAPK cascade 5.67 3.93 13.26 6.82 7.95 5.21
CCR5 chemokine (C-C motif) receptor 5 (gene/pseu MAPK cascade 6.07
CXCL10 chemokine (C-X-C motif) ligand 10  positive regulation of leukocyte chemotaxis 5.28
CXCL2 chemokine (C-X-C motif) ligand 2  response to molecule of bacterial origin 1.89 3.07 1.85 3.28 1.46
CXCL3 chemokine (C-X-C motif) ligand 3  chemotaxis 2.42 1.47 3.92 1.49

Cell growth or fibrosis
ANGPTL4 angiopoietin-like 4  angiogenesis 46.65 66.95 15.58 45.28
COL5A1 collagen, type V, alpha 1  blood vessel development 1.20
COL8A1 collagen, type VIII, alpha 1  angiogenesis 1.19
IGFBP3 insulin-like growth factor binding protein 3  regulation of cell growth 1.42 -1.61 -1.26
IL11 interleukin 11  cell-cell signaling 4.35 2.17
SOD2 uncharacterized LOC100129518 /// superoxid response to reactive oxygen species 12.58 18.92 10.25 10.03 5.21
MUC13 mucin 13, cell surface associated  O-glycan processing 6.64 3.09 12.36 8.08
PLXND1 plexin D1  angiogenesis 1.39 1.38 1.20 1.76
RARRES1 retinoic acid receptor responder (tazarotene in negative regulation of cell proliferation -1.96
SERPINB3 /// SERP serpin peptidase inhibitor, clade B (ovalbumi  immune response 21.50 6.78 17.80 9.78
SERPINB4 serpin peptidase inhibitor, clade B (ovalbumi  immune response 34.73 17.52 40.59 23.69
TGFB1 transforming growth factor, beta 1  protein import into nucleus, translocation 2.13 1.72 1.77 2.05

Metabolism
ACSM2A acyl-CoA synthetase medium-chain family m lipid metabolic process -1.13
ATP7A ATPase, Cu++ transporting, alpha polypeptid blood vessel development -1.66
BRCC3 BRCA1/BRCA2-containing complex, subuni  DNA repair -1.94 -1.43 -2.06 -1.76
DDR1 /// MIR4640 discoidin domain receptor tyrosine kinase 1 // regulation of cell growth -1.32 -1.59 -1.41
EDN2 endothelin 2  prostaglandin biosynthetic process 4.19 7.60 7.34 10.15
FGF11 fibroblast growth factor 11  signal transduction 1.53 1.77 1.53 2.23
PDK3 pyruvate dehydrogenase kinase, isozyme 3  carbohydrate metabolic process -1.24
SLC2A1 solute carrier family 2 (facilitated glucose tra  carbohydrate metabolic process 2.31 3.23 2.85 5.55

Stress
GADD45B growth arrest and DNA-damage-inducible, be activation of MAPKKK activity 2.03 1.46 4.22 2.91
HSPA6 heat shock 70kDa protein 6 (HSP70B')  cell morphogenesis 22.56 7.34 5.07 2.93
PPP1R15A protein phosphatase 1, regulatory subunit 15A regulation of translation 2.14 2.73 1.61 3.62 2.44

Other
EGR1 early growth response 1  negative regulation of transcription from RNA 2.48 1.35
ETV4 ets variant 4  transcription, DNA-dependent 1.75 1.75
FGF2 fibroblast growth factor 2 (basic)  activation of MAPKK activity 1.62 2.03
LIF leukemia inhibitory factor  blood vessel remodeling 3.74 2.43 2.22 1.81

Supplemental FIG. S1.   Heat map of selected, significant, differentially expressed genes of A2497 and A2497P- infected cells versus mock infected control cells at 24, 48 and 72 h PI.  Columns left to 

right are Gene symbol, Gene Title, Gene Ontology Biological Process, A2497 24 h, A2497P- 24 h, A2497 48 h, A2497P- 48 h, A2497 72 h, A2497P- 72 h.  Genes are arranged in categories based upon 
annotation.  The color code on the right shows fold changes from blue to red (-6 to 6).  Blank cells are time points for genes that showed no significant differential expression (p ≥ 0.05).  Those non-
significant values are presented in Supplemental Table S1.







Supplemental Table S1.   Statistically significant differentially expressed genes for both A2497 
and A2497P‐ infected cells vs mock at 30 min, 2, 4, 24, 48 and 72 h PI.  The 19,248 differentially 
expressed genes for A2497 and A2497P‐ infected cells vs. mock infected cells at 24, 48 and 72 h 
PI are shown.  Left to right columns include Gene Identification (ID), Gene title, chromosomal 
location in the HeLa 229 genome, 1st Gene Ontology category: Biological Process, Pathway, 
A2497 at 30 min, A2497P‐ at 30 min, A2497 at 2 h, A2497P‐ at 2 h, A2497 at 4 h, A2497P‐ at 4 h, 
A2497 at 24 h, A2497P‐ 24 h, A2497 at 48 h, A2497P‐ at 48 h, A2497 at 72 h, A2497P‐ at 72 h.  
Numbers in cells represent fold changes in gene expression for each gene at each time point.  
Numbers in italics are statistically significant (p≤0.05) while non‐italic numbers are not 

significant (p0.05), but are included here for directionality purposes. 
 



Table	S1.		Statistically	significant	differentially	expressed	genes	for	both	A2497	and	A2497P‐	infected	cells	vs	mockat	30	mins,	2,	4,	24,	48	and	72	h	PI.

ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

A1BG-AS1 A1BG antisense RNA 1 chr19q13.4 0 --- -1.06 -1.42 -1.33 -1.72 1.01 1.02 1.24 1.23 1.01 -1.29 -1.95 -1.24
A1CF APOBEC1 complementatio chr10q11.23  mRNA processing --- 1.12 1.84 -1.09 -2.13 -1.28 -1.24 -1.57 -1.45 -1.86 -2.05 -1.19 1.69
A2M alpha-2-macroglobulin chr12p13.31  negative regulation of complement activa--- 1.12 -1.03 1.02 1.19 1.09 -1.01 1.22 1.15 -1.28 -1.22 -1.89 -1.46
A2M-AS1 A2M antisense RNA 1 chr12p13.31 0 --- 1.03 -1.07 -1.03 1.11 1.18 -1.09 -1.14 -1.15 -2.71 -1.94 -2.69 -2.35
A2MP1 alpha-2-macroglobulin pseuchr12p13.31 0 --- 1.56 1.11 1.30 -1.83 1.66 2.58 -1.31 1.07 -4.94 -2.07 -2.74 -4.58
A4GALT alpha 1,4-galactosyltransfer chr22q13.2  protein glycosylation --- 1.05 -1.04 -1.16 1.03 1.11 -1.02 1.23 1.18 1.36 1.53 1.01 1.16
AACSP1 acetoacetyl-CoA synthetase chr5q35.3 0 --- 1.12 -1.46 1.04 -2.46 1.03 -1.55 -1.34 -1.25 1.39 1.46 2.25 2.97
AADAT aminoadipate aminotransferchr4q33  2-oxoglutarate metabolic process --- -1.03 -1.04 1.11 -1.02 1.08 -1.11 -1.19 -1.08 -1.97 -1.17 -3.38 -2.94
AAGAB alpha- and gamma-adaptin bchr15q22.33-q23  transport --- -1.24 -1.18 1.06 1.38 1.39 1.51 1.07 -1.09 1.05 -1.14 -3.07 -2.00
AAK1 AP2 associated kinase 1 chr2p14  protein phosphorylation Fatty_Acid_Synthesis // GenMAPP 1.01 -1.00 -1.00 -1.07 1.02 1.00 -1.01 1.04 -1.11 1.08 -1.01 1.07
AARS alanyl-tRNA synthetase chr16q22  hair follicle development --- -1.08 -1.06 1.04 1.11 1.05 -1.12 1.19 1.11 1.29 1.05 1.27 1.43
AASDHPPT aminoadipate-semialdehydechr11q22  fatty acid biosynthetic process --- -1.19 -1.17 1.06 1.08 -1.02 -1.18 1.08 1.14 -1.22 -1.28 1.62 1.36
AASDHPPT aminoadipate-semialdehydechr11q22  fatty acid biosynthetic process --- 1.06 -1.00 1.12 1.22 1.18 1.03 -1.24 -1.37 -1.76 -1.56 -1.39 -1.49
ABAT 4-aminobutyrate aminotranschr16p13.2  response to hypoxia --- -7.60 -2.48 15.45 14.25 -1.60 -1.04 5.17 1.55 2.80 1.80 2.42 3.92
ABAT 4-aminobutyrate aminotranschr16p13.2  response to hypoxia --- -1.49 -2.32 3.56 2.39 -1.26 -2.13 -2.65 -1.19 3.17 2.21 2.41 2.64
ABCA1 ATP-binding cassette, sub-fchr9q31.1  peptide secretion Statin_Pathway_PharmGKB // GenMAPP -1.38 -1.25 1.27 -1.03 -1.33 1.64 1.25 -1.08 -1.53 -1.15 1.76 1.73
ABCA1 ATP-binding cassette, sub-fchr9q31.1  peptide secretion Statin_Pathway_PharmGKB // GenMAPP -1.13 -1.37 1.20 -1.09 -1.16 -1.17 -1.08 1.37 -1.25 -1.63 1.65 -1.04
ABCA17P ATP-binding cassette, sub-fchr16p13.3 0 --- 1.85 1.54 1.06 -1.20 1.04 -1.47 -1.57 1.39 -1.05 1.11 1.66 1.87
ABCA4 ATP-binding cassette, sub-fchr1p22  retinoid metabolic process --- -1.17 -1.07 1.04 1.12 -1.53 -1.31 1.11 1.39 -1.05 1.03 -3.80 -4.24
ABCA5 ATP-binding cassette, sub-fchr17q24.3  negative regulation of macrophage derive--- -1.18 -1.33 1.76 1.16 1.00 1.09 -1.48 1.04 -1.19 -1.05 1.22 -1.10
ABCA5 ATP-binding cassette, sub-fchr17q24.3  ATP catabolic process --- 1.37 1.24 1.06 -1.15 1.17 1.06 1.24 1.13 1.30 1.10 1.57 1.26
ABCA6 ATP-binding cassette, sub-fchr17q24.3  ATP catabolic process --- -3.82 -1.60 -1.26 1.10 1.87 1.15 -1.60 -1.33 1.02 1.52 1.60 -2.43
ABCA7 ATP-binding cassette, sub-fchr19p13.3  ATP catabolic process --- 1.01 -1.06 1.15 -1.00 1.03 -1.10 1.55 1.12 1.35 1.38 -1.13 1.10
ABCA8 ATP-binding cassette, sub-fchr17q24  ATP catabolic process --- 1.11 1.08 1.01 -1.05 -1.06 -1.07 -1.46 -1.40 -2.00 -2.86 -2.68 -3.77
ABCB1 ATP-binding cassette, sub-fchr7q21.12  G2 --- 1.08 1.02 1.21 1.16 1.13 1.17 -1.15 1.15 -1.45 -1.60 1.80 1.44
ABCB1 /// ABATP-binding cassette, sub-fchr7q21.1 /// chr7q2 G2 --- 1.24 1.22 1.08 1.07 1.06 -1.00 -1.02 -1.13 -2.00 -1.97 1.51 1.13
ABCB10 ATP-binding cassette, sub-fchr1q42.13  ATP catabolic process --- 1.15 1.12 1.05 -1.19 -1.04 1.03 -1.16 -1.17 -1.72 -1.40 -1.51 -1.53
ABCB6 ATP-binding cassette, sub-fchr2q36  autophagic vacuole assembly --- -1.03 -1.11 1.06 1.24 1.08 -1.02 1.32 1.10 1.44 1.47 -1.20 1.32
ABCB8 ATP-binding cassette, sub-fchr7q36  ATP catabolic process --- 1.27 1.19 1.01 1.32 1.09 -1.07 1.01 1.00 1.52 1.99 -1.21 -1.48
ABCB9 ATP-binding cassette, sub-fchr12q24  positive regulation of T cell mediated cyt --- -1.30 -1.69 1.23 1.05 -1.03 1.06 -1.16 -1.14 -1.43 1.74 -1.82 -1.28
ABCC10 ATP-binding cassette, sub-fchr6p21.1  ATP catabolic process --- 1.08 -1.02 1.01 1.03 -1.12 -1.18 1.08 1.30 -1.32 -1.84 -1.87 -1.44
ABCC10 ATP-binding cassette, sub-fchr6p21.1  ATP catabolic process --- 1.09 1.06 1.03 1.15 1.13 -1.22 1.21 1.40 -1.40 -1.72 -1.59 -1.23
ABCC12 ATP-binding cassette, sub-fchr16q12.1  ATP catabolic process --- -1.07 3.34 -1.58 -2.43 -4.13 -1.48 -2.20 2.08 -1.06 -1.82 -8.06 -2.29
ABCC2 ATP-binding cassette, sub-fchr10q24  ATP catabolic process Irinotecan_pathway_PharmGKB // GenMAP 1.05 1.32 1.00 1.10 -1.24 -1.41 -1.57 -1.10 2.02 1.03 1.76 -1.14
ABCC3 ATP-binding cassette, sub-fchr17q22  ATP catabolic process --- -1.03 -1.05 1.05 1.19 1.04 -1.09 1.19 1.07 1.89 1.54 1.65 1.82
ABCC3 ATP-binding cassette, sub-fchr17q22  ATP catabolic process --- -1.02 -1.16 1.06 1.04 1.03 -1.15 1.20 1.16 1.06 -1.10 -1.56 -1.50
ABCC3 ATP-binding cassette, sub-fchr17q22  ATP catabolic process --- 1.17 1.05 1.15 1.20 1.09 -1.00 1.17 -1.04 1.89 1.68 1.70 1.75
ABCC4 ATP-binding cassette, sub-fchr13q32  platelet degranulation --- 1.02 1.05 1.12 -1.06 1.06 1.00 -1.18 -1.07 -1.64 -1.85 -1.21 -1.55
ABCC4 ATP-binding cassette, sub-fchr13q32  platelet degranulation --- -1.18 -1.17 1.34 1.21 1.03 -1.04 1.26 1.43 1.09 1.03 1.11 -1.35
ABCC4 ATP-binding cassette, sub-fchr13q32  platelet degranulation --- 2.58 1.17 -1.45 1.67 -1.35 1.05 1.50 1.31 3.48 2.87 8.25 7.16
ABCC5 ATP-binding cassette, sub-fchr3q27  carbohydrate metabolic process --- -1.11 -1.06 -1.05 1.01 1.10 1.00 -1.16 -1.14 -1.87 -1.83 -2.92 -3.40
ABCC6 ATP-binding cassette, sub-fchr16p13.1  ATP catabolic process --- -1.31 -1.46 1.05 1.31 2.72 -1.15 1.95 1.04 2.14 2.21 -1.80 -1.07
ABCC6 ATP-binding cassette, sub-fchr16p13.1  ATP catabolic process --- 1.27 1.02 1.18 1.38 1.16 -1.34 -2.14 -1.14 -1.55 -1.45 -1.64 -1.55
ABCD3 ATP-binding cassette, sub-fchr1p21.3  ATP catabolic process --- 1.13 1.07 -1.08 -1.08 -1.08 1.14 -1.30 -1.09 -1.63 -1.27 -1.18 -1.47
ABCD4 ATP-binding cassette, sub-fchr14q24.3  ATP catabolic process --- 1.10 1.10 1.01 1.00 1.13 1.14 1.30 1.45 -1.76 -1.56 -1.57 -1.53
ABCE1 ATP-binding cassette, sub-fchr4q31  ATP catabolic process --- 1.02 1.04 -1.08 -1.05 -1.05 -1.06 -1.03 -1.02 1.25 1.25 1.59 1.51
ABCF1 ATP-binding cassette, sub-fchr6p21.33  ATP catabolic process --- -1.06 -1.11 -1.08 1.01 1.07 -1.02 1.04 1.07 -1.02 -1.08 1.06 1.08
ABCF2 ATP-binding cassette, sub-fchr7q36  ATP catabolic process --- 1.21 1.15 -1.06 1.00 -1.05 1.01 -1.06 -1.08 -1.12 -1.13 -1.27 -1.43
ABCF2 ATP-binding cassette, sub-fchr7q36  ATP catabolic process --- 1.35 1.46 1.09 1.53 -1.81 -1.20 3.21 3.29 3.43 2.01 3.26 4.07
ABCF2 ATP-binding cassette, sub-fchr7q36  ATP catabolic process --- 1.10 1.17 -1.01 -1.10 1.05 -1.02 1.01 -1.02 1.17 1.01 1.13 1.18
ABCG1 ATP-binding cassette, sub-fchr21q22.3  regulation of transcription, DNA-depende--- -1.08 -1.09 -1.10 1.25 -1.12 -1.10 1.24 1.27 1.92 2.00 1.35 1.57
ABCG1 ATP-binding cassette, sub-fchr21q22.3  ATP catabolic process --- -1.12 -1.26 1.16 1.12 1.10 -1.03 1.38 1.17 -1.12 -1.00 1.04 1.28
ABHD12 abhydrolase domain containchr20p11.21  metabolic process --- -1.03 -1.02 1.05 1.18 1.03 1.05 1.19 1.06 1.13 1.22 1.29 1.42
ABHD12B /// abhydrolase domain containchr14q22.1 /// chr4q proteolysis --- 1.78 1.73 1.58 -1.72 -1.18 -3.12 2.51 -2.09 -1.64 1.57 -1.85 2.16
ABHD13 abhydrolase domain containchr13q33.3 0 --- 1.26 1.17 1.12 1.07 1.15 1.31 -1.17 1.15 -1.56 -1.75 -1.47 -1.55
ABHD16A /// abhydrolase domain containchr6p21.3 0 --- -1.05 -1.12 1.02 1.06 1.08 1.04 1.12 -1.10 -1.24 -1.14 1.14 1.15
ABHD17B abhydrolase domain containchr9q21.13  proteolysis --- -1.66 1.05 -1.17 -1.21 -1.24 -1.17 -1.01 -1.06 1.55 1.53 1.67 1.58
ABHD17C abhydrolase domain containchr15q25.1  proteolysis --- 1.03 1.04 -1.02 1.12 -1.02 -1.18 -1.08 -1.05 1.48 1.32 1.18 -1.02
ABHD2 abhydrolase domain containchr15q26.1  response to wounding --- -1.24 -1.27 -1.07 -1.10 -1.05 -1.24 1.13 1.54 -2.35 -1.70 1.08 1.10
ABHD3 abhydrolase domain containchr18q11.2 0 --- 1.24 1.15 1.03 -1.12 1.07 1.21 -1.24 -1.08 -2.03 -1.66 -1.28 -1.61
ABHD4 abhydrolase domain containchr14q11.2  lipid metabolic process --- -1.03 -1.18 -1.02 1.15 1.03 1.03 -1.00 1.09 1.10 -1.06 1.49 1.44
ABHD5 abhydrolase domain containchr3p21  lipid metabolic process --- -1.05 1.02 1.04 -1.06 -1.08 1.00 -1.33 -1.12 -1.70 -1.24 -1.35 -1.34
ABHD6 abhydrolase domain containchr3p14.3  metabolic process --- 1.05 1.06 1.08 -1.08 1.03 -1.07 1.05 1.01 -1.01 -1.25 -1.11 -1.07
ABHD6 abhydrolase domain containchr3p14.3  metabolic process --- -1.04 1.01 -1.01 -1.00 1.07 1.00 1.07 1.04 -1.10 -1.15 -1.22 -1.24
ABI1 abl-interactor 1 chr10p11.2  somitogenesis --- 1.08 1.16 1.18 1.03 -1.10 -1.07 -1.14 -1.13 1.24 1.47 1.33 1.11
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ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

ABI2 abl-interactor 2 chr2q33  cellular component movement --- 1.10 1.16 -1.05 -1.24 -1.02 1.19 -1.01 -1.13 -1.10 1.02 1.10 1.01
ABI2 abl-interactor 2 chr2q33  cellular component movement --- 1.15 1.16 1.22 1.06 1.02 1.04 -1.02 1.16 1.06 -1.01 -1.25 -1.26
ABI3 ABI family, member 3 chr17q21.3  cellular component movement --- -1.47 -1.52 1.30 2.27 1.91 1.33 1.00 1.01 5.09 5.16 -1.62 -1.02
ABL1 c-abl oncogene 1, non-recepchr9q34.1  regulation of transcription involved in S pCell_cycle_KEGG // GenMAPP -1.01 -1.01 -1.02 -1.08 1.04 1.06 1.06 -1.10 1.41 1.59 1.28 1.32
ABL2 v-abl Abelson murine leuke chr1q25.2  cellular protein modification process --- 1.25 1.42 1.03 -1.14 -1.14 -1.18 1.15 -1.05 1.47 1.23 1.75 1.39
ABL2 v-abl Abelson murine leuke chr1q25.2  cellular protein modification process --- 1.08 1.01 1.04 1.16 1.13 -1.03 1.71 1.52 3.33 2.86 3.22 2.82
ABL2 v-abl Abelson murine leuke chr1q25.2  cellular protein modification process --- -1.05 1.05 -1.07 -1.33 1.01 1.13 -1.20 -1.06 1.19 1.34 1.54 1.51
ABLIM1 actin binding LIM protein 1chr10q25  cytoskeleton organization --- -1.03 -1.06 1.07 1.06 1.00 -1.04 1.01 -1.06 -1.20 -1.12 -1.36 -1.29
ABLIM1 actin binding LIM protein 1chr10q25  cytoskeleton organization --- -1.04 -1.03 1.03 -1.05 -1.03 1.05 -1.10 -1.08 -1.13 1.03 -1.48 -1.38
ABLIM2 actin binding LIM protein fachr4p16.1  cytoskeleton organization --- -1.20 -1.28 1.11 1.18 1.22 1.12 1.90 1.42 1.92 1.53 2.00 1.85
ABR active BCR-related chr17p13.3  apoptotic process --- 1.03 1.17 -1.27 -1.40 -1.12 -1.19 -1.06 -1.16 -1.75 -1.45 -1.49 -1.14
ABR active BCR-related chr17p13.3  apoptotic process --- 1.03 1.05 -1.02 -1.01 1.18 -1.05 1.08 -1.03 -1.70 -1.52 -1.46 -1.59
ABRACL ABRA C-terminal like chr6q24.1 0 --- 1.00 -1.01 -1.04 1.01 1.03 1.01 -1.16 1.08 -1.04 1.01 -1.19 -1.24
ABT1 activator of basal transcriptichr6p22.2  transcription, DNA-dependent --- -1.06 1.01 1.01 -1.06 1.03 1.06 1.19 1.01 1.32 1.17 1.13 1.13
ABTB1 ankyrin repeat and BTB (POchr3q21 0 --- -1.11 1.01 -1.05 1.15 1.21 1.22 1.06 -1.00 1.17 1.07 1.20 1.42
ABTB1 ankyrin repeat and BTB (POchr3q21  translation --- -1.17 -1.08 1.35 -1.00 1.10 1.03 -1.14 1.02 1.02 1.14 1.48 1.46
ABTB2 ankyrin repeat and BTB (POchr11p13  regulation of cell growth --- -1.02 1.16 1.06 -1.06 1.15 -1.06 1.10 1.13 1.77 1.38 1.39 1.36
AC000123.3 / NULL /// NULL --- 0 --- 1.06 1.02 -1.11 -1.16 -1.07 -1.01 -1.17 1.04 1.32 1.38 1.06 1.07
AC002463.3 / NULL /// NULL --- 0 --- -1.79 -1.58 -2.74 1.29 1.68 1.21 3.94 2.78 -3.76 -1.37 -1.59 -4.59
AC003973.4 / NULL /// NULL --- 0 --- -1.43 1.71 1.49 1.85 -2.58 -2.56 1.26 -1.96 -1.18 -1.21 1.33 1.67
AC004009.2 / NULL /// NULL --- 0 --- -1.44 -2.60 -1.78 -1.29 1.37 1.31 -11.74 -1.04 1.38 -1.22 1.12 -1.20
AC004237.1 / NULL /// NULL --- 0 --- -1.88 -2.81 -1.28 1.11 -3.17 -2.64 1.22 1.38 4.74 2.74 -2.79 1.17
AC004951.6 / NULL /// NULL --- 0 --- 1.05 -1.12 -1.03 -1.00 1.29 1.23 1.04 1.11 -1.45 -1.43 -1.45 -1.25
AC005062.2 / NULL /// NULL --- 0 --- 11.05 17.88 1.09 1.21 -2.15 -1.24 1.21 -1.01 3.45 2.25 3.29 4.63
AC005224.2 / NULL /// NULL --- 0 --- -1.38 -1.12 1.11 1.10 -1.20 -1.18 -1.28 -1.52 -2.17 -2.38 -1.20 -1.15
AC005593.1 / NULL /// NULL --- 0 --- 1.10 1.37 1.36 1.05 -1.20 -1.12 1.43 1.36 2.41 1.42 2.17 1.67
AC005943.5 / NULL /// NULL --- 0 --- 1.04 -1.02 -1.08 -1.09 1.08 -1.06 -1.35 -1.15 -2.18 -2.07 -2.17 -2.57
AC006538.1 / NULL /// NULL --- 0 --- -1.12 -1.46 -1.29 -1.19 -3.16 -1.59 1.39 -1.05 3.56 1.75 1.59 1.79
AC007228.11 NULL /// NULL --- 0 --- 1.52 2.18 -3.33 -1.26 -1.53 -1.31 -3.06 -1.40 2.13 2.64 -2.12 -1.03
AC007359.6 / NULL /// NULL /// NULL /--- 0 --- 4.10 2.43 -1.95 -3.29 -1.28 1.61 -2.71 1.50 8.09 4.26 2.15 1.26
AC007365.3 / NULL /// NULL --- 0 --- -1.19 -4.01 1.30 -1.48 -1.19 1.02 1.16 2.84 1.57 1.37 1.41 1.70
AC007401.2 / NULL /// NULL --- 0 --- 2.34 1.83 -1.02 -1.01 1.03 -1.00 1.37 1.07 1.00 1.16 1.39 1.47
AC007405.4 / NULL /// NULL --- 0 --- -1.04 1.56 -1.19 -1.29 -1.28 -1.13 -1.90 -1.77 -1.51 1.14 1.32 1.66
AC007557.2 / NULL /// NULL --- 0 --- 1.83 -1.05 -1.60 1.35 -1.42 -2.14 -1.79 1.32 -1.86 1.30 1.64 1.57
AC007967.3 / NULL /// NULL /// NULL /--- 0 --- -3.15 -2.42 -2.18 -1.00 -1.33 2.49 -3.94 -3.03 -1.13 -1.67 -1.00 2.36
AC008746.12 NULL /// NULL --- 0 --- -2.96 -1.49 1.31 1.03 1.40 1.41 -1.05 -1.19 -2.10 -2.44 -2.27 -2.23
AC009120.6 / NULL /// NULL --- 0 --- -1.13 -1.08 1.02 1.04 1.12 1.00 1.16 1.07 1.44 1.19 1.34 1.35
AC009299.2 / NULL /// NULL --- 0 --- 1.07 -1.13 1.08 -1.42 -2.09 -1.21 1.23 -1.11 -1.44 -1.31 -1.62 -2.67
AC009948.5 / NULL /// NULL --- 0 --- 1.19 -1.03 1.11 1.06 1.01 1.33 -1.36 -1.08 -3.77 -2.58 -3.26 -3.01
AC010744.1 / NULL /// NULL --- 0 --- 1.46 1.22 -1.82 -1.98 1.98 1.18 -3.11 -1.15 -1.87 1.01 2.86 6.08
AC012146.7 / NULL /// NULL --- 0 --- -1.22 -1.14 1.19 1.69 1.08 -1.22 -1.14 -1.40 1.32 1.16 2.84 1.60
AC012146.7 / NULL /// NULL --- 0 --- 1.06 -1.02 1.07 1.07 -1.07 -1.25 1.19 1.24 1.58 1.23 1.98 1.96
AC012146.7 / NULL /// NULL --- 0 --- -1.16 -1.33 -1.08 1.03 -1.01 -1.12 1.01 1.22 1.54 1.26 1.71 1.79
AC012361.1 / NULL /// NULL --- 0 --- 1.71 1.15 2.12 -1.91 2.01 -2.60 1.20 2.27 3.92 3.82 -1.67 -1.10
AC013733.4 / NULL /// NULL --- 0 --- 2.64 1.21 1.97 2.15 -2.04 -5.59 -1.21 1.02 3.04 1.10 5.64 8.86
AC016909.1 / NULL /// NULL --- 0 --- 1.30 1.24 -1.10 -1.23 1.23 -1.06 -1.26 -1.48 -3.67 -2.71 -1.94 -1.68
AC017002.2 / NULL /// NULL --- 0 --- 1.39 1.06 1.06 1.07 1.60 1.56 1.66 1.21 1.19 1.05 -1.96 -1.54
AC018755.16 NULL /// NULL --- 0 --- -1.46 -1.35 1.67 1.40 -1.37 -1.09 -1.33 -1.19 1.67 1.11 -1.02 -1.35
AC020956.3 / NULL /// NULL --- 0 --- -1.10 1.31 -1.64 -3.08 1.08 1.28 1.23 1.24 5.05 7.71 2.57 3.18
AC027269.2 / NULL /// NULL --- 0 --- 1.81 1.66 -1.46 -2.10 -2.58 -1.23 1.26 1.45 3.67 2.01 4.18 -1.84
AC068535.4 / NULL /// NULL --- 0 --- -1.19 -1.69 1.30 1.08 -3.05 -1.48 -1.40 -1.22 1.91 -1.37 3.73 1.55
AC069277.2 / NULL /// NULL --- 0 --- 1.08 -1.03 -1.07 -1.07 1.05 1.06 1.04 1.02 -1.12 1.06 -2.14 -2.02
AC069278.4 / NULL /// NULL --- 0 --- 1.26 -1.04 -1.12 1.00 -1.33 -1.15 -1.66 1.29 -4.24 -3.15 -1.72 -1.35
AC073321.4 / NULL /// NULL --- 0 --- 1.18 1.12 -1.07 1.01 1.02 1.05 -1.02 1.12 1.98 1.93 1.90 1.70
AC074389.9 / NULL /// NULL --- 0 --- 1.03 1.05 1.03 1.20 1.07 1.05 1.26 1.40 -1.57 -1.34 -1.96 -1.71
AC079767.4 / NULL /// NULL --- 0 --- 1.35 2.02 -1.19 -1.54 1.34 2.76 1.07 1.60 5.15 2.24 1.22 -1.17
AC083843.1 / NULL /// NULL --- 0 --- 1.27 1.47 -1.67 -2.57 1.16 -1.15 1.46 2.29 -2.41 -1.59 -1.24 -2.07
AC083884.8 / NULL /// NULL --- 0 --- 1.05 1.02 -1.14 -1.10 1.08 1.12 -1.20 1.02 -1.51 -1.34 -1.83 -1.57
AC092155.4 / NULL /// NULL --- 0 --- 1.31 1.58 3.12 -1.71 -7.28 -2.30 -1.68 10.74 1.92 2.39 1.02 1.88
AC100830.4 / NULL /// NULL --- 0 --- -1.28 -1.56 -1.16 -1.04 1.71 1.40 -1.68 1.05 -3.04 -2.87 -1.93 -2.04
AC104667.3 / NULL /// NULL --- 0 --- 1.18 1.25 -1.79 1.07 1.49 1.55 1.24 -1.05 -7.03 -3.51 -2.10 -1.30
AC105402.4 / NULL /// NULL --- 0 --- 1.15 2.30 -1.26 -2.76 1.09 -3.93 -1.81 -1.12 -2.79 -1.42 2.45 9.55
AC139100.2 / NULL /// NULL --- 0 --- 1.00 1.19 -1.22 -1.22 -1.11 -1.01 -1.19 -1.26 1.46 1.48 1.28 1.43
AC145343.2 / NULL /// NULL /// NULL --- 0 --- 1.12 1.36 -1.19 1.11 1.69 1.28 -1.05 1.22 -1.12 -1.10 1.23 1.60
ACAA2 acetyl-CoA acyltransferase chr18q21.1  acetyl-CoA metabolic process --- -1.05 -1.02 1.02 1.10 1.01 -1.09 1.15 1.08 1.25 1.04 -1.32 -1.15
ACACA acetyl-CoA carboxylase alp chr17q21  tissue homeostasis Fatty_Acid_Synthesis // GenMAPP -1.07 -1.04 -1.03 1.05 -1.04 -1.01 1.04 1.10 1.17 1.22 1.21 1.34
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ACACA acetyl-CoA carboxylase alp chr17q21  tissue homeostasis Fatty_Acid_Synthesis // GenMAPP 1.06 1.08 1.05 1.19 1.09 1.05 -1.33 -1.23 1.02 1.02 2.02 1.87
ACACB acetyl-CoA carboxylase bet chr12q24.11  acetyl-CoA metabolic process Fatty_Acid_Synthesis // GenMAPP -1.12 -1.16 -1.14 1.03 -1.03 1.07 1.09 1.18 -1.92 -1.56 -1.93 -1.78
ACACB acetyl-CoA carboxylase bet chr12q24.11  acetyl-CoA metabolic process Fatty_Acid_Synthesis // GenMAPP -1.07 -1.22 1.07 1.06 1.11 1.02 -1.03 1.05 -1.99 -1.77 -2.14 -1.88
ACACB acetyl-CoA carboxylase bet chr12q24.11  acetyl-CoA metabolic process Fatty_Acid_Synthesis // GenMAPP -1.08 -1.22 1.08 1.07 1.06 1.03 -1.04 1.13 -2.11 -1.97 -2.15 -1.81
ACAD9 acyl-CoA dehydrogenase fachr3q21.3  metabolic process --- 1.02 -1.05 -1.02 1.20 -1.01 -1.04 1.11 1.12 1.02 -1.01 -1.58 -1.39
ACADM acyl-CoA dehydrogenase, Cchr1p31  liver development Fatty_Acid_Degradation // GenMAPP /// Mi 1.31 1.27 1.03 1.05 -1.29 1.16 -1.46 -1.12 -1.99 -1.83 -2.60 -3.40
ACADSB acyl-CoA dehydrogenase, shchr10q26.13  lipid metabolic process Fatty_Acid_Degradation // GenMAPP 1.43 1.33 1.07 -1.28 -1.03 -1.26 -1.13 -1.12 -5.51 -4.60 -6.86 -5.88
ACADSB acyl-CoA dehydrogenase, shchr10q26.13  lipid metabolic process Fatty_Acid_Degradation // GenMAPP 1.16 1.06 1.27 1.25 1.08 -1.06 1.08 -1.21 -1.05 1.15 -2.80 -4.06
ACADVL acyl-CoA dehydrogenase, v chr17p13.1  temperature homeostasis Fatty_Acid_Degradation // GenMAPP /// Mi 1.01 -1.07 1.08 1.24 1.07 -1.06 1.30 1.12 1.51 1.24 1.25 1.43
ACAP2 ArfGAP with coiled-coil, anchr3q29  regulation of ARF GTPase activity --- -1.04 -1.12 1.01 1.07 1.04 1.07 1.20 1.06 1.45 1.35 1.75 1.50
ACAT1 acetyl-CoA acetyltransferas chr11q22.3  liver development Synthesis_and_Degradation_of_Keton_Bodi 1.04 1.09 -1.01 -1.15 -1.07 -1.08 1.08 1.10 -1.04 -1.05 -1.25 -1.30
ACAT2 acetyl-CoA acetyltransferas chr6q25.3  lipid metabolic process --- -1.05 -1.05 -1.06 -1.01 1.05 1.04 1.14 1.05 1.62 1.48 2.58 2.86
ACBD3 acyl-CoA binding domain c chr1q42.12  lipid metabolic process --- 1.04 1.10 -1.13 -1.16 -1.23 -1.08 -1.16 -1.01 1.10 1.35 1.29 1.21
ACBD3 acyl-CoA binding domain c chr1q42.12  lipid metabolic process --- 1.11 1.10 1.07 1.14 -1.13 -1.08 -1.13 1.18 1.41 1.25 1.43 1.53
ACBD6 acyl-CoA binding domain c chr1q25.1 0 --- 1.02 1.02 -1.11 1.02 1.01 -1.10 1.26 1.16 -1.06 -1.19 -1.17 -1.26
ACCS 1-aminocyclopropane-1-car chr11p11  biosynthetic process --- -1.19 1.04 1.30 1.81 -1.09 -1.11 1.10 1.01 -1.03 1.04 -2.23 -1.98
ACE angiotensin I converting enzchr17q23.3  kidney development ACE-Inhibitor_pathway_PharmGKB // GenM 1.06 1.98 1.63 -2.97 1.72 -1.83 -1.69 -3.36 -4.00 -2.88 1.18 -1.61
ACER3 alkaline ceramidase 3 chr11q13.5  phospholipid metabolic process --- 1.21 1.27 1.09 1.11 1.08 1.20 1.10 -1.04 1.59 1.73 1.66 1.49
ACLY ATP citrate lyase chr17q21.2  citrate metabolic process Fatty_Acid_Synthesis // GenMAPP -1.29 -1.23 -1.02 1.04 1.04 -1.08 1.06 -1.03 1.57 1.45 1.87 2.12
ACLY ATP citrate lyase chr17q21.2  citrate metabolic process Fatty_Acid_Synthesis // GenMAPP -1.12 -1.08 1.01 1.14 1.06 -1.04 1.14 1.07 1.66 1.41 2.44 2.54
ACMSD aminocarboxymuconate semchr2q21.3  tryptophan catabolic process --- -1.44 2.05 -1.13 3.62 -1.25 -1.79 1.25 1.42 -1.11 -1.54 1.04 7.97
ACO1 aconitase 1, soluble chr9p21.1  tricarboxylic acid cycle --- 1.04 1.08 1.05 1.04 1.06 1.08 -1.05 1.01 1.38 1.38 1.50 1.38
ACO2 aconitase 2, mitochondrial chr22q13.2  generation of precursor metabolites and eKrebs-TCA_Cycle // GenMAPP -1.05 -1.07 1.04 1.15 1.18 1.05 1.12 1.03 1.34 1.22 1.11 1.21
ACOT1 /// ACacyl-CoA thioesterase 1 /// achr14q24.3  very long-chain fatty acid metabolic proc--- 1.04 -1.01 1.00 -1.12 1.03 1.04 -1.02 -1.11 -1.49 -1.39 -1.63 -1.46
ACOT11 acyl-CoA thioesterase 11 chr1p32.3  fatty acid metabolic process --- -1.28 1.09 -1.65 -1.14 1.56 2.06 -1.09 1.13 1.21 1.49 -1.91 -1.85
ACOT7 acyl-CoA thioesterase 7 chr1p36  lipid metabolic process --- -1.04 -1.03 -1.02 -1.03 1.12 -1.06 1.14 1.12 1.30 1.13 -1.28 -1.20
ACOT9 acyl-CoA thioesterase 9 chrXp22.11  acyl-CoA metabolic process --- -1.02 -1.04 1.04 1.11 1.10 1.01 1.16 1.01 1.31 1.18 1.21 1.17
ACOX1 acyl-CoA oxidase 1, palmitochr17q25.1  very long-chain fatty acid metabolic proc--- -1.11 -1.13 -1.01 -1.02 1.01 1.07 -1.31 -1.19 -1.41 -1.09 -1.12 1.01
ACOX1 acyl-CoA oxidase 1, palmitochr17q25.1  very long-chain fatty acid metabolic proc--- -3.61 -2.74 -1.78 -1.05 -1.39 -1.06 2.86 2.16 5.86 4.63 3.95 2.21
ACP1 acid phosphatase 1, soluble chr2p25  protein dephosphorylation --- -1.02 1.02 -1.02 1.02 1.08 -1.08 1.29 1.11 1.44 1.36 1.61 1.51
ACP1 acid phosphatase 1, soluble chr2p25  protein dephosphorylation --- -1.01 -1.00 1.07 1.01 1.15 -1.04 1.37 1.04 1.37 1.20 1.42 1.34
ACP2 acid phosphatase 2, lysosomchr11p11.2|11p12-p  skeletal system development --- 1.01 -1.06 -1.05 1.25 -1.00 -1.11 1.10 1.20 -1.10 -1.18 -1.48 -1.21
ACP6 acid phosphatase 6, lysophochr1q21  lipid metabolic process --- 1.07 -1.10 1.10 1.07 1.03 1.04 1.10 1.08 -1.46 -1.39 -1.63 -1.40
ACPL2 acid phosphatase-like 2 chr3q23 0 --- 1.14 1.03 1.24 1.30 1.10 -1.07 -1.08 -1.03 -1.32 -1.38 -1.32 -1.56
ACSBG2 acyl-CoA synthetase bubblechr19p13.3  long-chain fatty acid metabolic process --- 1.07 1.41 1.58 -1.18 -1.17 -1.44 -1.23 -1.08 -2.07 -2.11 -1.69 -1.29
ACSL1 acyl-CoA synthetase long-c chr4q35  long-chain fatty acid metabolic process Fatty_Acid_Degradation // GenMAPP /// Mi 1.07 1.16 1.21 1.17 1.10 -1.15 -1.41 -1.42 -1.07 -1.00 1.40 1.07
ACSL1 acyl-CoA synthetase long-c chr4q35  long-chain fatty acid metabolic process Fatty_Acid_Degradation // GenMAPP /// Mi 1.08 1.03 -1.02 -1.06 -1.20 1.07 -1.14 -1.08 -1.35 1.02 1.23 1.08
ACSL5 acyl-CoA synthetase long-c chr10q25.1-q25.2  long-chain fatty acid metabolic process Fatty_Acid_Degradation // GenMAPP 1.00 1.01 1.18 1.15 -1.02 -1.13 1.24 1.04 1.72 1.22 1.73 1.32
ACSL5 acyl-CoA synthetase long-c chr10q25.1-q25.2  long-chain fatty acid metabolic process Fatty_Acid_Degradation // GenMAPP -1.18 -1.20 1.19 1.16 1.05 -1.06 -1.11 -1.10 1.43 1.14 1.23 1.08
ACSL6 acyl-CoA synthetase long-c chr5q31  response to hypoxia Fatty_Acid_Degradation // GenMAPP 1.63 1.01 -5.01 -1.22 1.01 -1.38 -3.64 -4.47 6.96 5.73 3.41 4.14
ACSM2A acyl-CoA synthetase mediu chr16p12.3  fatty acid metabolic process --- -1.47 1.21 1.16 1.06 -1.29 -3.55 -1.27 1.38 2.04 -6.73 5.06 4.15
ACSM2A acyl-CoA synthetase mediu chr16p12.3  lipid metabolic process --- 5.23 2.60 1.31 -1.59 2.90 2.04 1.60 3.06 -1.13 -1.36 -3.62 1.71
ACSM2A /// Aacyl-CoA synthetase mediu chr16p12.3  lipid metabolic process --- -2.23 -4.66 -1.07 -1.22 -1.50 3.06 -1.86 -1.07 1.16 -1.02 -1.70 3.47
ACSM2A /// Aacyl-CoA synthetase mediu chr16p12.3  lipid metabolic process --- 7.14 10.88 -1.18 -1.46 -1.05 -2.92 1.51 3.41 2.25 -1.01 1.78 2.28
ACSM3 acyl-CoA synthetase mediu chr16p13.11  lipid metabolic process --- -1.20 1.12 1.66 1.08 -1.54 -1.36 -1.84 1.59 -1.13 -1.36 2.00 1.52
ACSM3 acyl-CoA synthetase mediu chr16p13.11  lipid metabolic process --- -1.18 -1.16 1.05 -1.83 3.47 -1.35 -1.66 -2.32 -1.01 -1.13 1.53 1.46
ACSS1 acyl-CoA synthetase short-cchr20p11.23-p11.21 ethanol oxidation --- 3.04 2.26 -1.54 -6.24 -2.48 -2.16 2.78 6.28 2.00 1.38 2.20 1.85
ACSS2 acyl-CoA synthetase short-cchr20q11.22  ethanol oxidation --- 1.10 -1.08 -1.10 1.05 1.28 1.18 1.19 1.02 2.10 1.75 4.88 5.83
ACSS3 acyl-CoA synthetase short-cchr12q21.31  metabolic process --- -4.12 -1.08 1.06 -4.93 1.71 1.34 1.07 1.51 4.07 2.15 1.33 1.15
ACTA2 actin, alpha 2, smooth muscchr10q23.3  apoptotic process Smooth_muscle_contraction // GenMAPP /// -1.12 -1.08 1.20 1.07 1.07 1.08 1.07 -1.06 1.09 -1.02 -2.12 -1.59
ACTC1 actin, alpha, cardiac muscle chr15q14  ATP catabolic process Smooth_muscle_contraction // GenMAPP /// 1.06 -1.01 1.09 1.27 -1.01 -1.11 -1.21 -1.14 -2.80 -2.40 -1.45 -2.45
ACTG1P4 /// actin, gamma 1 pseudogene chr1p21 /// chr1p21. carbohydrate metabolic process Calcium_regulation_in_cardiac_cells // GenM -1.19 -1.60 1.09 1.08 1.24 -1.03 1.02 1.06 -2.08 -1.62 -2.03 -1.24
ACTG1P4 /// actin, gamma 1 pseudogene chr1p21 /// chr1p21. carbohydrate metabolic process --- -1.11 -1.03 -1.03 -1.49 1.13 1.12 -1.20 -1.18 -1.47 -1.50 -3.03 -2.32
ACTL8 actin-like 8 chr1p36.2-p35 0 --- -1.13 -1.10 1.02 -1.04 1.33 1.39 -1.14 1.17 -1.13 -1.00 -2.85 -2.36
ACTN1 actinin, alpha 1 chr14q24|14q22-q24 platelet degranulation --- -1.03 -1.03 -1.05 -1.12 -1.06 1.06 -1.02 1.06 1.25 1.34 1.11 1.10
ACTN1 actinin, alpha 1 chr14q24|14q22-q24 platelet degranulation --- -1.25 -1.07 1.05 1.05 1.10 1.07 1.09 1.07 1.55 1.38 1.61 1.78
ACTN1 actinin, alpha 1 chr14q24|14q22-q24 platelet degranulation --- -1.14 -1.15 1.02 -1.02 1.13 1.02 1.22 1.01 1.86 1.54 2.27 2.56
ACTN2 actinin, alpha 2 chr1q42-q43  platelet degranulation Striated_muscle_contraction // GenMAPP -1.66 -1.04 -1.42 -1.01 -1.65 -2.52 3.31 1.92 6.53 2.46 1.23 -1.65
ACTR10 actin-related protein 10 homchr14q23.1  microtubule-based movement --- -1.01 1.05 -1.02 -1.04 1.06 1.01 -1.07 -1.00 -1.85 -1.57 -1.75 -1.84
ACTR1A ARP1 actin-related protein chr10q24.32  G2 --- -1.15 -1.14 1.01 -1.01 1.03 -1.04 -1.08 -1.08 1.10 1.03 1.07 1.22
ACTR1A ARP1 actin-related protein chr10q24.32  G2 --- -1.15 -1.10 -1.04 -1.03 1.02 -1.05 1.04 1.05 1.23 1.22 -1.24 -1.19
ACTR2 ARP2 actin-related protein 2chr2p14  cellular component movement --- -1.12 -1.17 1.03 1.04 1.20 -1.04 1.10 1.10 -1.22 -1.05 1.40 1.14
ACTR2 ARP2 actin-related protein 2chr2p14  cellular component movement --- -1.10 -1.13 1.08 1.06 1.10 -1.09 1.07 -1.03 1.10 1.11 1.45 1.30
ACTR3B ARP3 actin-related protein chr7q36.1  regulation of actin filament polymerizatio--- -1.02 -1.05 -1.14 -1.03 1.33 -1.03 -1.02 1.13 1.05 -1.04 1.09 1.31
ACTR3C ARP3 actin-related protein chr7q36.1  regulation of actin filament polymerizatio--- -1.06 -1.12 -1.01 1.19 1.05 1.07 1.05 1.17 1.35 1.40 -1.65 -1.54
ACTR8 ARP8 actin-related protein ---  DNA repair --- 1.02 1.09 1.08 1.00 -1.01 -1.05 -1.14 -1.28 -2.08 -1.72 -1.27 -1.22
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ACTR8 ARP8 actin-related protein ---  DNA repair --- -1.18 -1.12 1.01 1.18 1.04 1.01 1.11 1.14 1.08 1.04 1.31 1.41
ACTRT3 actin-related protein T3 chr3q26.2 0 --- 1.34 1.21 1.14 1.37 -1.10 -1.16 -1.23 1.02 -2.71 -2.42 -2.37 -2.93
ACVR1B activin A receptor, type IB chr12q13  G1 --- -1.04 -1.11 1.01 1.05 1.11 1.00 -1.01 -1.09 -1.16 -1.21 -1.05 -1.07
ACVR1C activin A receptor, type IC chr2q24.1  response to dietary excess --- -1.05 1.45 1.41 1.78 -3.92 -1.13 1.49 1.46 6.45 2.58 -1.28 -1.01
ACVR2A activin A receptor, type IIA chr2q22.3  gastrulation with mouth forming second --- -1.07 -1.28 1.13 1.11 1.02 -1.05 1.15 1.11 -1.56 -1.26 -1.34 1.00
ACVR2A activin A receptor, type IIA chr2q22.3  gastrulation with mouth forming second --- 1.03 -1.03 1.05 1.00 -1.09 1.08 -1.36 -1.10 -1.80 -1.37 -1.92 -1.95
ACVR2B activin A receptor, type IIB chr3p22  skeletal system development --- 3.71 3.19 1.46 1.24 1.38 1.56 1.40 1.22 -1.95 -2.10 -1.30 1.24
ACVR2B activin A receptor, type IIB chr3p22  skeletal system development --- 1.01 1.01 1.14 1.12 -1.00 1.01 -1.09 -1.01 -1.47 -1.43 -1.10 1.01
ACVR2B-AS ACVR2B antisense RNA 1 chr3p22.2 0 --- -1.24 -1.23 -1.13 -1.57 1.60 1.16 1.11 -1.23 -2.25 -1.35 -2.10 -1.81
ACYP2 acylphosphatase 2, muscle tchr2p16.2  phosphate-containing compound metabol--- -1.01 1.04 -1.00 -1.00 1.03 -1.06 -1.02 -1.06 -1.43 -1.23 -1.19 -1.22
ADA adenosine deaminase chr20q13.12  response to hypoxia --- 1.03 1.23 1.00 1.06 1.02 -1.12 1.57 1.39 1.51 1.11 1.73 1.75
ADA adenosine deaminase chr20q13.12  response to hypoxia --- 1.05 -1.17 1.14 1.33 -1.21 -1.11 1.55 1.27 1.69 1.69 1.53 1.51
ADAL adenosine deaminase-like chr15q15.3  purine nucleobase metabolic process --- 1.07 1.07 1.11 1.13 -1.01 -1.05 -1.04 1.04 -1.35 -1.57 -1.24 -1.12
ADAM10 ADAM metallopeptidase dochr15q22  in utero embryonic development Hypertrophy_model // GenMAPP -1.02 -1.02 1.04 -1.04 -1.12 1.01 1.32 1.25 1.45 1.36 1.78 1.98
ADAM12 ADAM metallopeptidase dochr10q26.3  proteolysis --- -1.50 -1.50 1.03 -1.17 -1.13 -1.67 -1.18 -1.14 -2.68 -2.61 -2.44 -4.62
ADAM12 ADAM metallopeptidase dochr10q26.3  proteolysis --- -1.06 -1.08 1.06 1.10 -1.02 1.01 1.13 1.14 1.10 1.23 -1.42 -1.32
ADAM12 ADAM metallopeptidase dochr10q26.3  proteolysis --- 1.08 -1.04 1.05 1.03 1.02 1.03 1.06 1.07 -1.07 -1.02 -1.81 -1.82
ADAM12 /// AADAM metallopeptidase dochr10q26.2 /// chr10 proteolysis --- 1.25 1.16 1.03 -1.03 1.04 1.12 -1.03 -1.04 -1.08 -1.03 -1.47 -1.60
ADAM17 ADAM metallopeptidase dochr2p25  response to hypoxia --- -1.03 1.06 1.07 -1.05 1.03 1.06 -1.10 -1.08 -1.01 1.11 1.24 1.16
ADAM1A /// ADAM metallopeptidase do--- 0 --- 1.08 -1.10 1.03 1.41 1.02 1.04 -1.39 -1.33 -2.57 -2.12 -4.08 -2.72
ADAM22 ADAM metallopeptidase dochr7q21  proteolysis --- 1.11 1.41 -1.04 -1.27 -1.04 -1.01 -1.01 -1.19 -1.72 -1.53 -2.52 -2.69
ADAM22 ADAM metallopeptidase dochr7q21  proteolysis --- 1.29 1.36 1.42 -1.23 1.13 -1.15 -1.30 -1.42 -1.29 -1.10 -1.83 -2.37
ADAM22 ADAM metallopeptidase dochr7q21  proteolysis --- 1.39 1.15 1.07 1.08 1.04 -1.12 1.57 1.36 -1.11 1.12 -2.17 -2.11
ADAM22 ADAM metallopeptidase dochr7q21  proteolysis --- 1.11 -1.16 1.14 1.49 1.02 -1.06 1.07 1.03 -1.48 -1.14 -2.25 -2.13
ADAM28 ADAM metallopeptidase dochr8p21.2  proteolysis --- -37.33 -2.32 -2.14 2.25 1.49 7.95 -4.56 -1.06 -1.12 1.13 7.77 4.63
ADAM28 ADAM metallopeptidase dochr8p21.2  proteolysis --- 1.01 1.89 1.36 1.12 1.34 1.06 -1.53 -1.52 2.18 4.52 -1.50 -1.45
ADAM30 ADAM metallopeptidase dochr1p12  proteolysis --- -1.54 -8.12 -1.22 -1.01 2.53 2.06 1.96 -3.38 1.44 -2.90 3.52 1.56
ADAM5 ADAM metallopeptidase dochr8p11.22  proteolysis --- 1.31 1.76 -1.26 -1.17 -1.45 -1.63 -1.54 1.16 1.31 -1.53 1.06 1.72
ADAM8 ADAM metallopeptidase dochr10q26.3  cell morphogenesis --- -1.03 -1.04 -1.80 -2.11 -3.41 1.19 1.14 1.27 -1.19 -1.17 1.28 -1.36
ADAMTS1 ADAM metallopeptidase w chr21q21.2  ovulation from ovarian follicle --- 1.44 1.36 1.12 1.18 -1.02 1.07 1.29 1.08 2.29 1.69 3.82 2.84
ADAMTS1 ADAM metallopeptidase w chr21q21.2  ovulation from ovarian follicle --- 1.21 1.19 -1.16 1.02 1.15 1.01 1.07 1.01 2.09 1.97 4.26 3.61
ADAMTS3 ADAM metallopeptidase w chr4q13.3  proteolysis --- 1.16 -1.00 1.16 1.26 -1.07 1.30 -1.22 -1.19 -2.05 -1.49 -1.93 -2.28
ADAMTS5 ADAM metallopeptidase w chr21q21.3  proteolysis --- 1.00 -1.01 1.07 1.02 1.12 1.01 -1.37 -1.16 -1.70 -2.12 -1.03 -1.20
ADAMTS5 ADAM metallopeptidase w chr21q21.3  proteolysis --- 1.04 -1.01 1.08 -1.13 -1.11 1.17 -1.55 -1.29 -1.92 -2.26 -1.28 -1.58
ADAMTS5 ADAM metallopeptidase w chr21q21.3  proteolysis --- -1.01 -1.08 1.17 1.21 1.12 -1.00 -1.38 -1.12 -1.36 -2.04 -1.15 -1.26
ADAMTS6 ADAM metallopeptidase w chr5q12  proteolysis --- 1.31 1.28 1.01 -1.13 -1.18 -1.10 -1.56 -1.32 1.25 -1.08 2.73 2.11
ADAMTS6 ADAM metallopeptidase w chr5q12  proteolysis --- 1.53 2.01 1.67 -2.06 -3.81 1.63 -1.04 1.05 -2.51 1.18 2.12 1.71
ADAMTSL1 ADAMTS-like 1 chr9p21.3 0 --- 1.46 1.34 -1.20 -2.37 1.34 1.63 1.18 -1.08 -1.56 1.31 -2.09 -2.10
ADAMTSL1 ADAMTS-like 1 chr9p21.3 0 --- -1.37 -1.21 1.45 1.20 1.26 -1.08 1.26 1.33 -1.22 -1.34 -1.32 -1.95
ADAMTSL3 ADAMTS-like 3 chr15q25.2 0 --- 1.76 1.00 1.08 1.00 2.40 1.08 -1.15 -1.07 3.51 2.98 1.55 -1.25
ADAMTSL4 ADAMTS-like 4 chr1q21.3  apoptotic process --- 1.31 1.09 -1.23 -1.04 1.49 1.57 1.22 -1.04 2.30 1.66 1.88 2.19
ADAP1 ArfGAP with dual PH domachr7p22.3  cell surface receptor signaling pathway --- 1.23 -1.08 1.41 1.27 1.24 -1.01 1.97 1.61 2.96 1.75 1.96 1.62
ADAP1 ArfGAP with dual PH domachr7p22.3  cell surface receptor signaling pathway --- 1.18 -1.04 1.03 -1.07 -1.03 -1.12 1.35 1.24 2.29 1.83 1.48 1.43
ADARB1 adenosine deaminase, RNA chr21q22.3  adenosine to inosine editing --- -1.09 -1.13 1.06 1.19 1.07 -1.04 1.12 1.07 1.22 1.14 1.11 1.16
ADAT1 adenosine deaminase, tRNAchr16q23.1  RNA processing --- -1.04 -1.07 -1.05 -1.15 -1.01 -1.05 -1.29 -1.11 -1.83 -1.61 -1.30 -1.16
ADAT2 adenosine deaminase, tRNAchr6q24.2  tRNA processing --- -1.05 -1.09 1.12 1.32 1.24 1.10 1.43 1.38 1.06 -1.09 1.24 1.26
ADCK1 aarF domain containing kin chr14q24.3  protein phosphorylation --- -1.00 -1.02 1.08 1.11 1.15 -1.21 1.05 1.34 -1.99 -2.34 -3.41 -3.19
ADCK2 aarF domain containing kin chr7q34  protein phosphorylation --- 1.38 1.21 1.24 -1.06 1.27 1.22 -1.10 -1.04 -2.06 -1.34 -1.72 -1.70
ADCY1 adenylate cyclase 1 (brain) chr7p13-p12  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 2.59 2.56 -2.18 -1.00 -2.66 -1.71 -2.69 -2.50 2.52 2.01 1.23 3.76
ADCY1 adenylate cyclase 1 (brain) chr7p13-p12  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 2.07 4.93 -1.16 1.09 -1.55 -3.05 6.24 6.35 1.73 -1.27 -1.77 -1.81
ADCY2 adenylate cyclase 2 (brain) chr5p15.3  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 5.97 1.51 1.06 -1.19 1.82 -3.45 -5.11 2.66 -1.76 -2.89 2.02 7.55
ADCY3 adenylate cyclase 3 chr2p23.3  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM -1.09 -1.14 -1.00 -1.23 1.03 1.05 -1.05 -1.09 -1.16 -1.20 -1.21 -1.12
ADCY3 adenylate cyclase 3 chr2p23.3  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 1.14 1.06 1.10 1.05 1.04 1.09 -1.12 -1.08 -1.19 -1.17 -1.33 -1.32
ADCY6 adenylate cyclase 6 chr12q12-q13  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 1.02 -1.30 1.09 1.21 -1.00 1.08 1.08 -1.01 1.19 1.12 1.02 1.26
ADCY9 adenylate cyclase 9 chr16p13.3  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM -1.02 -1.07 1.07 1.05 1.02 -1.16 1.14 1.19 1.49 1.09 1.20 1.38
ADCY9 adenylate cyclase 9 chr16p13.3  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 1.18 1.16 1.14 -1.03 -1.10 -1.04 -1.04 -1.08 -1.50 -1.54 -1.25 -1.42
ADD1 adducin 1 (alpha) chr4p16.3  cell morphogenesis --- 1.03 1.08 -1.15 -1.38 1.08 -1.01 -1.09 -1.26 -1.19 -1.22 -1.42 -1.53
ADD1 adducin 1 (alpha) chr4p16.3  cell morphogenesis --- 1.03 1.01 1.11 1.25 -1.06 -1.03 -1.25 -1.14 -1.61 -1.65 -1.65 -1.45
ADD1 adducin 1 (alpha) chr4p16.3  cell morphogenesis --- -1.02 1.02 1.03 -1.15 1.05 -1.10 -1.10 -1.07 -1.79 -1.83 -1.74 -1.71
ADD3 adducin 3 (gamma) chr10q25.2  response to drug --- -1.04 -1.07 1.20 1.20 1.07 1.26 -1.16 1.08 -1.78 -1.43 -1.88 -2.39
ADD3 adducin 3 (gamma) chr10q25.2 0 --- 1.17 1.11 1.11 1.07 -1.02 1.16 1.00 -1.06 -1.33 -1.08 -1.25 -1.61
ADD3 adducin 3 (gamma) chr10q25.2  response to drug --- -1.17 -1.21 -1.01 -1.08 1.01 1.14 1.03 1.22 -1.49 -1.28 -1.76 -1.59
ADD3 adducin 3 (gamma) chr10q25.2  response to drug --- -1.10 -1.03 1.13 1.15 -1.03 1.04 -1.04 1.10 -1.33 -1.11 -1.64 -1.52
ADH1B alcohol dehydrogenase 1B (chr4q23  ethanol oxidation --- -1.10 -1.23 -1.77 -7.47 1.18 -1.61 1.06 -1.08 -3.78 -2.91 8.09 8.78
ADH1B alcohol dehydrogenase 1B (chr4q23  ethanol oxidation --- 1.18 -1.63 1.50 1.21 1.01 1.69 -2.59 -1.83 -7.26 -2.32 1.05 2.24
ADH1B alcohol dehydrogenase 1B (chr4q23  ethanol oxidation --- 1.24 -1.28 -2.74 -2.49 4.00 4.36 1.62 2.78 1.16 -1.10 1.25 1.07
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ADH5 alcohol dehydrogenase 5 (clchr4q23  retinoid metabolic process --- 1.15 -1.05 1.01 1.11 1.04 1.09 -1.49 -1.26 -1.43 -1.37 -1.61 -1.93
ADH5 alcohol dehydrogenase 5 (clchr4q23  retinoid metabolic process --- 1.00 1.02 -1.05 -1.02 -1.03 -1.00 1.01 -1.03 1.12 1.15 1.18 1.21
ADI1 acireductone dioxygenase 1 chr2p25.3  sulfur amino acid metabolic process --- -1.02 1.00 1.05 1.00 -1.07 -1.13 1.15 1.08 -1.09 -1.08 1.10 1.01
ADI1 acireductone dioxygenase 1 chr2p25.3  sulfur amino acid metabolic process --- -1.01 1.06 -1.07 -1.10 -1.07 -1.03 -1.20 -1.04 -1.41 -1.10 1.05 1.07
ADIPOR2 adiponectin receptor 2 chr12p13.31  lipid metabolic process --- -1.01 1.00 1.05 1.06 1.14 -1.01 1.00 -1.03 1.31 1.33 1.58 1.62
ADIRF adipogenesis regulatory factchr10q23.2  transcription, DNA-dependent --- -1.16 -1.15 1.01 1.03 1.09 -1.08 -1.01 -1.09 1.44 -1.04 1.71 1.29
ADK adenosine kinase chr10q22|10q11-q24 purine nucleobase metabolic process --- -1.05 -1.01 -1.03 1.03 1.02 -1.04 1.08 1.14 1.21 1.17 1.15 1.25
ADM adrenomedullin chr11p15.4  vasculogenesis Smooth_muscle_contraction // GenMAPP -1.10 -1.16 -1.06 -1.11 -1.15 -1.13 1.30 1.06 1.41 1.80 2.53 2.58
ADNP activity-dependent neuroprochr20q13.13  transcription, DNA-dependent --- -1.01 -1.12 -1.06 -1.02 1.04 1.12 -1.30 -1.15 -1.12 1.06 1.10 1.06
ADO 2-aminoethanethiol (cysteamchr10q21.3  oxidation-reduction process --- 1.03 1.07 1.03 -1.05 1.00 -1.06 -1.12 -1.07 -1.49 -1.21 -1.55 -1.37
ADORA2A ///adenosine A2a receptor /// Schr22q11.23  synaptic transmission, dopaminergic GPCRDB_Class_A_Rhodopsin-like // GenM -1.39 1.03 -1.10 1.11 1.23 1.03 1.13 1.21 2.03 1.66 1.39 1.97
ADORA2B adenosine A2b receptor chr17p12  activation of MAPK activity GPCRDB_Class_A_Rhodopsin-like // GenM 1.11 1.08 1.07 1.15 -1.03 -1.06 1.09 1.08 1.39 1.46 1.46 1.32
ADPRHL1 ADP-ribosylhydrolase like chr13q34  protein de-ADP-ribosylation --- 1.02 1.04 1.13 1.07 1.08 1.10 1.14 1.25 -1.58 -1.57 -2.03 -1.87
ADPRHL2 ADP-ribosylhydrolase like 2chr1p34.3 0 --- -1.19 -1.19 -1.03 1.02 1.08 -1.07 1.29 1.29 1.62 1.40 1.65 1.94
ADPRM ADP-ribose/CDP-alcohol d chr17p13.1 0 --- 1.10 1.01 1.10 -1.00 1.04 -1.04 1.28 1.32 1.21 1.10 1.47 1.37
ADPRM ADP-ribose/CDP-alcohol d chr17p13.1 0 --- -1.08 -1.23 1.12 1.10 1.22 1.22 1.15 -1.11 1.09 1.08 1.45 1.30
ADRA2A adrenoceptor alpha 2A chr10q25.2  positive regulation of cytokine productionGPCRDB_Class_A_Rhodopsin-like // GenM -1.23 -1.16 -1.20 -1.08 1.22 1.17 -1.66 -1.39 -2.43 -2.66 -2.87 -3.64
ADRB1 adrenoceptor beta 1 chr10q25.3  positive regulation of heart rate by epinepCalcium_regulation_in_cardiac_cells // GenM 2.22 2.45 -1.16 -3.17 1.06 -1.55 1.23 1.62 -2.08 1.22 -1.55 -2.46
ADRB1 adrenoceptor beta 1 chr10q25.3  positive regulation of heart rate by epinepCalcium_regulation_in_cardiac_cells // GenM 1.23 3.34 6.22 2.95 -3.09 -4.21 -1.65 -1.00 -1.98 -1.83 1.08 2.08
ADRB2 adrenoceptor beta 2, surfacechr5q31-q32  regulation of systemic arterial blood pres Calcium_regulation_in_cardiac_cells // GenM -1.21 -1.21 -1.39 -1.28 1.03 1.18 -1.35 1.19 -1.09 -1.03 1.48 1.41
ADRB3 adrenoceptor beta 3 chr8p12  diet induced thermogenesis Calcium_regulation_in_cardiac_cells // GenM -1.29 -3.79 -3.26 -1.89 -3.27 -3.77 1.02 -2.94 1.36 -1.72 1.20 -1.14
ADRBK2 adrenergic, beta, receptor kichr22q12.1  protein phosphorylation --- 1.24 -1.04 1.38 1.03 1.13 -2.23 1.19 -1.42 1.94 1.39 1.67 -1.36
ADRBK2 adrenergic, beta, receptor kichr22q12.1  protein phosphorylation --- -1.09 -1.18 -1.39 1.06 -1.39 -1.18 1.16 1.09 1.25 1.51 1.40 2.04
ADRBK2 adrenergic, beta, receptor kichr22q12.1  protein phosphorylation --- 1.15 1.12 1.32 -1.06 -1.36 1.40 2.96 1.64 -1.20 -1.10 1.65 -1.18
ADRM1 adhesion regulating molecu chr20q13.33  transcription elongation from RNA polym--- -1.01 -1.11 -1.20 1.06 -1.09 -1.15 1.19 1.08 1.38 -1.02 1.16 1.17
ADSL adenylosuccinate lyase chr22q13.2  response to hypoxia Nucleotide_Metabolism // GenMAPP -1.00 1.07 -1.05 1.00 1.03 -1.02 1.14 1.06 -1.12 -1.26 -1.22 -1.22
ADSL adenylosuccinate lyase chr22q13.2  response to hypoxia Nucleotide_Metabolism // GenMAPP -1.01 -1.01 1.06 1.04 1.08 1.01 1.14 -1.01 -1.09 -1.38 -1.23 -1.18
ADSS adenylosuccinate synthase chr1q44  immune system process Nucleotide_Metabolism // GenMAPP 1.10 1.31 -1.02 1.02 1.18 1.25 -1.09 1.06 -1.52 -1.13 -1.39 -1.26
ADSS adenylosuccinate synthase chr1q44  immune system process --- -1.14 -1.14 1.03 -1.07 1.30 1.11 -1.04 -1.06 -1.40 -1.42 -1.58 -1.63
ADSSL1 adenylosuccinate synthase l chr14q32.33  immune system process --- 1.05 -1.05 1.07 1.16 1.06 -1.10 1.29 1.15 1.33 1.26 1.49 1.81
AEBP2 AE binding protein 2 chr12p12.3  transcription, DNA-dependent --- 1.30 1.37 1.06 1.19 -1.16 1.35 1.13 1.00 1.10 1.44 1.68 1.28
AEN apoptosis enhancing nucleaschr15q26.1  apoptotic process --- -1.06 1.09 -1.10 -1.17 1.13 -1.07 1.24 1.25 1.42 1.07 1.12 -1.13
AF001548.5 //NULL /// NULL --- 0 --- -1.41 -1.04 1.06 -1.15 -1.61 -1.32 -2.06 -1.05 1.30 1.32 1.61 1.40
AF131215.4 //NULL /// NULL --- 0 --- -3.82 1.07 -4.89 -1.54 -13.78 -6.03 1.20 1.44 1.03 -1.94 4.21 1.36
AFAP1L1 actin filament associated prochr5q32 0 --- -1.20 -1.00 1.38 1.21 1.24 1.10 1.41 -1.09 2.65 2.69 2.23 2.68
AFAP1L1 actin filament associated prochr5q32 0 --- -1.09 -1.04 -1.04 1.01 -1.38 -1.01 -1.07 -1.10 2.22 1.84 1.06 1.20
AFF1 AF4/FMR2 family, memberchr4q21  regulation of transcription, DNA-depende--- 1.04 1.08 -1.00 1.06 -1.11 -1.02 -1.01 -1.02 -1.06 -1.06 -1.11 -1.31
AFF4 AF4/FMR2 family, memberchr5q31  transcription, DNA-dependent --- 1.01 -1.71 1.36 1.17 -1.16 1.14 1.04 1.22 1.93 1.60 3.07 3.91
AFF4 AF4/FMR2 family, memberchr5q31  transcription, DNA-dependent --- 1.17 -1.14 1.24 1.12 1.00 -1.01 1.52 1.21 -1.70 -1.07 -2.61 -1.94
AFG3L1P AFG3 ATPase family membchr16q24.3  proteolysis --- 1.16 1.00 -1.04 1.07 1.33 1.30 1.18 1.15 -1.70 -1.60 -1.48 -1.23
AFG3L2 AFG3 ATPase family membchr18p11  proteolysis --- -1.01 -1.03 1.03 1.01 1.22 1.12 1.18 1.02 1.14 1.11 1.21 1.14
AFM afamin chr4q13.3  transport --- 1.86 -1.45 -1.04 -12.10 -3.36 -2.69 -4.18 1.24 1.24 -1.10 2.67 2.85
AFMID arylformamidase chr17q25.3  tryptophan catabolic process --- 1.01 -1.04 -1.01 1.27 -1.00 -1.27 -1.02 1.06 -1.29 -1.34 -1.46 -1.13
AFTPH aftiphilin chr2p14  transport --- -1.10 -1.12 -1.00 -1.06 1.07 -1.01 1.10 -1.10 1.16 1.09 1.25 1.29
AGA aspartylglucosaminidase chr4q34.3  proteolysis --- 1.03 -1.03 -1.06 1.15 -1.03 -1.04 1.01 1.10 -1.15 -1.04 -1.38 -1.15
AGA aspartylglucosaminidase chr4q34.3  proteolysis --- 1.23 1.08 -1.02 -1.00 -1.16 1.04 -1.12 -1.05 -1.27 -1.03 -1.57 -1.49
AGAP1 ArfGAP with GTPase domachr2q37  GTP catabolic process --- 1.08 -1.05 1.04 1.04 1.07 1.08 -1.01 1.11 1.00 1.00 1.13 1.44
AGAP1 ArfGAP with GTPase domachr2q37  GTP catabolic process --- 1.02 1.04 1.21 1.07 1.21 -1.14 1.04 -1.23 1.03 -1.05 1.31 1.30
AGAP3 ArfGAP with GTPase domachr7q36.1  protein import into nucleus, translocation--- 1.09 -1.00 1.05 1.23 1.05 -1.02 1.22 1.11 1.42 1.24 1.24 1.18
AGAP9 ArfGAP with GTPase domachr10q11.22  regulation of ARF GTPase activity --- 1.24 -1.15 1.51 1.42 1.33 1.61 1.08 1.40 -3.31 -2.40 -1.26 -1.30
AGBL1 ATP/GTP binding protein-l chr15q25.3  proteolysis --- -1.05 -1.23 1.32 1.46 -1.22 1.16 1.06 1.16 -3.87 -2.25 1.20 -1.21
AGBL2 ATP/GTP binding protein-l chr11p11.2  proteolysis --- 1.14 1.08 1.77 2.37 -5.62 -1.30 -1.38 -1.76 2.26 1.17 -1.23 -1.11
AGBL5 ATP/GTP binding protein-l chr2p23.3  proteolysis --- -1.02 -1.13 -1.05 -1.06 -1.10 -1.14 -1.07 -1.10 -1.01 -1.00 -1.45 -1.20
AGBL5 ATP/GTP binding protein-l chr2p23.3  proteolysis --- -1.05 -1.07 1.04 1.05 -1.03 -1.17 -1.01 1.05 -1.12 -1.12 -1.42 -1.36
AGFG1 ArfGAP with FG repeats 1 chr2q36.3  mRNA export from nucleus --- 1.05 -1.02 1.03 -1.03 1.07 1.07 1.04 1.13 1.01 1.22 1.38 1.24
AGFG2 ArfGAP with FG repeats 2 chr7q22.1  regulation of ARF GTPase activity --- 1.02 -1.00 1.02 -1.28 1.02 1.00 -1.25 -1.07 -1.68 -1.71 -1.75 -2.08
AGFG2 ArfGAP with FG repeats 2 chr7q22.1  regulation of ARF GTPase activity --- -1.42 -1.04 -1.07 1.76 -1.63 -1.49 1.75 1.68 1.86 1.99 1.18 1.61
AGGF1 angiogenic factor with G pachr5q13.3  angiogenesis --- 1.16 1.05 1.03 -1.02 -1.06 1.09 -1.19 -1.15 -1.51 -1.20 -1.31 -1.14
AGGF1 angiogenic factor with G pachr5q13.3  angiogenesis --- -1.20 -1.11 1.07 1.18 -1.01 -1.08 -1.10 -1.05 -1.06 1.09 1.02 1.15
AGK acylglycerol kinase chr7q34  protein kinase C-activating G-protein cou--- 1.02 1.06 1.01 -1.13 -1.14 -1.06 -1.20 1.05 -1.59 -1.41 -1.37 -1.20
AGK acylglycerol kinase chr7q34  protein kinase C-activating G-protein cou--- 1.17 1.16 1.03 1.04 -1.14 -1.03 -1.05 -1.15 -1.67 -1.48 -1.13 -1.26
AGL amylo-alpha-1, 6-glucosidaschr1p21  carbohydrate metabolic process Glycogen_Metabolism // GenMAPP 1.00 -1.03 -1.00 1.10 1.03 1.09 -1.06 -1.01 -1.86 -1.47 -1.85 -1.78
AGMAT agmatine ureohydrolase (ag chr1p36.21  polyamine metabolic process --- -1.04 -1.03 -1.03 -1.02 -1.04 -1.01 -1.11 1.08 -1.22 -1.07 -1.66 -1.69
AGO1 argonaute RISC catalytic cochr1p34.3  nuclear-transcribed mRNA catabolic proc--- 1.06 1.08 1.09 1.07 1.13 1.10 -1.04 -1.11 -1.42 -1.40 -2.21 -2.24
AGO2 argonaute RISC catalytic cochr8q24  transcription, DNA-dependent --- 1.05 1.13 1.04 1.11 1.03 1.02 1.09 1.07 2.09 1.55 1.91 1.63
AGO3 argonaute RISC catalytic cochr1p34  mRNA catabolic process --- -1.09 -1.19 1.10 1.10 -1.05 -1.13 1.01 -1.01 1.41 1.40 1.60 1.48
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AGPAT1 1-acylglycerol-3-phosphate chr6p21.3  positive regulation of cytokine production--- 1.18 1.09 -1.00 1.04 1.18 1.24 -1.01 -1.03 -1.05 -1.06 -1.00 1.09
AGPAT1 1-acylglycerol-3-phosphate chr6p21.3  positive regulation of cytokine production--- 1.01 1.01 1.03 -1.04 1.05 1.00 -1.01 -1.12 1.01 -1.07 1.23 1.19
AGPAT2 1-acylglycerol-3-phosphate chr9q34.3  positive regulation of cytokine production--- 1.06 1.01 -1.06 -1.21 -1.26 -1.03 1.03 -1.06 1.61 1.20 1.47 1.33
AGPAT2 1-acylglycerol-3-phosphate chr9q34.3  positive regulation of cytokine production--- -1.07 -1.12 -1.09 -1.06 -1.01 -1.09 -1.01 -1.01 1.34 1.20 1.63 1.50
AGPAT3 1-acylglycerol-3-phosphate chr21q22.3  lipid metabolic process --- -1.11 -1.04 -1.08 -1.01 1.00 -1.07 -1.29 -1.16 -2.14 -1.97 -1.45 -1.28
AGPAT3 1-acylglycerol-3-phosphate chr21q22.3  lipid metabolic process --- -1.07 -1.03 1.06 1.14 1.04 -1.05 -1.00 1.03 1.34 1.22 1.02 1.07
AGPAT3 1-acylglycerol-3-phosphate chr21q22.3  lipid metabolic process --- -1.02 -1.00 1.10 1.11 1.24 1.06 -1.16 -1.09 -1.09 -1.44 1.14 1.10
AGPAT4 1-acylglycerol-3-phosphate chr6q26  lipid metabolic process --- -1.12 -1.26 1.18 1.11 1.42 1.13 -1.07 -1.17 1.05 1.23 1.31 1.49
AGPAT4 1-acylglycerol-3-phosphate chr6q26  lipid metabolic process --- -1.22 -1.30 1.03 1.17 1.07 -1.07 1.10 1.12 -1.68 -1.50 -3.34 -2.26
AGPAT6 1-acylglycerol-3-phosphate chr8p11.21  glandular epithelial cell maturation --- -1.45 -1.27 -1.09 -1.08 1.16 -1.15 -1.21 1.00 -1.08 -1.15 -1.23 -1.16
AGPAT9 1-acylglycerol-3-phosphate chr4q21.23  lipid metabolic process --- 1.14 1.17 1.08 -1.16 -1.03 1.17 -1.05 -1.20 1.87 1.61 -1.13 -1.19
AGPS alkylglycerone phosphate sychr2q31.2  lipid metabolic process --- 1.05 1.01 1.06 1.04 1.01 1.09 -1.25 -1.06 -1.62 -1.42 -1.98 -1.82
AGPS alkylglycerone phosphate sychr2q31.2  lipid metabolic process --- 1.08 -1.02 1.04 -1.13 -1.07 1.01 1.17 1.02 1.08 1.08 1.50 1.34
AGPS alkylglycerone phosphate sychr2q31.2  lipid metabolic process --- 1.29 1.27 1.05 -1.17 -1.20 -1.07 -1.10 1.01 -1.76 -1.67 -1.63 -2.12
AGPS alkylglycerone phosphate sychr2q31.2  lipid metabolic process --- -1.08 1.04 1.09 1.06 1.07 1.01 -1.13 -1.15 -1.25 -1.09 -1.13 -1.07
AGR2 anterior gradient 2 homologchr7p21.3  mucus secretion --- 1.25 1.47 -1.60 -1.52 1.20 1.80 -1.64 1.07 -7.70 -2.08 -13.22 -8.52
AGRN agrin chr1p36.33  retinoid metabolic process --- -1.07 -1.08 -1.01 1.04 1.02 -1.02 1.13 1.15 1.25 1.17 1.06 1.20
AGRN agrin chr1p36.33  retinoid metabolic process --- -1.03 -1.10 1.03 1.04 1.08 1.03 1.17 1.14 1.20 1.11 1.05 1.22
AGTPBP1 ATP/GTP binding protein 1chr9q21.33  eye photoreceptor cell differentiation --- -1.04 -1.16 1.52 1.24 -1.27 -1.04 -1.63 -1.58 -1.93 -1.49 -1.58 -1.35
AGTR2 angiotensin II receptor, typechrXq22-q23  kidney development ACE-Inhibitor_pathway_PharmGKB // GenM 1.00 -1.01 -1.09 -1.03 -1.07 1.27 1.30 1.21 -1.54 -1.13 -2.21 -2.02
AGTRAP angiotensin II receptor-asso chr1p36.22  response to hypoxia --- 1.11 -1.42 -1.13 -1.10 -1.50 -1.01 1.06 1.51 2.53 1.90 6.61 6.51
AGTRAP angiotensin II receptor-asso chr1p36.22  response to hypoxia --- 1.03 -1.11 -1.04 -1.01 1.04 -1.07 1.11 1.07 1.65 1.28 1.71 1.73
AGTRAP angiotensin II receptor-asso chr1p36.22  response to hypoxia MAPK_Cascade // GenMAPP -1.16 -1.30 1.03 -1.02 1.16 -1.02 1.02 1.12 1.39 1.28 1.65 1.68
AGXT2 alanine--glyoxylate aminotr chr5p13  pyrimidine nucleobase metabolic process--- -1.57 -3.31 -1.33 1.09 2.49 1.45 -1.25 -1.45 5.95 19.65 -1.27 -1.23
AHCTF1 AT hook containing transcr chr1q44  M phase of mitotic cell cycle --- 1.05 1.14 1.05 -1.09 1.02 -1.12 1.08 1.04 1.14 1.11 1.63 1.40
AHCYL2 adenosylhomocysteinase-likchr7q32.1  one-carbon metabolic process --- 1.00 -1.06 1.11 1.18 1.04 1.13 -1.01 -1.11 -1.23 1.09 -1.18 -1.29
AHI1 Abelson helper integration schr6q23.3  morphogenesis of a polarized epithelium --- 1.10 1.01 1.11 1.13 1.09 1.12 1.20 -1.06 1.14 1.27 1.83 1.61
AHI1 Abelson helper integration schr6q23.3  morphogenesis of a polarized epithelium --- -1.33 1.22 -1.18 -1.68 1.29 1.48 1.68 3.75 -1.47 -1.54 -7.51 -1.47
AHI1 Abelson helper integration schr6q23.3  morphogenesis of a polarized epithelium --- 1.01 1.02 -1.01 -1.04 1.13 1.05 1.07 1.06 -1.04 -1.04 -1.30 -1.26
AHNAK AHNAK nucleoprotein chr11q12.2  nervous system development --- -1.03 -1.03 -1.04 -1.03 -1.10 -1.05 -1.04 -1.06 -1.55 -1.53 -1.50 -1.43
AHNAK AHNAK nucleoprotein chr11q12.2  nervous system development --- -1.20 -1.31 1.36 1.28 1.47 1.27 1.06 1.16 -1.69 -1.84 -1.74 -1.28
AHNAK AHNAK nucleoprotein chr11q12.2  nervous system development --- 1.00 -1.13 -1.11 -1.10 -1.07 -1.26 1.30 1.15 1.84 1.81 1.38 1.40
AHNAK AHNAK nucleoprotein chr11q12.2  nervous system development --- -1.67 1.32 1.18 1.07 1.32 1.71 -1.06 1.62 1.13 1.21 -1.67 -1.31
AHNAK AHNAK nucleoprotein chr11q12.2  nervous system development --- -1.13 1.05 -1.26 -1.42 -1.06 1.17 -1.08 -1.14 -1.64 -1.67 -1.54 -1.58
AHNAK2 AHNAK nucleoprotein 2 chr14q32.33 0 --- 1.09 -1.03 1.05 1.25 -1.05 -1.03 1.03 1.06 -1.36 -1.07 -1.53 1.08
AHNAK2 AHNAK nucleoprotein 2 chr14q32.33 0 --- -1.12 -1.02 1.16 1.03 1.25 1.10 1.15 -1.02 -1.60 -1.39 -1.56 -1.11
AHRR aryl-hydrocarbon receptor r chr5p15.3  negative regulation of transcription from --- -1.08 -1.02 1.06 1.02 -1.22 -1.00 -1.22 1.20 -2.75 -2.32 -1.60 -1.74
AICDA activation-induced cytidine chr12p13  mRNA processing --- 1.95 7.53 1.98 -2.88 -1.01 1.15 1.40 -1.42 16.53 3.73 1.33 -1.29
AIF1L allograft inflammatory factochr9q34.13-q34.3 0 --- -1.09 -1.26 -1.21 -1.09 1.09 -1.12 1.01 1.02 -1.36 -1.39 -1.80 -1.97
AIF1L allograft inflammatory factochr9q34.13-q34.3 0 --- -1.03 -1.07 1.02 -1.02 1.00 1.00 1.02 1.10 -1.15 -1.03 -1.37 -1.23
AIFM2 apoptosis-inducing factor, mchr10q22.1  apoptotic process --- -1.01 -1.11 1.10 1.06 1.18 1.15 1.06 1.08 1.30 1.27 1.50 1.51
AIFM2 apoptosis-inducing factor, mchr10q22.1  apoptotic process --- 1.12 -1.00 -1.06 1.13 1.16 1.00 1.30 1.35 1.20 1.10 1.25 1.41
AIFM3 apoptosis-inducing factor, mchr22q11.21  apoptotic process --- -1.65 -1.07 1.34 1.15 4.03 1.53 7.96 4.81 1.76 1.64 -1.31 -1.23
AIG1 androgen-induced 1 chr6q24.2 0 --- -1.03 -1.09 1.01 -1.02 -1.02 1.03 1.06 -1.11 -1.20 -1.10 -1.73 -1.77
AIG1 androgen-induced 1 chr6q24.2 0 --- 1.75 1.34 -1.35 -1.08 -1.50 -1.17 1.56 1.31 1.07 1.16 1.32 1.43
AIM1 absent in melanoma 1 chr6q21 0 --- 1.32 1.34 -1.06 -1.01 -1.13 -1.12 -1.17 1.14 -1.03 1.30 1.23 1.53
AIM2 absent in melanoma 2 chr1q22  activation of innate immune response --- 1.84 4.11 -1.97 2.86 1.01 -1.68 1.57 3.44 3.51 2.43 1.35 1.43
AIMP1 aminoacyl tRNA synthetasechr4q24  angiogenesis --- 1.16 1.16 -1.07 -1.09 -1.11 1.01 -1.19 -1.09 -1.14 -1.09 -1.23 -1.43
AIMP1 aminoacyl tRNA synthetasechr4q24  angiogenesis --- 1.04 1.06 1.11 1.04 1.09 1.11 -1.03 -1.05 1.13 1.33 -1.05 -1.08
AIMP2 aminoacyl tRNA synthetasechr7p22  translation Translation_Factors // GenMAPP -1.05 -1.02 -1.05 -1.01 -1.01 -1.01 -1.07 -1.08 -1.24 -1.38 -1.10 -1.10
AIMP2 aminoacyl tRNA synthetasechr7p22  translation Translation_Factors // GenMAPP -1.08 -1.02 -1.04 -1.00 -1.03 -1.03 -1.13 -1.10 -1.33 -1.42 -1.09 -1.07
AIP aryl hydrocarbon receptor inchr11q13.3  protein peptidyl-prolyl isomerization --- -1.11 -1.21 -1.03 -1.02 1.10 1.01 1.17 1.10 1.17 1.29 1.51 1.70
AIP aryl hydrocarbon receptor inchr11q13.3  protein peptidyl-prolyl isomerization --- -1.08 -1.04 -1.05 -1.03 1.08 -1.04 1.23 -1.02 1.54 1.24 1.17 1.49
AJUBA ajuba LIM protein chr14q11.2  negative regulation of transcription from --- 1.22 1.13 1.03 -1.12 -1.10 1.12 -1.29 -1.35 -1.56 -1.52 -1.09 -1.28
AJUBA ajuba LIM protein chr14q11.2  negative regulation of transcription from --- 1.25 1.27 1.09 -1.21 -1.04 1.03 -1.01 -1.16 -1.83 -1.94 -1.01 -1.13
AJUBA ajuba LIM protein chr14q11.2  negative regulation of transcription from --- -1.01 -1.11 1.08 1.02 -1.01 -1.04 1.19 1.34 -3.68 -3.44 -1.53 -1.73
AJUBA ajuba LIM protein chr14q11.2  negative regulation of transcription from --- -1.28 -1.22 -1.09 1.19 -1.06 1.25 1.50 1.42 3.05 1.88 1.70 1.73
AK1 adenylate kinase 1 chr9q34.1  nucleobase-containing compound metabo--- 1.01 1.08 1.08 -1.31 1.14 -1.01 -1.20 -1.18 1.25 1.19 1.45 1.42
AK2 adenylate kinase 2 chr1p34  liver development --- -1.04 1.03 1.15 1.04 -1.03 -1.06 1.03 1.02 -1.81 -1.50 -1.77 -1.91
AK2 adenylate kinase 2 chr1p34  liver development --- -1.11 -1.09 -1.08 -1.05 1.05 1.04 1.04 1.05 1.25 1.28 1.09 1.18
AK2 adenylate kinase 2 chr1p34  liver development --- -1.09 -1.09 -1.04 1.05 1.04 -1.15 1.29 1.15 1.67 1.34 1.32 1.32
AK3 adenylate kinase 3 chr9p24.1  nucleobase-containing compound metabo--- 1.19 1.18 1.04 1.04 1.03 1.01 -1.12 -1.18 -1.13 1.03 -1.29 -1.35
AK3 adenylate kinase 3 chr9p24.1  nucleobase-containing compound metabo--- 1.20 1.00 1.12 1.03 1.02 1.21 -1.24 -1.14 -1.23 -1.06 -1.54 -1.61
AK4 /// LOC1adenylate kinase 4 /// adeny chr1p31.3  liver development --- -1.18 -1.18 1.00 -1.08 -1.03 -1.12 1.13 -1.01 -1.02 1.12 1.27 1.30
AK5 adenylate kinase 5 chr1p31  nucleobase-containing compound metabo--- -1.67 -1.24 -1.16 -1.00 1.67 1.35 -1.72 1.03 -1.53 -3.20 -1.95 -1.59
AK7 adenylate kinase 7 chr14q32.2  inflammatory response to antigenic stimu--- -1.36 -1.15 1.00 1.24 -2.33 -1.22 -1.68 -2.08 1.99 1.25 2.17 2.83
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AK7 adenylate kinase 7 chr14q32.2  inflammatory response to antigenic stimu--- 1.16 -1.01 -1.21 -1.21 1.32 1.10 1.01 -1.02 -3.31 -2.63 -3.07 -1.94
AK7 adenylate kinase 7 chr14q32.2  inflammatory response to antigenic stimu--- 1.12 1.01 1.05 -1.01 -1.10 -1.07 1.12 1.11 -1.85 -1.20 -1.97 -1.24
AK8 adenylate kinase 8 chr9q34.13  nucleobase-containing compound metabo--- 3.02 5.29 1.13 2.06 -1.41 -3.01 -1.56 2.47 -4.04 1.22 -1.01 1.19
AK9 adenylate kinase 9 chr6q21  nucleobase-containing compound metabo--- 1.08 1.11 1.30 -1.31 -1.13 -1.21 -1.47 -1.18 -3.50 -2.48 -2.99 -3.13
AKAP1 A kinase (PRKA) anchor prchr17q22  blood coagulation G_Protein_Signaling // GenMAPP 1.03 -1.05 1.01 1.06 1.03 1.05 1.03 1.02 -1.11 -1.05 -1.07 -1.14
AKAP10 A kinase (PRKA) anchor prchr17p11.1  signal transduction G_Protein_Signaling // GenMAPP -1.28 1.07 1.16 1.10 1.27 1.13 1.58 1.20 1.03 1.18 1.41 1.28
AKAP10 A kinase (PRKA) anchor prchr17p11.1  signal transduction G_Protein_Signaling // GenMAPP 1.01 1.15 1.04 -1.16 -1.00 -1.12 1.08 1.15 -1.02 1.43 1.29 1.21
AKAP11 A kinase (PRKA) anchor prchr13q14.11  intracellular protein kinase cascade G_Protein_Signaling // GenMAPP 1.73 2.06 1.48 1.32 1.73 1.83 1.55 1.05 -2.28 -4.30 -4.54 -2.47
AKAP12 A kinase (PRKA) anchor prchr6q24-q25  protein targeting G_Protein_Signaling // GenMAPP 1.05 1.07 -1.04 1.00 -1.03 1.14 -1.35 -1.32 2.11 1.96 3.23 3.08
AKAP12 A kinase (PRKA) anchor prchr6q24-q25  protein targeting G_Protein_Signaling // GenMAPP 1.05 1.20 -1.03 1.08 -1.25 -1.11 -1.27 -1.12 2.49 2.07 2.92 2.85
AKAP12 A kinase (PRKA) anchor prchr6q24-q25  protein targeting G_Protein_Signaling // GenMAPP 1.08 1.11 1.22 1.24 1.13 1.15 1.03 1.06 2.74 2.38 5.06 4.87
AKAP12 A kinase (PRKA) anchor prchr6q24-q25  protein targeting G_Protein_Signaling // GenMAPP 1.05 -1.02 1.02 1.15 -1.05 1.14 -1.19 -1.14 1.87 1.77 2.76 2.70
AKAP13 A kinase (PRKA) anchor prchr15q24-q25  apoptotic process --- -1.18 -1.12 1.14 -1.08 1.10 -1.00 -1.12 -1.02 -1.03 -1.07 1.31 1.44
AKAP17A A kinase (PRKA) anchor prchrXp22.33 and Yp  regulation of transcription, DNA-dependeBiogenic_Amine_Synthesis // GenMAPP 1.30 1.33 1.19 1.09 1.07 1.10 1.14 1.19 1.23 1.00 1.31 -1.02
AKAP2 /// PAA kinase (PRKA) anchor prchr9q31.3  regulation of cell shape G_Protein_Signaling // GenMAPP 1.01 -1.08 1.09 1.14 -1.05 1.21 -1.18 -1.08 1.45 1.34 1.05 -1.17
AKAP2 /// PAA kinase (PRKA) anchor prchr9q31.3  regulation of cell shape G_Protein_Signaling // GenMAPP 1.22 1.05 1.11 1.06 1.02 1.14 -1.20 1.06 1.22 1.28 1.55 1.38
AKAP5 A kinase (PRKA) anchor prchr14q23.3  energy reserve metabolic process G_Protein_Signaling // GenMAPP 1.29 1.42 1.13 1.03 -2.00 -1.71 -1.94 1.06 -1.38 -2.05 -2.32 -4.31
AKAP7 A kinase (PRKA) anchor prchr6q23  regulation of action potential G_Protein_Signaling // GenMAPP 1.12 1.21 -1.09 1.01 1.01 -1.00 -1.12 -1.14 -1.84 -1.72 -1.76 -2.12
AKAP8 A kinase (PRKA) anchor prchr19p13.1  transport G_Protein_Signaling // GenMAPP -1.06 -1.04 1.02 1.09 1.07 1.03 1.10 1.16 1.48 1.36 1.32 1.45
AKAP8 A kinase (PRKA) anchor prchr19p13.1  transport G_Protein_Signaling // GenMAPP -1.20 -1.25 1.03 1.11 1.02 -1.06 1.17 1.42 1.32 -1.02 1.72 1.61
AKAP8L A kinase (PRKA) anchor prchr19p13.12  phosphorylation --- -1.05 -1.23 -1.00 1.08 -1.08 1.08 1.30 1.20 1.09 -1.19 1.40 1.60
AKAP9 A kinase (PRKA) anchor prchr7q21-q22  G2 G_Protein_Signaling // GenMAPP 1.10 1.15 1.07 -1.00 1.05 1.02 1.03 -1.08 -1.54 -1.43 -1.32 -1.27
AKIP1 A kinase (PRKA) interactin chr11p15.3  substrate adhesion-dependent cell spreadi--- -1.00 -1.02 -1.07 -1.11 -1.10 -1.03 -1.05 -1.07 1.15 1.24 -1.08 1.02
AKIP1 /// NU A kinase (PRKA) interactin chr11p15.3 /// chr1q protein phosphorylation --- 1.17 1.17 -1.03 1.14 1.20 1.05 1.12 1.15 2.13 1.41 2.98 2.23
AKIRIN1 akirin 1 chr1p34.3 0 --- 1.22 1.04 1.20 1.08 1.08 -1.03 -1.05 -1.12 -1.08 1.03 1.34 1.03
AKIRIN1 akirin 1 chr1p34.3 0 --- -1.18 -1.21 1.00 -1.09 1.06 -1.06 1.11 1.05 1.01 1.04 1.27 1.07
AKIRIN2-AS NULL /// AKIRIN2 antisen --- 0 --- 1.38 1.30 1.04 -1.02 1.12 1.06 -1.02 -1.00 -1.14 -1.27 1.40 1.16
AKNA AT-hook transcription factochr9q32  transcription, DNA-dependent --- 1.08 1.11 1.01 1.45 -1.02 -1.23 1.86 1.85 1.73 1.58 1.62 1.86
AKNAD1 AKNA domain containing 1chr1p13.3 0 --- 3.47 2.12 1.33 -1.23 1.50 1.88 1.52 1.23 -5.14 -10.15 -2.33 -1.46
AKR1A1 aldo-keto reductase family 1chr1p33-p32  glucose metabolic process --- -1.13 -1.10 -1.03 1.02 1.08 -1.05 1.08 -1.00 1.23 1.20 1.24 1.37
AKR1C1 aldo-keto reductase family 1chr10p15-p14  retinoid metabolic process --- -1.08 1.03 -1.05 -1.03 1.04 -1.04 1.11 1.02 1.22 1.06 1.20 1.19
AKR1C1 aldo-keto reductase family 1chr10p15-p14  retinoid metabolic process --- 1.21 1.15 1.02 -1.32 1.10 1.21 -1.13 -1.01 -1.79 1.12 1.09 1.15
AKR1C1 aldo-keto reductase family 1chr10p15-p14  retinoid metabolic process --- -1.09 1.02 -1.04 -1.01 1.04 -1.08 1.15 1.06 1.37 1.09 1.25 1.24
AKR1C1 /// Aaldo-keto reductase family 1chr10p15-p14  retinoid metabolic process --- 1.17 1.19 1.05 1.02 -1.03 1.22 -1.51 -1.24 -1.27 -1.13 1.15 -1.02
AKR1C2 /// Laldo-keto reductase family 1chr10p15-p14  lipid metabolic process --- -1.05 1.01 -1.07 -1.03 1.03 -1.06 1.13 1.03 1.32 1.10 1.22 1.20
AKR1C2 /// Laldo-keto reductase family 1chr10p15-p14  lipid metabolic process --- -1.05 1.04 -1.04 1.01 1.04 -1.05 1.09 1.01 1.20 1.11 1.29 1.27
AKR1C3 aldo-keto reductase family 1chr10p15-p14  protein import into nucleus, translocation--- -1.08 -1.05 -1.06 -1.06 1.07 -1.01 1.02 -1.02 1.36 1.18 1.23 1.30
AKR7A3 aldo-keto reductase family 7chr1p36.13  cellular aldehyde metabolic process --- -1.04 -1.23 -1.03 -1.17 -1.02 1.00 -1.12 -1.24 -1.37 1.05 -1.31 -1.11
AKT2 v-akt murine thymoma viralchr19q13.1-q13.2  positive regulation of protein phosphoryl --- -1.47 -1.35 -1.36 -1.37 -1.04 -1.18 -1.04 1.12 1.68 1.41 1.31 1.72
AKT2 v-akt murine thymoma viralchr19q13.1-q13.2  positive regulation of protein phosphoryl --- -1.12 -1.17 -1.04 1.01 -1.03 -1.05 1.14 1.06 1.57 1.33 1.12 1.34
AKT3 v-akt murine thymoma viralchr1q44  mitochondrial genome maintenance Integrin-mediated_cell_adhesion_KEGG // G 1.03 -1.01 1.06 1.24 1.06 1.03 1.05 1.10 -1.36 -1.43 -1.64 -1.37
AL132709.8 / NULL /// NULL --- 0 --- -1.56 -1.17 2.23 4.73 1.76 2.85 1.25 -1.02 -1.28 -1.32 1.22 -1.80
AL773604.8 / NULL /// NULL --- 0 --- -1.45 1.34 1.27 1.49 1.00 1.03 1.12 1.24 -1.49 -2.66 -3.21 -2.09
AL928742.12 NULL /// NULL --- 0 --- 1.18 1.51 -1.01 -1.69 1.47 1.33 -1.04 1.01 1.31 1.63 -1.61 -1.52
ALAD aminolevulinate dehydratas chr9q33.1  porphyrin-containing compound metabol Heme_Biosynthesis // GenMAPP 1.07 1.10 -1.02 1.03 -1.14 1.02 -1.08 -1.04 -1.14 -1.01 -1.54 -1.27
ALAS1 aminolevulinate, delta-, syn chr3p21.1  porphyrin-containing compound metabol Heme_Biosynthesis // GenMAPP 1.04 1.03 1.04 1.04 -1.03 -1.02 -1.06 -1.02 1.20 1.19 1.54 1.48
ALB albumin chr4q13.3  platelet degranulation --- 1.45 1.05 -1.74 -1.37 2.11 1.17 -1.66 -1.22 1.15 12.38 2.85 1.75
ALCAM activated leukocyte cell adh chr3q13.1  cell adhesion --- 1.51 1.60 1.00 1.09 -1.32 -1.13 -1.29 1.48 2.28 1.87 1.43 1.06
ALCAM activated leukocyte cell adh chr3q13.1  cell adhesion --- -1.09 -1.07 1.05 1.01 -1.01 1.01 -1.20 -1.09 -1.55 -1.10 -1.02 -1.02
ALDH16A1 aldehyde dehydrogenase 16 chr19q13.33  metabolic process --- 1.04 -1.14 -1.11 1.23 1.01 -1.13 1.03 1.24 1.14 1.08 -1.37 -1.31
ALDH18A1 aldehyde dehydrogenase 18 chr10q24.3  glutamate metabolic process --- 1.10 1.14 1.05 -1.03 -1.03 -1.05 -1.04 -1.30 1.00 1.12 1.11 1.17
ALDH1A1 aldehyde dehydrogenase 1 fchr9q21.13  ethanol oxidation --- 3.72 -1.37 2.91 -2.92 -8.28 -5.09 1.15 6.09 -1.01 1.53 5.33 5.70
ALDH1A2 aldehyde dehydrogenase 1 fchr15q21.3  blood vessel development --- -1.39 1.04 1.08 1.24 1.00 -4.94 1.40 1.16 -1.01 1.43 -1.15 1.11
ALDH1A3 aldehyde dehydrogenase 1 fchr15q26.3  kidney development --- -1.00 -1.03 -1.08 -1.04 -1.03 1.03 -1.43 -1.20 -2.14 -1.72 -1.37 -1.61
ALDH1B1 aldehyde dehydrogenase 1 fchr9p11.1  carbohydrate metabolic process --- -1.19 -1.15 -1.07 1.12 1.02 -1.09 1.19 1.46 1.63 1.48 2.02 2.53
ALDH1L2 aldehyde dehydrogenase 1 fchr12q23.3  one-carbon metabolic process --- -1.09 1.09 -1.19 -1.31 1.04 1.12 1.03 -1.01 -1.48 -1.25 -1.69 -1.93
ALDH2 aldehyde dehydrogenase 2 fchr12q24.2  carbohydrate metabolic process --- -1.03 1.02 -1.00 1.02 1.03 -1.03 1.12 1.11 1.07 1.11 -1.24 -1.06
ALDH3A2 aldehyde dehydrogenase 3 fchr17p11.2  cellular aldehyde metabolic process --- -1.13 -1.11 1.04 -1.09 1.20 1.14 -1.04 -1.11 -1.93 -1.42 -1.30 -1.44
ALDH3A2 aldehyde dehydrogenase 3 fchr17p11.2  cellular aldehyde metabolic process --- 1.07 -1.01 -1.03 1.09 -1.08 1.06 -1.30 -1.17 -1.49 -1.23 -1.54 -1.44
ALDH3A2 aldehyde dehydrogenase 3 fchr17p11.2  cellular aldehyde metabolic process --- -1.10 -1.03 -1.06 -1.08 -1.01 -1.02 -1.03 1.03 -1.45 -1.15 -1.49 -1.37
ALDH3B1 aldehyde dehydrogenase 3 fchr11q13  alcohol metabolic process --- -1.02 -1.15 1.07 1.22 -1.00 1.02 1.30 1.07 -1.34 -1.35 -1.95 -1.48
ALDH3B1 aldehyde dehydrogenase 3 fchr11q13  alcohol metabolic process --- -1.08 -1.13 -1.02 1.05 1.02 -1.01 1.08 1.12 -1.37 -1.19 -1.78 -1.41
ALDH4A1 aldehyde dehydrogenase 4 fchr1p36  proline metabolic process --- -1.38 -1.58 1.16 1.42 1.03 1.25 1.03 -1.04 -1.14 1.26 -1.58 -1.66
ALDH5A1 aldehyde dehydrogenase 5 fchr6p22  glucose metabolic process --- 1.30 1.27 1.20 1.13 1.05 1.11 -1.02 -1.01 -3.61 -2.64 -2.69 -3.30
ALDH5A1 aldehyde dehydrogenase 5 fchr6p22  glucose metabolic process --- 1.03 -1.29 -1.14 -1.12 -1.17 -1.69 1.18 1.39 -1.45 -1.30 -1.23 -1.11
ALDH6A1 aldehyde dehydrogenase 6 fchr14q24.3  thymine catabolic process --- -1.03 -1.19 1.09 -1.16 -1.15 -1.10 1.07 -1.15 -2.11 -1.62 -1.81 -2.58

7 of 293



ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

ALDH6A1 aldehyde dehydrogenase 6 fchr14q24.3  thymine catabolic process --- 1.12 1.21 -1.17 -1.15 -1.13 -1.02 -1.30 -1.19 -1.65 -1.16 -1.56 -1.47
ALDH7A1 aldehyde dehydrogenase 7 fchr5q31  cellular aldehyde metabolic process --- 1.07 1.02 1.02 -1.02 1.03 1.00 1.07 -1.02 -1.05 1.01 -1.20 -1.08
ALDH7A1 aldehyde dehydrogenase 7 fchr5q31  cellular aldehyde metabolic process --- -1.00 -1.00 1.04 1.09 -1.01 -1.07 1.13 1.07 1.13 1.11 -1.19 -1.10
ALDH7A1 aldehyde dehydrogenase 7 fchr5q31  cellular aldehyde metabolic process --- 1.15 1.10 1.11 -1.01 1.03 1.10 -1.04 1.03 -1.29 -1.10 -1.40 -1.35
ALDH8A1 aldehyde dehydrogenase 8 fchr6q23.2  metabolic process --- -1.15 -1.23 1.56 1.63 1.44 1.75 2.21 1.67 2.04 2.08 3.82 3.33
ALDH9A1 aldehyde dehydrogenase 9 fchr1q23.1  kidney development --- 1.04 -1.09 -1.02 1.04 -1.03 1.03 -1.04 -1.02 -1.05 1.02 -1.14 -1.03
ALDOA aldolase A, fructose-bisphoschr16p11.2  platelet degranulation Glycolysis_and_Gluconeogenesis // GenMA -1.11 -1.03 -1.04 -1.01 1.01 -1.04 1.14 1.07 1.43 1.18 1.23 1.34
ALDOA aldolase A, fructose-bisphoschr16p11.2  platelet degranulation Glycolysis_and_Gluconeogenesis // GenMA -1.12 -1.03 -1.04 1.00 1.01 -1.06 1.17 1.08 1.40 1.14 1.27 1.36
ALDOA aldolase A, fructose-bisphoschr16p11.2  platelet degranulation Glycolysis_and_Gluconeogenesis // GenMA -1.06 -1.06 -1.04 -1.02 -1.11 1.08 -1.00 -1.11 1.29 1.30 1.33 1.47
ALDOB aldolase B, fructose-bisphoschr9q21.3-q22.2  liver development Glycolysis_and_Gluconeogenesis // GenMA 1.28 -1.00 -2.49 -2.46 1.56 -1.12 2.37 1.42 2.30 1.47 -1.97 -1.45
ALDOC aldolase C, fructose-bisphoschr17cen-q12  response to hypoxia Glycolysis_and_Gluconeogenesis // GenMA -1.22 -1.25 1.12 1.20 1.12 1.12 1.28 1.19 2.19 2.25 3.86 4.97
ALG10 ALG10, alpha-1,2-glucosyltchr12p11.1  protein glycosylation --- 1.38 1.33 1.24 1.18 -1.00 1.21 -1.17 -1.09 1.06 -1.07 2.13 1.63
ALG10B ALG10B, alpha-1,2-glucosychr12q12  protein glycosylation --- 1.23 1.20 1.15 1.07 -1.28 1.05 -1.29 -1.07 -2.32 -1.92 -2.59 -3.04
ALG10B ALG10B, alpha-1,2-glucosychr12q12  protein glycosylation --- 1.21 1.23 1.06 -1.11 -1.01 1.29 -1.43 1.09 1.05 1.06 1.55 1.11
ALG10B ALG10B, alpha-1,2-glucosychr12q12  protein glycosylation --- 1.22 1.39 1.13 -1.23 -1.03 1.15 -1.57 -1.31 -2.19 -1.84 -2.37 -2.58
ALG13 ALG13, UDP-N-acetylgluc chrXq23  carbohydrate metabolic process --- 1.16 1.04 -1.01 -1.00 -1.12 1.12 -1.40 -1.18 -1.76 -1.51 -2.12 -2.49
ALG13 ALG13, UDP-N-acetylgluc chrXq23  carbohydrate metabolic process --- 1.13 1.19 -1.01 1.07 1.02 1.03 -1.08 -1.03 -1.28 -1.07 -1.27 -1.31
ALG13 ALG13, UDP-N-acetylgluc chrXq23  carbohydrate metabolic process --- -1.03 1.01 1.01 1.03 1.12 -1.05 -1.11 -1.11 -1.41 -1.21 -1.29 -1.34
ALG14 ALG14, UDP-N-acetylgluc chr1p21.3  dolichol-linked oligosaccharide biosynthe--- 1.12 -1.01 1.03 -1.00 1.07 1.02 -1.22 -1.17 -1.37 -1.24 -1.54 -1.50
ALG14 ALG14, UDP-N-acetylgluc chr1p21.3  dolichol-linked oligosaccharide biosynthe--- 1.04 -1.03 -1.03 -1.06 -1.01 -1.01 -1.24 -1.06 -1.71 -1.42 -1.74 -1.82
ALG2 ALG2, alpha-1,3/1,6-mannochr9q22.33  protein glycosylation --- 1.19 1.15 1.02 -1.05 -1.10 1.01 -1.19 -1.13 -1.11 -1.09 1.26 1.19
ALG2 ALG2, alpha-1,3/1,6-mannochr9q22.33  dolichol-linked oligosaccharide biosynthe--- 1.37 1.19 1.21 1.35 1.21 1.07 -1.31 -1.34 1.01 -1.09 1.32 1.60
ALG3 ALG3, alpha-1,3- mannosylchr3q27.1  protein glycosylation --- -1.21 -1.19 -1.10 -1.09 1.02 -1.03 1.05 -1.01 1.05 1.03 1.28 1.25
ALG5 ALG5, dolichyl-phosphate bchr13q13.3  protein glycosylation --- 1.19 1.17 1.00 -1.11 1.00 -1.02 -1.17 -1.14 -1.48 -1.53 -1.05 -1.12
ALG6 ALG6, alpha-1,3-glucosyltr chr1p31.3  protein glycosylation GPCRDB_Other // GenMAPP 1.01 1.04 1.01 1.01 1.07 1.05 -1.57 -1.31 -2.09 -1.83 -1.92 -2.26
ALG8 ALG8, alpha-1,3-glucosyltr chr11q14.1  protein glycosylation --- 1.10 1.05 -1.09 1.02 -1.08 1.08 -1.33 -1.21 -1.42 -1.09 -1.45 -1.37
ALG9 ALG9, alpha-1,2-mannosyltchr11q23  protein glycosylation --- -1.06 -1.05 -1.04 -1.03 1.14 1.17 -1.02 1.01 -1.42 -1.29 -1.45 -1.41
ALKBH1 alkB, alkylation repair homochr14q24.3  in utero embryonic development --- 1.06 -1.05 1.04 -1.08 1.10 -1.02 -1.24 -1.12 -1.19 -1.28 1.56 1.32
ALKBH1 alkB, alkylation repair homochr14q24.3  in utero embryonic development --- 1.11 1.10 1.34 1.43 -1.15 -1.04 -1.06 1.10 -1.01 1.60 1.38 1.03
ALKBH2 alkB, alkylation repair homochr12q24.11  DNA repair --- -1.22 -1.26 -1.04 -1.00 1.13 1.07 1.04 1.11 1.13 1.18 1.52 1.62
ALKBH3 alkB, alkylation repair homochr11p11.2  DNA repair --- -1.09 -1.14 -1.05 1.08 1.07 -1.03 1.13 1.08 1.13 -1.02 1.04 1.30
ALKBH7 alkB, alkylation repair homochr19p13.3  fatty acid metabolic process --- -1.10 -1.19 -1.17 -1.19 1.13 -1.03 1.13 1.00 1.05 1.03 1.25 1.41
ALKBH7 alkB, alkylation repair homochr19p13.3 0 --- -1.16 -1.24 -1.04 -1.02 -1.05 -1.03 1.33 1.24 1.27 1.21 1.38 1.47
ALKBH7 alkB, alkylation repair homochr19p13.3  fatty acid metabolic process --- 1.09 -1.06 1.02 -1.08 -1.19 -1.11 1.36 1.31 1.07 1.45 1.05 1.39
ALKBH8 alkB, alkylation repair homochr11q22.3  response to DNA damage stimulus --- 1.15 1.12 -1.24 -1.03 1.10 1.10 -1.25 -1.20 -1.98 -2.18 -1.20 -1.39
ALMS1 Alstrom syndrome 1 chr2p13  G2 --- -1.35 -1.34 1.03 1.06 -1.05 -1.10 -1.26 -1.07 -2.31 -2.09 -3.68 -3.93
ALMS1 Alstrom syndrome 1 chr2p13  G2 --- 1.27 -1.06 -1.27 -1.09 -1.02 1.25 -1.13 1.12 -1.49 -1.40 -1.84 -2.47
ALMS1 Alstrom syndrome 1 chr2p13  G2 --- -1.01 -1.16 1.12 1.28 1.06 -1.00 -1.09 1.04 -2.44 -2.08 -2.87 -2.89
ALMS1-IT1 //ALMS1 intronic transcript 1--- 0 --- 1.45 1.29 -1.13 1.07 -1.02 1.15 -1.43 1.09 1.47 1.79 2.09 2.55
ALOX5 arachidonate 5-lipoxygenas chr10q11.2  acute inflammatory response Eicosanoid_Synthesis // GenMAPP 2.00 2.19 -1.14 1.42 -1.08 1.69 -1.95 -1.37 1.15 2.13 1.14 1.78
ALPI alkaline phosphatase, intestichr2q37.1  metabolic process --- -1.33 -1.10 -1.21 -1.10 1.08 1.20 -1.03 -1.33 -1.21 -1.19 -1.22 -1.29
ALPK1 alpha-kinase 1 chr4q25  protein phosphorylation --- -1.12 -1.04 -1.14 1.09 -1.03 1.15 1.01 1.07 1.33 1.17 1.57 1.94
ALPK1 alpha-kinase 1 chr4q25  protein phosphorylation --- -1.12 1.03 -1.48 -1.93 1.59 1.14 -1.53 -1.14 1.63 1.30 1.59 1.86
ALPK2 alpha-kinase 2 chr18q21.31  protein phosphorylation --- -1.31 -1.35 1.02 -1.05 -1.09 -1.06 -1.03 1.15 -1.87 -2.48 -2.55 -1.97
ALPK3 alpha-kinase 3 chr15q25.2  protein phosphorylation --- 1.79 2.38 -1.04 1.17 -1.51 -1.85 1.72 1.23 -1.81 -1.04 1.57 3.87
ALPP alkaline phosphatase, placenchr2q37  metabolic process --- 1.03 -1.01 -1.04 1.10 -1.00 -1.21 1.35 1.35 -1.11 -1.11 -1.93 -1.37
ALS2 amyotrophic lateral sclerosi chr2q33.1  behavioral fear response --- 1.24 1.04 1.06 -1.08 -1.04 1.13 1.19 1.38 1.21 1.47 -1.06 -1.23
ALS2CL ALS2 C-terminal like chr3p21.31  endosome organization --- 1.09 -1.01 1.45 1.55 1.18 1.13 1.18 1.25 1.33 -1.03 1.42 1.90
ALS2CL ALS2 C-terminal like chr3p21.31  endosome organization --- 1.25 1.27 1.29 1.21 1.31 1.15 -1.17 1.16 1.27 1.11 1.17 1.50
ALS2CL ALS2 C-terminal like chr3p21.31  endosome organization --- 1.00 1.06 -1.08 1.47 1.25 1.04 1.02 1.18 1.79 1.14 1.85 2.77
ALS2CR11 amyotrophic lateral sclerosi chr2q33.1 0 --- -1.86 -1.02 1.09 -1.21 -6.59 -1.37 -1.56 -8.84 -1.25 1.06 1.42 -1.24
ALX1 ALX homeobox 1 chr12q21.31  negative regulation of transcription from --- 1.03 1.04 1.15 1.10 -1.01 1.10 -1.10 -1.24 -1.98 -1.87 -1.52 -1.64
AMACR alpha-methylacyl-CoA race chr5p13  fatty acid metabolic process --- 1.76 1.46 1.12 1.61 -1.35 -1.14 -2.01 -1.84 -1.60 -1.15 -3.91 -2.62
AMACR alpha-methylacyl-CoA race chr5p13  fatty acid metabolic process --- -1.10 -1.19 1.02 -1.26 -1.17 -1.10 -1.48 -1.39 -1.07 1.33 -1.97 -1.64
AMACR /// C alpha-methylacyl-CoA race chr5p /// chr5p13  fatty acid metabolic process --- 1.15 1.10 1.05 1.04 -1.16 -1.08 -1.13 -1.04 -1.48 -1.46 -1.63 -1.35
AMACR /// C alpha-methylacyl-CoA race chr5p /// chr5p13  fatty acid metabolic process --- 1.15 -1.01 -1.16 1.06 -1.00 1.00 -1.26 -1.17 -1.48 -1.34 -1.70 -1.57
AMD1 adenosylmethionine decarbochr6q21  S-adenosylmethioninamine biosynthetic p--- 1.08 1.06 1.01 1.04 -1.04 -1.02 1.04 1.06 -1.39 -1.51 -1.02 -1.28
AMDHD2 /// amidohydrolase domain conchr16p13.3  carbohydrate metabolic process --- -1.18 -5.50 1.04 1.34 1.39 1.48 1.11 1.39 -4.06 -2.20 -1.56 -1.91
AMDHD2 /// amidohydrolase domain conchr16p13.3  carbohydrate metabolic process --- 1.29 1.10 1.04 1.27 1.20 -1.06 1.42 1.35 1.83 1.14 -2.98 -2.85
AMELY amelogenin, Y-linked chrYp11.2  multicellular organismal development --- -1.60 -1.67 -2.69 -1.30 1.26 1.42 -1.10 1.07 1.90 2.38 -1.88 3.06
AMER1 APC membrane recruitmentchrXq11.2  kidney development --- -1.05 1.03 -1.16 -1.19 -1.15 1.19 -1.17 -1.29 -1.41 -1.12 1.17 1.06
AMFR autocrine motility factor recchr16q21  protein polyubiquitination --- 1.55 1.97 1.22 1.01 -1.31 1.02 -1.37 -1.05 -1.29 -1.50 -1.35 -2.26
AMIGO2 adhesion molecule with Ig-lchr12q13.11  cell adhesion --- 1.36 1.29 -1.06 -1.15 1.01 1.15 1.14 1.00 1.37 1.30 1.30 1.36
AMIGO3 /// Gadhesion molecule with Ig-lchr3p21 /// chr3p21. dolichol-linked oligosaccharide biosynthe--- 1.27 -1.03 1.11 1.29 -1.46 -1.42 1.06 -1.05 1.42 1.35 -1.07 -1.02
AMMECR1 Alport syndrome, mental re chrXq22.3 0 --- -1.00 1.02 1.04 1.01 -1.01 1.04 -1.20 -1.18 -1.18 -1.12 -1.09 -1.20
AMN1 antagonist of mitotic exit nechr12p11.21 0 --- -1.17 -1.06 1.23 1.12 1.16 1.26 -1.45 -1.47 1.80 1.66 1.74 1.93
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AMOTL1 angiomotin like 1 chr11q14.3  establishment of cell polarity involved in --- -1.24 -1.05 -1.05 -1.04 1.00 1.18 -1.01 -1.08 1.65 -1.00 -1.08 1.21
AMOTL1 angiomotin like 1 chr11q14.3  establishment of cell polarity involved in --- -1.01 -1.01 1.06 1.10 -1.06 -1.06 -1.17 -1.14 -1.07 -1.11 -1.08 -1.00
AMOTL1 angiomotin like 1 chr11q14.3  establishment of cell polarity involved in --- 1.01 -1.04 1.04 1.28 1.22 -1.03 1.18 1.14 1.13 -1.11 1.30 1.24
AMOTL2 angiomotin like 2 chr3q21-q22  Wnt receptor signaling pathway --- 1.33 1.49 -1.05 1.03 -1.14 1.09 1.03 1.09 1.16 1.07 -1.03 -1.24
AMPD2 adenosine monophosphate dchr1p13.3  purine nucleobase metabolic process --- -1.05 -1.19 1.03 1.34 1.04 1.14 -1.19 -1.24 1.36 1.33 1.20 1.58
AMPD3 adenosine monophosphate dchr11p15  purine nucleobase metabolic process --- 1.02 1.01 1.18 1.14 -1.09 1.09 -1.37 -1.02 -2.15 -1.38 -2.03 -1.79
AMT aminomethyltransferase chr3p21.2-p21.1  glycine catabolic process --- -2.39 -1.77 -1.26 1.02 -1.05 -1.89 1.13 -1.10 -1.09 -1.12 1.02 1.42
ANAPC1 /// Lanaphase promoting complechr2p11.2 /// chr2q1 cell cycle checkpoint Statin_Pathway_PharmGKB // GenMAPP 1.04 1.01 -1.02 1.16 -1.04 -1.10 1.30 1.22 1.49 1.37 1.32 1.49
ANAPC1 /// Lanaphase promoting complechr2p11.2 /// chr2q1 cell cycle checkpoint Statin_Pathway_PharmGKB // GenMAPP 1.06 1.03 1.02 -1.02 1.08 1.07 -1.10 -1.10 -2.38 -2.59 -2.08 -2.33
ANAPC10 anaphase promoting complechr4q31  cell cycle checkpoint --- -1.04 1.01 1.07 -1.01 -1.02 -1.04 -1.08 -1.11 1.31 1.31 1.67 1.46
ANAPC11 anaphase promoting complechr17q25.3  cell cycle checkpoint --- -1.10 -1.04 1.17 1.06 -1.00 -1.01 1.10 1.19 -1.14 1.05 1.06 1.06
ANAPC11 anaphase promoting complechr17q25.3  cell cycle checkpoint --- -1.62 1.00 1.29 1.05 -1.05 1.10 -1.63 -1.02 2.97 2.42 3.46 3.90
ANAPC13 anaphase promoting complechr3q22.2  cell cycle --- -1.05 -1.06 1.56 1.78 -1.57 -1.40 -1.11 -1.47 -2.07 -2.56 -2.60 -2.87
ANAPC13 anaphase promoting complechr3q22.2  cell cycle --- -1.03 1.00 -1.10 -1.03 -1.07 -1.02 -1.08 -1.03 1.08 1.04 1.23 1.26
ANAPC15 anaphase promoting complechr11q13.4  cell cycle --- -1.07 -1.07 -1.05 1.00 1.04 -1.07 1.07 -1.02 1.15 1.07 -1.64 -1.61
ANAPC16 anaphase promoting complechr10q22.1  cell cycle --- 1.12 1.13 1.03 -1.05 -1.14 -1.05 -1.06 1.26 -1.26 -1.13 -1.44 -1.42
ANAPC4 anaphase promoting complechr4p15.2  cell cycle checkpoint --- -1.08 -1.12 -1.05 1.07 1.10 1.08 -1.09 -1.08 -1.44 -1.22 -1.44 -1.28
ANAPC5 anaphase promoting complechr12q24.31  cell cycle checkpoint --- -1.06 -1.12 -1.04 1.08 -1.00 -1.01 1.03 1.03 -1.05 1.02 -1.46 -1.11
ANAPC5 anaphase promoting complechr12q24.31  cell cycle checkpoint --- -1.14 -1.04 1.01 1.14 -1.03 -1.10 1.05 1.08 1.11 1.02 -1.27 -1.06
ANAPC5 anaphase promoting complechr12q24.31  cell cycle checkpoint --- -1.15 -1.14 -1.02 1.09 -1.03 -1.01 -1.01 1.07 1.00 1.04 -1.26 1.01
ANAPC7 anaphase promoting complechr12q24.11  cell cycle checkpoint --- 1.18 1.08 1.09 1.14 -1.02 1.26 -1.23 -1.16 -2.07 -1.53 -2.62 -2.98
ANG angiogenin, ribonuclease, Rchr14q11.1-q11.2  angiogenesis --- -1.10 -1.09 1.18 1.07 1.11 1.04 1.03 -1.12 1.15 1.36 1.67 2.08
ANGEL2 angel homolog 2 (Drosophi chr1q32.3 0 --- 1.02 -1.06 1.05 1.07 1.03 1.11 -1.67 -1.29 -2.61 -2.46 -2.07 -1.84
ANGEL2 angel homolog 2 (Drosophi chr1q32.3 0 --- -1.22 -1.18 1.03 1.10 1.15 1.16 1.76 1.57 1.11 1.41 1.20 1.07
ANGEL2 angel homolog 2 (Drosophi chr1q32.3 0 --- -1.05 1.13 1.04 -1.20 -1.16 -1.05 -1.28 -1.10 -2.61 -2.00 -1.25 -1.37
ANGPT1 angiopoietin 1 chr8q23.1  angiogenesis --- -1.51 -1.47 -1.02 1.25 -1.00 1.41 -1.10 1.06 -2.36 -2.71 -1.73 -1.16
ANGPTL2 angiopoietin-like 2 chr9q34  signal transduction --- -4.32 1.22 -1.53 -3.15 -1.12 -5.66 1.64 1.36 -5.63 -5.99 -2.55 -2.18
ANGPTL4 angiopoietin-like 4 chr19p13.3  angiogenesis --- -1.85 -1.73 1.26 -1.39 -4.86 -2.55 6.23 1.83 46.65 66.95 15.58 45.28
ANGPTL4 angiopoietin-like 4 chr19p13.3  angiogenesis --- 1.74 1.65 -1.96 2.76 6.62 1.08 3.33 1.91 14.60 16.33 10.82 26.55
ANK1 ankyrin 1, erythrocytic chr8p11.1  porphyrin-containing compound biosynth--- 1.12 -1.04 1.22 1.43 -1.03 -1.29 1.01 1.06 1.06 1.72 -2.80 -2.89
ANK3 ankyrin 3, node of Ranvier (chr10q21  mitotic cytokinesis --- 1.07 1.02 1.26 1.17 -1.14 -1.18 -1.17 -1.16 -1.19 -1.15 -2.07 -2.06
ANKDD1A ankyrin repeat and death do chr15q22.31  signal transduction --- 1.10 -1.05 -1.03 1.01 1.47 1.18 1.04 -1.08 3.00 2.01 2.13 1.45
ANKDD1A ankyrin repeat and death do chr15q22.31  signal transduction --- -1.10 1.00 1.66 1.13 1.72 1.67 1.13 -1.03 2.01 1.56 -1.05 1.08
ANKFN1 ankyrin-repeat and fibronec chr17q22 0 --- 11.62 2.58 4.24 3.11 8.91 2.27 -1.99 1.80 1.63 1.56 -1.80 -1.13
ANKFY1 ankyrin repeat and FYVE d chr17p13.3 0 --- -1.03 -1.02 -1.05 -1.06 -1.01 1.00 1.05 1.07 -1.56 -1.41 -1.87 -1.71
ANKFY1 ankyrin repeat and FYVE d chr17p13.3 0 --- -1.13 -1.10 1.15 1.01 1.13 -1.17 1.06 1.07 -2.10 -1.90 -2.14 -1.49
ANKH ankylosis, progressive homochr5p15.1  skeletal system development --- -1.07 -1.16 1.02 -1.01 -1.02 1.01 -1.25 -1.20 -1.79 -1.78 -2.07 -2.07
ANKH ankylosis, progressive homochr5p15.1  skeletal system development --- -1.09 1.04 1.13 -1.15 -1.15 -1.15 -1.08 -1.15 -1.29 -1.38 -1.69 -1.90
ANKH ankylosis, progressive homochr5p15.1  skeletal system development --- -1.02 1.02 1.00 -1.12 -1.02 -1.01 -1.04 -1.11 -1.46 -1.33 -1.45 -1.55
ANKH ankylosis, progressive homochr5p15.1  skeletal system development --- -1.03 -1.03 1.05 -1.09 1.02 -1.03 1.08 -1.01 1.21 1.26 1.24 1.26
ANKH ankylosis, progressive homochr5p15.1  skeletal system development --- 1.05 1.14 1.17 1.05 1.07 1.06 -1.51 -1.40 -1.65 -1.46 -2.46 -2.46
ANKHD1 ankyrin repeat and KH domchr5q31.3  regulation of translation Translation_Factors // GenMAPP 1.13 -1.14 1.66 1.43 1.10 1.11 1.08 1.03 -1.72 -1.81 -2.11 -1.68
ANKHD1 /// Aankyrin repeat and KH domchr5q31.3  regulation of translation Translation_Factors // GenMAPP -1.16 -1.24 -1.03 1.06 1.08 1.04 1.16 1.11 -1.23 -1.19 -1.05 1.07
ANKHD1 /// Aankyrin repeat and KH domchr5q31.3  regulation of translation Translation_Factors // GenMAPP -1.04 -1.07 -1.02 1.05 1.05 1.10 1.09 1.12 -1.30 -1.09 -1.08 -1.03
ANKHD1 /// Aankyrin repeat and KH domchr5q31.3  regulation of translation Translation_Factors // GenMAPP -1.03 -1.10 1.05 1.08 1.05 -1.09 1.30 1.17 2.03 1.81 2.42 2.64
ANKHD1 /// Aankyrin repeat and KH domchr5q31.3  regulation of translation Translation_Factors // GenMAPP 1.10 1.02 1.06 1.04 1.13 1.15 1.11 -1.10 -1.51 -1.59 1.04 -1.09
ANKHD1 /// Aankyrin repeat and KH domchr5q31.3  regulation of translation Translation_Factors // GenMAPP 1.01 -1.09 1.07 1.12 1.07 -1.06 -1.09 1.00 -1.49 -1.45 -1.26 -1.12
ANKLE2 ankyrin repeat and LEM do chr12q24.33  mitotic cell cycle --- -1.02 1.10 -1.02 -1.04 1.05 1.04 1.11 1.05 1.86 1.41 1.96 1.36
ANKLE2 ankyrin repeat and LEM do chr12q24.33  mitotic cell cycle --- 1.05 -1.01 1.01 1.07 1.07 1.16 -1.02 1.07 -1.52 -1.43 -1.09 -1.09
ANKLE2 ankyrin repeat and LEM do chr12q24.33  mitotic cell cycle --- -1.00 -1.24 -1.04 1.07 1.09 1.07 1.21 -1.07 1.86 1.25 2.53 2.53
ANKRA2 ankyrin repeat, family A (R chr5q12-q13 0 --- 1.50 -1.00 -1.35 1.04 -1.12 1.03 -1.27 -1.24 -1.20 1.17 1.10 1.13
ANKRD10 ankyrin repeat domain 10 chr13q34 0 --- 1.17 1.08 1.35 -1.06 -1.27 1.15 -1.11 1.09 -1.33 -1.35 -2.17 -1.99
ANKRD10 ankyrin repeat domain 10 chr13q34 0 --- -1.09 1.01 1.05 1.03 -1.07 -1.07 1.14 1.13 1.23 1.05 1.02 -1.02
ANKRD10-ITANKRD10 intronic transcri--- 0 --- 1.15 1.16 1.15 -1.13 1.36 1.27 1.18 1.05 -1.96 -1.46 -1.46 -1.65
ANKRD10-ITANKRD10 intronic transcri--- 0 --- 1.25 1.48 -1.44 1.11 1.13 1.38 -1.33 -1.14 1.08 -1.16 -1.43 1.00
ANKRD12 ankyrin repeat domain 12 chr18p11.22 0 --- -1.05 -1.13 1.37 1.25 -1.01 1.14 1.06 -1.03 -3.51 -3.26 -1.22 -1.88
ANKRD12 ankyrin repeat domain 12 chr18p11.22 0 --- -1.10 1.04 1.04 -1.11 1.15 1.09 -1.16 -1.10 -2.82 -2.22 -1.71 -1.68
ANKRD13A ankyrin repeat domain 13A chr12q24.11 0 --- -1.10 1.00 -1.05 1.00 1.03 -1.04 1.19 1.15 -1.64 -1.33 -1.56 -1.53
ANKRD13B ankyrin repeat domain 13B chr17q11.2 0 --- -1.13 -1.08 1.04 1.13 -1.05 -1.05 1.08 1.17 1.05 -1.10 -1.19 -1.07
ANKRD13C ankyrin repeat domain 13C chr1p32.3-p31.3  protein retention in ER lumen --- -1.03 -1.24 1.03 1.20 1.12 1.01 1.17 1.13 1.01 1.18 1.13 1.05
ANKRD13D ankyrin repeat domain 13 fachr11q13.2 0 --- 1.53 1.99 -1.20 -1.19 1.33 -1.01 1.01 -1.09 1.12 1.04 1.44 1.50
ANKRD13D ankyrin repeat domain 13 fachr11q13.2 0 --- -1.10 -1.02 -1.14 1.26 -1.13 -1.20 1.06 1.22 1.22 1.15 -1.02 1.03
ANKRD17 ankyrin repeat domain 17 chr4q13.3  blood vessel maturation --- -1.12 -1.15 1.03 1.05 1.06 1.00 -1.01 1.11 1.05 -1.02 1.10 1.15
ANKRD18A ankyrin repeat domain 18A chr9p13.1 0 --- 1.36 1.16 1.24 1.33 1.21 1.12 -1.13 1.13 -1.70 -1.98 -2.82 -1.80
ANKRD20A1ankyrin repeat domain 20 fachr13q11 /// chr18p 0 --- 1.17 1.05 1.11 1.09 1.08 -1.02 1.13 1.04 -1.75 -2.04 -1.84 -1.52
ANKRD22 ankyrin repeat domain 22 chr10q23.31 0 --- -1.36 -2.09 -2.20 1.23 -1.08 -1.32 1.50 1.20 9.02 8.97 1.12 1.06
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ANKRD22 ankyrin repeat domain 22 chr10q23.31 0 --- -1.56 -1.05 1.27 -1.05 1.13 -1.19 -1.07 1.35 2.96 3.48 2.04 2.25
ANKRD23 ankyrin repeat domain 23 chr2q11.2  fatty acid metabolic process --- 1.14 -1.00 -1.04 1.35 1.14 -1.02 -1.41 1.00 -2.09 -1.42 -2.68 -2.25
ANKRD26 ankyrin repeat domain 26 chr10p12.1 0 --- 1.20 1.19 1.04 1.26 1.40 1.21 1.37 1.21 -1.67 -1.63 -2.25 -2.04
ANKRD26 ankyrin repeat domain 26 chr10p12.1 0 --- 1.13 1.09 1.08 -1.01 -1.11 -1.16 -1.95 1.01 -5.61 -5.92 -9.66 -7.22
ANKRD27 ankyrin repeat domain 27 (Vchr19q13.11  positive regulation of GTPase activity --- 1.00 1.08 1.03 1.03 -1.08 -1.07 1.01 -1.06 1.17 1.12 1.41 1.35
ANKRD28 ankyrin repeat domain 28 chr3p25.1 0 --- 1.00 1.07 1.01 -1.16 -1.20 1.11 1.17 1.24 -1.46 -1.34 1.68 1.24
ANKRD28 ankyrin repeat domain 28 chr3p25.1 0 --- 1.16 1.14 1.05 -1.08 1.06 1.13 -1.00 -1.04 -1.65 -1.54 -1.19 -1.38
ANKRD29 ankyrin repeat domain 29 chr18q11.2 0 --- 1.35 1.23 1.24 1.02 -1.20 1.57 -1.47 -1.20 -5.89 -1.84 -3.45 -3.20
ANKRD29 ankyrin repeat domain 29 chr18q11.2 0 --- -1.28 1.07 -1.09 -1.00 -1.09 1.40 -1.52 1.26 -3.10 -1.40 -2.64 -2.96
ANKRD30BPankyrin repeat domain 30B chr10q11.21 0 --- 1.66 -1.18 -1.31 1.59 -1.21 -1.93 -2.06 -1.49 -1.01 1.17 2.30 -1.08
ANKRD30BPankyrin repeat domain 30B chr10q11.21 0 --- -1.06 -1.05 -2.11 -3.47 1.67 1.56 -3.62 -2.93 1.80 1.44 -1.34 -1.39
ANKRD32 ankyrin repeat domain 32 chr5q15 0 --- 1.16 1.22 1.02 -1.14 -1.09 -1.03 -1.05 -1.01 -1.97 -1.80 -2.57 -3.04
ANKRD32 ankyrin repeat domain 32 chr5q15 0 --- 1.16 -1.02 1.36 1.12 1.19 -1.05 1.17 1.04 1.13 1.01 -1.47 -1.42
ANKRD32 ankyrin repeat domain 32 chr5q15 0 --- 1.05 1.02 1.13 1.29 -1.06 -1.26 -1.09 -1.01 -1.44 -1.06 -1.60 -1.69
ANKRD36 /// ankyrin repeat domain 36 // chr2q11.1 /// chr2q10 --- 1.09 1.21 -1.13 1.01 1.05 1.34 1.21 -1.02 -1.02 -1.14 -1.11 -1.46
ANKRD36B ankyrin repeat domain 36B chr2q11.2 0 --- 1.25 1.22 1.20 1.21 1.15 1.15 -1.08 1.04 -3.12 -4.35 -4.26 -3.28
ANKRD36BPankyrin repeat domain 36B chr2p11.2 0 --- -1.93 -2.60 1.08 1.08 1.32 1.55 -1.51 -2.07 -7.83 -4.22 -4.61 -3.60
ANKRD37 ankyrin repeat domain 37 chr4q35.1 0 --- 1.03 -1.01 -1.04 1.01 1.18 -1.07 1.51 1.29 1.89 2.43 2.30 2.98
ANKRD40 ankyrin repeat domain 40 chr17q21.33 0 --- 1.10 1.13 1.05 -1.08 -1.00 1.00 -1.03 -1.17 -1.12 -1.15 -1.14 -1.33
ANKRD40 ankyrin repeat domain 40 chr17q21.33 0 --- -1.05 1.03 -1.02 -1.19 -1.00 1.01 1.24 1.05 1.32 1.36 1.35 1.05
ANKRD44 ankyrin repeat domain 44 chr2q33.1 0 --- -1.10 -1.24 1.07 1.13 1.00 1.08 1.01 1.19 -2.19 -1.91 -2.04 -2.33
ANKRD44 ankyrin repeat domain 44 chr2q33.1 0 --- 1.35 1.07 1.11 -1.20 -1.07 1.14 1.37 -1.13 1.67 1.07 -1.93 -1.24
ANKRD46 /// ankyrin repeat domain 46 // chr8q22.2 0 --- -1.28 -1.10 1.09 1.02 1.34 1.03 -1.06 1.08 -2.16 -1.97 -2.23 -1.76
ANKRD49 ankyrin repeat domain 49 chr11q21  positive regulation of transcription, DNA--- -1.06 1.02 1.12 -1.02 1.12 1.02 -1.23 -1.02 -1.62 -1.41 -1.19 -1.25
ANKRD50 ankyrin repeat domain 50 chr4q28.1 0 --- 1.15 -1.09 1.21 1.19 -1.14 -1.25 1.31 1.23 2.14 1.57 2.60 2.28
ANKRD50 ankyrin repeat domain 50 chr4q28.1 0 --- -1.33 -1.09 1.04 -1.09 -1.07 -1.12 -1.58 -1.22 1.15 1.42 1.31 1.17
ANKRD50 ankyrin repeat domain 50 chr4q28.1 0 --- 1.30 1.24 1.09 -1.05 -1.04 1.11 -1.08 -1.01 1.34 1.52 1.28 1.20
ANKRD52 ankyrin repeat domain 52 chr12q13.3 0 --- -1.10 -1.14 1.08 1.02 1.04 1.02 -1.05 1.08 1.31 1.07 -1.09 -1.04
ANKRD60 ankyrin repeat domain 60 chr20q13.32 0 --- 1.05 -1.25 1.07 -1.10 -1.75 -1.47 1.09 -1.39 1.47 1.26 -1.13 1.05
ANKRD7 ankyrin repeat domain 7 chr7q31  male gonad development --- -1.49 1.16 -1.45 -1.40 1.18 -2.10 1.18 -5.29 -1.62 -1.10 2.30 4.87
ANKRD9 ankyrin repeat domain 9 chr14q32.31 0 --- 1.33 1.26 -1.08 -1.02 -1.08 1.04 1.36 1.27 1.46 1.43 1.52 1.52
ANKZF1 ankyrin repeat and zinc fingchr2q35 0 --- -1.07 -1.13 -1.05 1.08 1.18 1.06 1.68 1.39 1.98 2.38 1.60 2.20
ANO10 anoctamin 10 chr3p22.1  cell death --- 1.00 -1.09 1.08 1.10 -1.03 -1.16 1.26 1.19 1.18 1.10 1.21 1.29
ANO2 anoctamin 2 chr12p13.3  transport --- -1.28 -1.26 -1.25 -1.07 1.36 1.35 -1.13 -1.78 1.25 -1.28 -1.89 -1.89
ANO4 anoctamin 4 chr12q23.1  ion transmembrane transport --- 1.27 1.20 -1.17 -1.17 1.29 1.06 -1.12 -1.16 -3.20 -1.97 -2.81 -3.48
ANO4 anoctamin 4 chr12q23.1  ion transmembrane transport --- 1.35 1.39 -1.09 -1.12 -1.01 -1.35 1.11 1.04 -3.21 -2.28 -3.41 -3.35
ANP32A acidic (leucine-rich) nuclearchr15q23  transcription, DNA-dependent --- 1.00 1.16 -1.01 1.04 -1.17 -1.05 -1.42 -1.21 -2.18 -2.09 -1.61 -1.80
ANP32A-IT1 ANP32A intronic transcript chr15q23 0 --- 1.11 1.03 1.49 1.08 1.74 1.40 1.41 1.14 -3.08 -2.39 -1.80 -1.47
ANP32B acidic (leucine-rich) nuclearchr9q22.32 0 --- -1.02 1.01 -1.04 -1.01 1.02 1.01 1.09 -1.04 1.14 1.10 -1.10 -1.05
ANP32B acidic (leucine-rich) nuclearchr9q22.32 0 --- -1.10 -1.04 -1.00 1.03 1.07 -1.02 1.20 1.08 1.30 1.09 1.00 1.02
ANP32E acidic (leucine-rich) nuclearchr1q21.2 0 --- 1.08 -1.05 1.05 1.05 -1.09 1.08 -1.07 1.01 1.54 1.71 1.81 1.63
ANP32E acidic (leucine-rich) nuclearchr1q21.2 0 --- 1.15 1.13 1.00 1.06 -1.06 1.03 -1.20 -1.13 -1.15 -1.01 -1.17 -1.23
ANPEP alanyl (membrane) aminopechr15q25-q26  angiogenesis --- -1.13 -1.04 -1.05 1.20 1.31 1.22 1.23 -1.16 2.00 1.54 1.20 1.21
ANTXR1 anthrax toxin receptor 1 chr2p13.1  reproductive process --- 1.10 1.08 -1.06 -1.05 -1.08 1.06 -1.10 -1.01 -1.31 -1.13 -1.54 -1.83
ANTXR1 anthrax toxin receptor 1 chr2p13.1  reproductive process --- -1.01 -1.16 1.24 1.12 -1.04 -1.12 1.32 1.05 1.89 1.72 1.56 1.67
ANTXR1 anthrax toxin receptor 1 chr2p13.1  reproductive process --- -1.28 -1.29 -1.03 -1.05 1.29 1.09 1.83 1.34 3.70 2.83 2.61 2.55
ANTXR2 anthrax toxin receptor 2 chr4q21.21  reproductive process --- 1.50 1.33 -3.35 -2.45 -1.03 1.26 1.49 1.74 1.21 1.70 1.98 2.01
ANTXR2 anthrax toxin receptor 2 chr4q21.21  reproductive process --- -5.43 1.41 1.52 1.39 1.42 1.11 1.58 1.32 1.90 1.30 1.89 2.52
ANTXR2 anthrax toxin receptor 2 chr4q21.21  reproductive process --- -1.77 -1.03 1.30 -1.03 -2.12 2.03 3.29 -3.89 1.86 1.13 2.90 1.74
ANXA1 annexin A1 chr9q21.13  neutrophil homeostasis Prostaglandin_synthesis_regulation // GenMA 1.06 1.09 -1.04 -1.02 -1.01 -1.06 1.04 -1.02 1.08 -1.04 -1.13 -1.18
ANXA10 annexin A10 chr4q33 0 --- 1.34 1.28 -1.01 1.15 1.06 -1.14 1.17 -1.18 -1.12 1.12 1.57 1.40
ANXA11 annexin A11 chr10q23  phagocytosis --- 1.01 1.04 -1.02 1.04 -1.03 1.04 1.09 1.16 -1.60 -1.58 -2.09 -1.95
ANXA11 annexin A11 chr10q23  phagocytosis --- -1.08 -1.18 1.01 1.10 1.11 1.08 -1.00 1.02 1.04 -1.05 -1.33 -1.18
ANXA2 annexin A2 chr15q22.2  skeletal system development Prostaglandin_synthesis_regulation // GenMA -1.08 -1.02 -1.05 -1.04 1.02 -1.08 1.13 1.09 1.47 1.23 1.18 1.29
ANXA2 annexin A2 chr15q22.2  skeletal system development Prostaglandin_synthesis_regulation // GenMA -1.14 -1.05 -1.04 -1.01 1.02 -1.10 1.11 1.08 1.45 1.20 1.21 1.30
ANXA2 annexin A2 chr15q22.2  skeletal system development Prostaglandin_synthesis_regulation // GenMA -1.11 -1.03 -1.06 -1.03 1.08 -1.05 1.13 1.06 1.48 1.22 1.18 1.24
ANXA2 /// NHannexin A2 /// NHP2 non-h chr15q22.2 /// chr22 mRNA splicing, via spliceosome Prostaglandin_synthesis_regulation // GenMA -1.05 -1.02 -1.04 1.05 -1.03 -1.15 1.18 1.07 1.58 1.28 1.30 1.31
ANXA2R annexin A2 receptor chr5p12 0 --- 1.04 1.08 1.02 1.04 1.23 1.05 1.09 1.18 -1.17 -1.41 -1.36 -1.51
ANXA3 annexin A3 chr4q21.21  phagocytosis Prostaglandin_synthesis_regulation // GenMA 1.04 1.02 -1.07 -1.04 1.03 1.03 1.12 1.06 1.54 1.19 1.56 1.46
ANXA4 annexin A4 chr2p13  signal transduction Prostaglandin_synthesis_regulation // GenMA 1.10 1.10 1.02 -1.01 -1.09 -1.06 -1.09 1.04 -1.52 -1.28 -1.89 -2.21
ANXA8 /// ANannexin A8 /// annexin A8-lchr10q11.22  blood coagulation Prostaglandin_synthesis_regulation // GenMA -1.59 -1.69 1.48 -1.05 -1.95 -2.71 2.75 2.88 2.47 1.55 3.71 3.56
ANXA8 /// ANannexin A8 /// annexin A8-lchr10q11.22  blood coagulation Prostaglandin_synthesis_regulation // GenMA 1.04 -1.09 -1.13 1.01 -1.11 -1.11 1.01 1.06 -1.34 -1.29 -2.63 -1.99
ANXA8 /// LOannexin A8 /// uncharacterizchr10q11.22  blood coagulation Prostaglandin_synthesis_regulation // GenMA -1.04 -1.03 -1.07 -1.05 -1.09 -1.11 -1.03 1.03 -1.20 -1.30 -1.30 -1.25
ANXA9 annexin A9 chr1q21  cell-cell adhesion --- -1.05 -1.10 -1.69 -1.46 1.06 1.48 -1.46 -1.25 -1.31 1.14 -2.18 -1.89
AOAH acyloxyacyl hydrolase (neutchr7p14-p12  lipid metabolic process --- -1.05 1.26 1.18 -1.14 -3.53 -1.82 1.45 1.21 -1.03 1.00 -2.57 -1.02
AOC2 amine oxidase, copper contachr17q21  catecholamine metabolic process --- 2.11 1.76 -1.03 -1.15 -1.17 1.18 -2.25 1.09 2.42 2.18 3.15 3.17
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ID Gene Title Chromosomal 
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AOC3 amine oxidase, copper contachr17q21  inflammatory response --- 1.65 1.27 1.33 1.51 1.20 -1.01 1.38 -1.15 2.28 3.10 3.38 4.96
AOX1 aldehyde oxidase 1 chr2q33  vitamin metabolic process --- 1.07 1.05 -1.02 1.01 -1.02 1.09 1.02 1.20 -1.52 -1.09 -1.93 -1.69
AOX1 aldehyde oxidase 1 chr2q33  vitamin metabolic process --- 1.07 1.09 1.03 -1.15 1.09 -1.03 1.15 -1.08 -1.15 -1.05 -1.42 -1.34
AP000469.2 //NULL /// NULL --- 0 --- 2.51 1.50 4.15 1.65 -2.39 -4.64 3.18 1.23 5.66 2.94 -2.58 -8.70
AP000475.2 //NULL /// NULL --- 0 --- 2.01 1.28 -2.22 -5.22 4.64 -1.22 1.80 -1.51 3.89 -1.01 -2.27 -1.19
AP000696.2 //NULL /// NULL --- 0 --- -1.78 -1.04 1.22 2.19 3.12 2.34 1.29 -1.30 -2.93 -2.67 1.07 -1.46
AP001062.7 //NULL /// NULL --- 0 --- 1.43 1.31 1.12 1.23 -1.10 -1.26 -1.30 1.04 -2.33 -2.57 1.17 1.33
AP001062.7 //NULL /// NULL --- 0 --- -1.61 -1.21 -1.81 -2.30 -1.05 -1.80 -2.53 1.80 -2.39 -1.33 -1.35 -1.35
AP001062.7 //NULL /// NULL --- 0 --- -1.45 -1.45 1.69 1.20 1.01 1.23 1.46 2.51 1.50 -1.24 -1.43 1.48
AP001258.4 //NULL /// NULL --- 0 --- 1.03 1.27 1.09 1.24 1.02 1.12 1.42 1.57 -1.87 -1.99 -1.16 -1.30
AP001630.5 //NULL /// NULL --- 0 --- 1.16 1.39 1.36 1.16 -1.17 -1.12 1.22 1.33 1.30 1.21 1.02 1.12
AP006216.10 NULL /// NULL --- 0 --- -1.35 -1.45 1.06 -1.19 1.17 -1.02 -1.12 -1.00 1.07 1.14 -2.15 -1.93
AP1G1 adaptor-related protein com chr16q23  transport --- -1.00 -1.08 1.07 1.11 1.07 1.05 -1.02 -1.05 1.23 1.22 1.45 1.50
AP1G2 adaptor-related protein com chr14q11.2  transport --- 1.13 -1.02 -1.01 1.15 -1.04 -1.11 1.24 1.25 -1.26 -1.64 -3.59 -2.44
AP1M1 adaptor-related protein com chr19p13.12  transport --- -1.13 -1.19 -1.00 -1.06 1.11 -1.05 1.04 1.26 1.13 1.02 -1.05 1.27
AP1S1 adaptor-related protein com chr7q22.1  transport --- -1.13 -1.27 -1.17 -1.25 -1.02 1.04 -1.20 1.12 1.11 1.33 1.01 1.19
AP1S2 adaptor-related protein com chrXp22.2  transport --- 1.13 -1.34 -1.04 -1.03 1.18 1.71 -1.33 -1.34 -2.20 -1.79 -2.26 -2.11
AP1S2 adaptor-related protein com chrXp22.2  transport --- 1.02 1.07 -1.02 -1.06 -1.01 1.11 -1.08 1.02 -1.68 -1.54 -1.88 -2.13
AP1S2 adaptor-related protein com chrXp22.2  transport --- 1.08 1.09 -1.04 1.01 -1.07 1.03 1.03 -1.07 1.05 1.12 -1.16 -1.13
AP1S3 adaptor-related protein com chr2q36.1  transport --- -1.37 -1.00 1.36 1.17 -1.38 -1.26 -1.12 1.50 1.39 1.16 2.54 1.40
AP1S3 adaptor-related protein com chr2q36.1  transport --- -1.01 1.37 1.01 1.06 1.19 1.64 1.28 1.25 2.62 2.60 2.83 1.78
AP1S3 adaptor-related protein com chr2q36.1  transport --- 1.45 1.53 -1.04 1.17 1.30 1.06 -1.08 1.15 2.25 2.28 1.46 1.18
AP1S3 adaptor-related protein com chr2q36.1  transport --- -1.04 1.15 1.16 1.22 -1.27 -1.04 -1.21 1.12 -1.37 1.02 -1.74 -1.78
AP2A2 adaptor-related protein com chr11p15.5  transport --- 1.70 1.59 1.11 1.62 1.22 -1.10 1.41 1.12 1.49 1.16 -1.42 -1.11
AP2B1 adaptor-related protein com chr17q11.2-q12  transport --- -1.12 -1.08 -1.03 1.00 1.04 1.02 1.06 -1.03 -1.00 1.05 -1.48 -1.20
AP2B1 adaptor-related protein com chr17q11.2-q12  transport --- -1.01 -1.02 1.10 -1.02 -1.05 -1.06 1.04 1.01 -1.21 -1.05 -1.33 -1.35
AP3B1 adaptor-related protein com chr5q14.1  protein targeting to lysosome --- 1.13 1.18 1.10 -1.04 -1.07 -1.04 -1.17 -1.14 -1.49 -1.25 -1.63 -1.65
AP3M1 adaptor-related protein com chr10q22.2  protein targeting to lysosome --- 1.02 1.09 -1.04 -1.01 -1.07 1.02 -1.22 -1.08 -1.34 -1.15 -1.21 -1.31
AP3S1 adaptor-related protein com chr5q22  transport --- 1.06 1.05 1.00 -1.05 -1.08 1.05 1.06 -1.10 1.16 1.25 1.19 1.07
AP3S2 /// C15adaptor-related protein com chr15q /// chr15q26. transport --- 1.04 1.05 -1.11 1.01 -1.03 -1.04 1.08 -1.04 1.28 1.19 1.17 1.13
AP3S2 /// C15adaptor-related protein com chr15q /// chr15q26. transport --- 1.19 1.16 1.01 1.39 -1.07 1.03 1.04 1.24 1.48 1.37 1.39 1.67
AP3S2 /// C15adaptor-related protein com chr15q /// chr15q26. transport --- 1.27 1.21 1.10 1.01 1.01 -1.15 -1.18 -1.11 1.16 1.16 1.38 1.48
AP4E1 adaptor-related protein com chr15q21.2  transport --- -1.02 -1.73 -1.05 -1.92 -2.00 1.39 6.99 5.84 -1.06 -1.77 1.15 -3.17
AP4E1 adaptor-related protein com chr15q21.2  transport --- 1.21 1.17 1.00 -1.04 -1.12 -1.09 -1.14 -1.18 -1.60 -1.45 -1.14 -1.51
AP4E1 adaptor-related protein com chr15q21.2  transport --- 1.17 1.42 -1.46 -1.28 1.89 2.04 -1.01 -1.18 1.23 1.13 6.94 6.51
AP4S1 adaptor-related protein com chr14q12  transport --- 1.05 1.01 -1.02 -1.04 1.12 -1.23 1.16 1.18 -1.56 -1.37 -3.40 -2.48
AP4S1 adaptor-related protein com chr14q12  transport --- -1.17 -1.02 -1.02 -1.12 -1.09 -1.01 1.27 -1.06 -2.23 -2.40 -1.77 -2.11
AP4S1 adaptor-related protein com chr14q12  transport --- -1.31 -1.18 1.17 1.39 -1.00 1.00 1.25 1.32 -1.82 -2.44 -3.65 -2.76
AP5M1 adaptor-related protein com chr14q22.3  transport --- -1.15 -1.11 1.04 1.15 1.15 -1.08 -1.19 -1.27 -1.45 -1.30 -2.24 -1.76
AP5M1 adaptor-related protein com chr14q22.3  transport --- -1.03 -1.01 1.05 -1.01 1.11 1.02 -1.04 -1.13 -1.25 -1.35 -1.20 -1.27
AP5M1 adaptor-related protein com chr14q22.3  transport --- 1.06 1.00 1.06 -1.02 -1.01 1.10 -1.35 -1.22 -1.77 -1.63 -1.30 -1.65
AP5Z1 /// MIRadaptor-related protein com chr7p22.2  double-strand break repair via homologou--- 1.14 1.10 -1.01 1.21 -1.12 -1.11 1.57 1.42 -1.45 -1.62 -1.21 -1.08
APAF1 apoptotic peptidase activatinchr12q23  neural tube closure Apoptosis // GenMAPP /// Apoptosis_GenM -1.08 -1.98 1.71 1.03 -1.21 -1.26 -1.18 1.75 1.75 1.42 -1.28 1.28
APBA3 amyloid beta (A4) precursorchr19p13.3  in utero embryonic development --- 1.05 1.03 -1.09 1.12 1.11 1.04 1.26 1.38 1.65 1.46 1.01 1.34
APBB1 amyloid beta (A4) precursorchr11p15  neuron migration --- -1.36 1.17 2.18 1.78 1.25 1.04 -1.98 1.34 -1.35 -1.93 -2.25 -2.94
APBB1IP amyloid beta (A4) precursorchr10p12.1  signal transduction --- -1.09 -1.06 -1.05 1.03 1.01 -1.09 1.08 1.06 -1.50 -1.53 -1.78 -1.42
APBB2 amyloid beta (A4) precursorchr4p13  neuron migration --- -1.02 -1.18 -1.03 1.08 1.18 1.01 1.12 1.03 1.05 -1.05 1.44 1.18
APBB2 amyloid beta (A4) precursorchr4p13  neuron migration --- -1.24 -1.23 1.00 -1.07 1.06 1.00 1.01 1.11 -1.03 -1.06 1.27 1.10
APBB2 amyloid beta (A4) precursorchr4p13  neuron migration --- -1.18 3.60 -5.01 -1.57 -1.02 -1.38 -1.69 1.84 4.18 2.63 -3.24 -1.38
APBB3 amyloid beta (A4) precursorchr5q31  intracellular signal transduction --- -1.34 -1.97 1.60 1.32 -1.13 -1.10 1.58 1.57 -1.19 -1.48 -1.46 -1.29
APC adenomatous polyposis coli chr5q21-q22  mitotic cytokinesis Wnt_signaling // GenMAPP -1.00 -1.16 1.28 1.01 -1.03 1.01 -1.15 -1.17 -2.45 -1.50 -1.86 -1.92
APC adenomatous polyposis coli chr5q21-q22  mitotic cytokinesis Wnt_signaling // GenMAPP 1.33 1.24 1.10 1.06 -1.12 1.09 -1.41 -1.09 -1.75 -1.38 -1.33 -1.58
APC adenomatous polyposis coli chr5q21-q22  mitotic cytokinesis Wnt_signaling // GenMAPP 1.09 -1.01 1.17 -1.11 1.10 1.04 1.04 1.06 -1.79 -1.44 -1.37 -1.56
APEH acylaminoacyl-peptide hydrchr3p21.31  proteolysis --- -1.05 -1.04 -1.03 1.10 1.04 -1.02 1.37 1.20 1.47 1.27 -1.04 1.09
APEX1 APEX nuclease (multifunct chr14q11.2  DNA repair --- 1.03 1.04 -1.01 -1.06 1.01 1.07 -1.00 -1.03 -1.42 -1.24 -1.48 -1.50
APEX2 APEX nuclease (apurinic/apchrXp11.21  DNA repair --- -1.04 -1.12 1.02 1.11 -1.04 -1.08 -1.04 1.06 1.20 1.34 1.44 1.47
APEX2 APEX nuclease (apurinic/apchrXp11.21  DNA repair --- -1.04 -1.03 1.05 -1.06 1.03 -1.05 1.15 1.02 1.32 1.21 1.10 1.06
APH1B APH1B gamma secretase suchr15q22.2  apoptotic process --- 1.06 1.16 1.30 1.51 -1.16 1.00 -1.06 -1.78 -3.49 -1.99 -2.04 -2.53
APH1B APH1B gamma secretase suchr15q22.2  apoptotic process --- 1.04 1.04 -1.24 -1.30 1.14 -1.04 -1.07 1.12 -1.15 -1.33 -1.04 -1.65
API5 apoptosis inhibitor 5 chr11p11.2  apoptotic process --- 1.10 1.03 1.16 1.13 1.07 1.23 -1.05 -1.37 -1.14 1.28 -1.12 -1.39
API5 apoptosis inhibitor 5 chr11p11.2  apoptotic process --- 1.00 -1.02 1.20 -1.05 1.07 1.13 -1.58 -1.35 -3.13 -2.06 -4.76 -3.31
API5 apoptosis inhibitor 5 chr11p11.2  apoptotic process --- -1.06 -1.04 -1.09 -1.02 -1.05 -1.08 1.00 -1.05 -1.06 -1.06 -1.05 -1.13
APITD1 /// APapoptosis-inducing, TAF9-l chr1p /// chr1p36.22 M phase of mitotic cell cycle --- -1.08 -1.05 1.04 1.05 1.07 -1.08 -1.08 1.01 -1.47 -1.59 -1.62 -1.50
APLN apelin chrXq25  regulation of the force of heart contractio --- 2.31 3.85 1.17 1.24 1.67 1.67 1.22 1.65 1.51 1.37 1.41 3.06
APLNR apelin receptor chr11q12  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM 1.55 -1.81 1.10 -1.45 -4.71 -4.66 -4.74 -1.60 5.44 10.46 1.11 -1.39
APLP2 amyloid beta (A4) precursorchr11q24  suckling behavior --- 1.00 -1.06 -1.02 1.10 1.08 -1.08 -1.13 1.11 1.10 1.01 1.03 1.07
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ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

APLP2 amyloid beta (A4) precursorchr11q24  suckling behavior --- -1.01 -1.07 1.07 1.08 1.14 1.02 1.07 -1.06 1.09 1.05 1.17 1.28
APLP2 amyloid beta (A4) precursorchr11q24  suckling behavior --- -1.07 -1.06 1.06 1.06 -1.00 -1.09 1.09 1.12 1.24 1.08 1.13 1.22
APOA1BP apolipoprotein A-I binding pchr1q21  protein homotetramerization --- -1.09 -1.08 1.01 1.04 1.00 -1.10 1.10 1.07 1.17 1.00 -1.24 -1.15
APOB apolipoprotein B chr2p24-p23  retinoid metabolic process --- 3.64 2.80 3.84 1.39 1.75 2.29 2.47 1.84 1.59 -2.35 -1.21 -2.83
APOBEC3B apolipoprotein B mRNA ed chr22q13.1-q13.2  metabolic process --- 1.07 1.04 1.04 1.03 -1.14 1.03 -1.57 -1.18 -1.19 -1.16 -1.21 -1.33
APOBEC3C apolipoprotein B mRNA ed chr22q13.1  metabolic process --- -1.15 -1.12 -1.01 -1.05 1.02 1.10 -1.08 1.11 1.00 1.12 -1.78 -1.28
APOBEC3F apolipoprotein B mRNA ed chr22q13.1  positive regulation of defense response to--- 1.24 1.77 1.45 1.60 1.14 -1.29 -1.11 1.32 -2.03 -2.03 -1.15 1.44
APOE apolipoprotein E chr19q13.2  response to reactive oxygen species Statin_Pathway_PharmGKB // GenMAPP -1.10 1.60 1.29 -1.99 1.88 -1.44 -1.49 1.07 1.10 2.08 -1.27 1.44
APOL1 apolipoprotein L, 1 chr22q13.1  lipid metabolic process --- 1.03 1.02 -1.12 1.04 1.04 -1.07 2.43 1.93 2.17 1.91 1.87 1.82
APOL2 apolipoprotein L, 2 chr22q12  lipid metabolic process --- -1.04 -1.00 -1.00 1.03 -1.01 -1.04 1.26 1.22 1.36 1.13 1.56 1.67
APOL6 apolipoprotein L, 6 chr22q12.3  transport --- 1.03 1.19 1.06 -1.08 1.05 -1.03 1.25 1.05 1.94 1.67 1.33 1.52
APOM apolipoprotein M chr6p21.33  transport --- -1.40 -1.65 1.10 1.14 1.30 -1.21 1.05 -1.05 -1.29 -1.00 -1.24 1.02
APOM apolipoprotein M chr6p21.33  transport --- -1.23 -1.18 -1.23 -1.01 1.36 1.10 -1.13 -1.00 -2.25 -1.58 -1.69 -1.28
APOO apolipoprotein O chrXp22.11  transport --- -1.12 -1.07 -1.01 -1.00 1.06 -1.04 -1.07 -1.05 1.21 1.18 -1.07 -1.03
APOOL apolipoprotein O-like chrXq21.1 0 --- 1.14 1.37 -1.00 1.09 -1.17 1.02 -1.47 -1.14 -1.61 -1.26 -2.07 -2.10
APOOL apolipoprotein O-like chrXq21.1 0 --- -1.05 -1.03 1.19 1.13 -1.07 1.08 -1.19 -1.25 -1.38 -1.10 -1.65 -2.11
APOOL apolipoprotein O-like chrXq21.1 0 --- 1.01 -1.02 -1.05 -1.06 1.04 -1.07 1.19 1.18 1.27 -1.04 1.24 1.15
APOOL apolipoprotein O-like chrXq21.1 0 --- -1.01 1.05 -1.02 -1.02 1.03 1.11 -1.13 -1.06 -1.27 -1.06 -1.52 -1.64
APOPT1 apoptogenic 1, mitochondri chr14q32.33  positive regulation of smooth muscle cell--- -1.27 -1.16 -1.06 -1.32 -1.27 1.46 1.02 1.22 -1.05 -1.04 -1.67 -1.55
APOPT1 /// Kapoptogenic 1, mitochondri chr14q32.3 /// chr14 intracellular protein transport --- -1.17 -1.19 -1.00 1.08 1.04 -1.03 1.27 1.12 1.53 1.29 1.48 1.60
APPBP2 amyloid beta precursor prot chr17q23.2  transport --- -1.02 1.00 1.10 -1.05 1.12 1.08 1.01 -1.03 -1.68 -1.49 -1.43 -1.71
APPBP2 amyloid beta precursor prot chr17q23.2  transport --- -1.03 -1.11 1.04 1.03 1.05 1.25 -1.23 1.04 -1.12 -1.09 -1.70 -1.64
APPL1 adaptor protein, phosphotyr chr3p21.1-p14.3  apoptotic process --- 1.04 -1.11 1.05 1.03 -1.01 1.01 -1.10 1.01 -2.31 -1.44 -1.29 -1.43
APPL1 adaptor protein, phosphotyr chr3p21.1-p14.3  apoptotic process --- 1.30 1.20 1.09 -1.11 -1.07 1.11 -1.26 -1.06 -1.75 -1.32 -1.62 -1.55
APPL2 adaptor protein, phosphotyr chr12q24.1  cell cycle --- 1.12 1.11 1.16 -1.11 -1.18 1.04 -1.08 -1.22 -1.88 -1.73 -1.47 -1.19
APTX aprataxin chr9p13.3  single strand break repair --- 1.04 1.05 1.04 -1.00 1.08 -1.02 1.11 1.00 1.12 1.12 1.13 1.14
APTX aprataxin chr9p13.3  single strand break repair --- -1.24 -2.09 -1.17 -1.77 -2.41 1.11 -4.64 1.13 2.19 1.33 2.17 1.65
AQP1 aquaporin 1 (Colton blood gchr7p14  renal water transport --- 1.18 -1.04 1.11 1.17 1.09 -1.05 -1.04 1.03 1.25 1.07 1.40 1.73
AQP12A /// Aaquaporin 12A /// aquaporinchr2q37.3  transport --- 5.52 7.28 1.06 1.04 1.80 -8.61 -3.25 -2.05 1.47 1.82 -2.40 -3.06
AQP3 aquaporin 3 (Gill blood grouchr9p13  positive regulation of immune system pro--- 1.13 1.08 1.04 -1.03 1.22 1.10 -1.07 -1.06 -1.25 -1.22 -1.26 -1.21
AQP3 aquaporin 3 (Gill blood grouchr9p13  positive regulation of immune system pro--- -1.04 1.00 -1.11 -1.09 -1.04 1.06 -1.04 -1.02 1.05 1.03 -1.08 -1.12
AQP5 aquaporin 5 chr12q13  transport --- -1.09 -1.12 1.39 1.62 1.25 1.10 1.07 -1.04 -1.36 -1.25 -2.54 -2.41
AQP6 aquaporin 6, kidney specificchr12q13  transport --- 1.32 1.11 -1.03 1.18 -1.07 1.05 1.00 1.02 -1.23 -1.19 -1.46 -1.53
AQP7 /// LOCaquaporin 7 /// aquaporin-7-chr9p13  generation of precursor metabolites and e--- 2.09 1.53 1.62 -1.40 4.28 1.37 -2.00 -4.08 2.61 1.81 1.55 1.28
AQPEP laeverin chr5q23.1  proteolysis --- -1.13 -1.15 -1.29 2.09 -1.50 1.52 1.72 1.87 2.33 -1.15 2.25 3.58
AQR aquarius homolog (mouse) chr15q14  mRNA splicing, via spliceosome --- -1.13 -1.08 -1.06 -1.17 1.11 -1.00 -1.39 -1.48 -2.02 -1.80 -2.12 -2.05
AR androgen receptor chrXq12  in utero embryonic development Nuclear_Receptors // GenMAPP -1.19 -1.29 2.31 2.72 -1.79 -1.03 1.92 2.29 -1.18 -1.63 -1.56 -2.01
AR androgen receptor chrXq12  in utero embryonic development Nuclear_Receptors // GenMAPP 1.55 2.07 -1.18 1.26 -1.97 -1.14 -1.56 -1.61 -1.25 -1.15 -6.09 -1.94
ARAF v-raf murine sarcoma 3611 chrXp11.4-p11.2  MAPK cascade MAPK_Cascade // GenMAPP /// Matrix_Me 1.06 1.06 -1.02 -1.72 -1.30 -1.33 1.58 1.69 1.22 -1.16 -1.19 -2.58
ARAF v-raf murine sarcoma 3611 chrXp11.4-p11.2  MAPK cascade MAPK_Cascade // GenMAPP /// Matrix_Me 1.07 -1.02 -1.03 1.05 -1.02 -1.02 1.10 -1.01 1.26 1.21 -1.03 1.02
ARAP2 ArfGAP with RhoGAP domchr4p14  signal transduction --- -1.01 -1.03 1.06 -1.17 1.00 -1.04 -1.33 -1.03 -1.68 -1.36 -1.54 -1.65
ARAP2 ArfGAP with RhoGAP domchr4p14  signal transduction --- 1.30 3.75 -1.58 1.50 -2.61 -4.59 1.28 1.40 -1.71 -1.78 1.44 1.37
ARAP3 ArfGAP with RhoGAP domchr5q31.3  cytoskeleton organization --- 1.03 -1.06 1.03 1.21 -1.02 -1.16 1.00 1.12 -1.03 -1.14 -1.93 -1.75
ARCN1 archain 1 chr11q23.3  transport --- 1.00 1.04 1.04 -1.02 1.04 1.03 -1.03 -1.10 1.22 1.25 1.42 1.38
AREG /// AREamphiregulin /// amphiregulchr4q13.3  epidermal growth factor receptor signalin--- 1.36 1.36 1.15 -1.12 1.14 -1.04 -1.16 1.53 7.07 3.74 8.11 6.25
AREL1 apoptosis resistant E3 ubiquchr14q24.3  cellular protein modification process --- 1.04 1.22 1.15 1.00 -1.63 -1.02 -1.17 -1.74 1.85 1.48 2.82 2.94
ARF1 /// MIR ADP-ribosylation factor 1 //chr1q42  GTP catabolic process --- 1.07 1.07 1.05 -1.33 1.05 -1.06 1.06 -1.09 1.40 1.25 1.85 1.72
ARF1 /// MIR ADP-ribosylation factor 1 //chr1q42  GTP catabolic process --- -1.02 1.06 1.02 -1.08 1.01 -1.02 1.25 -1.03 1.38 1.15 1.38 1.28
ARF3 ADP-ribosylation factor 3 chr12q13  GTP catabolic process --- -1.13 -1.10 -1.10 -1.04 -1.07 -1.08 1.19 1.28 1.59 1.52 -1.09 1.14
ARF3 ADP-ribosylation factor 3 chr12q13  GTP catabolic process --- -1.04 -1.02 -1.02 -1.09 1.03 -1.06 1.15 1.04 1.52 1.50 1.16 1.03
ARF3 ADP-ribosylation factor 3 chr12q13  GTP catabolic process --- -1.09 -1.06 -1.07 1.03 1.00 1.09 -1.21 -1.04 -1.16 1.10 -1.29 -1.33
ARF4 ADP-ribosylation factor 4 chr3p21.2-p21.1  GTP catabolic process --- 1.10 1.03 1.01 -1.11 -1.03 1.09 -1.05 -1.34 1.40 1.25 2.26 1.94
ARF4 ADP-ribosylation factor 4 chr3p21.2-p21.1  GTP catabolic process --- 1.04 1.09 -1.04 -1.01 -1.08 1.02 -1.14 -1.12 1.17 1.14 1.36 1.24
ARF5 ADP-ribosylation factor 5 chr7q31.3  GTP catabolic process --- 1.11 1.02 1.23 1.03 1.36 1.07 1.04 -1.20 1.13 -1.17 -1.40 -1.32
ARF6 ADP-ribosylation factor 6 chr14q21.3  liver development --- 1.14 1.20 -1.08 -1.20 -1.18 1.02 -1.41 -1.28 1.02 1.22 1.11 1.02
ARF6 ADP-ribosylation factor 6 chr14q21.3  liver development --- 1.33 1.32 1.23 -1.17 -1.36 -1.07 1.17 1.00 1.42 1.52 1.25 1.21
ARFGAP1 ADP-ribosylation factor GTchr20q13.33  transport --- -1.03 -1.31 1.12 1.06 1.04 -1.19 -1.03 -1.20 1.50 1.17 1.37 1.29
ARFGAP1 ADP-ribosylation factor GTchr20q13.33  transport --- 1.14 1.08 1.07 1.07 1.20 1.12 1.10 1.08 1.24 1.04 1.55 1.51
ARFGAP2 ADP-ribosylation factor GTchr11p11.2-p11.12  transport --- -1.07 -1.17 -1.01 1.09 1.05 -1.01 1.05 1.09 -1.26 -1.33 -1.46 -1.32
ARFGAP2 ADP-ribosylation factor GTchr11p11.2-p11.12  transport --- 2.99 1.59 1.60 1.67 -1.00 -1.61 1.62 1.75 2.08 2.05 1.43 2.87
ARFGAP3 ADP-ribosylation factor GTchr22q13.2  transport --- -1.03 -1.05 1.12 1.05 1.03 1.00 1.15 1.07 1.23 1.38 1.64 1.59
ARFGEF1 ADP-ribosylation factor guachr8q13  transport --- -1.18 -1.13 1.27 1.45 1.18 1.01 -1.34 -1.31 -1.05 -1.15 1.29 1.09
ARFGEF1 ADP-ribosylation factor guachr8q13  transport --- -1.16 1.06 1.08 -1.06 1.02 -1.09 1.19 -1.07 -1.28 -1.13 -1.06 -1.17
ARFGEF1 ADP-ribosylation factor guachr8q13  transport --- 1.01 -1.00 -1.03 1.01 1.09 -1.03 1.03 -1.00 1.07 1.19 1.05 1.00
ARFGEF2 ADP-ribosylation factor guachr20q13.13  receptor recycling --- 1.13 1.02 1.11 1.26 1.24 1.18 1.52 1.22 1.50 1.51 1.38 1.18
ARFGEF2 ADP-ribosylation factor guachr20q13.13  receptor recycling --- 1.18 1.17 1.13 1.05 -1.03 1.03 -1.20 -1.15 -1.39 -1.19 -1.23 -1.46
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ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

ARFGEF2 ADP-ribosylation factor guachr20q13.13  receptor recycling --- 1.08 1.01 -1.08 -1.03 -1.08 1.08 1.07 1.02 1.23 1.20 1.55 1.45
ARFIP2 ADP-ribosylation factor intechr11p15  cellular component movement --- -1.15 -1.14 -1.09 -1.11 1.06 1.04 1.12 1.13 1.26 1.19 1.27 1.25
ARFRP1 ADP-ribosylation factor relachr20q13.3  GTP catabolic process --- 1.10 -1.11 1.00 1.36 1.15 -1.03 -1.10 1.21 1.69 1.60 1.10 1.14
ARG1 arginase, liver chr6q23  urea cycle --- -1.44 2.14 -1.30 -2.51 -1.83 1.28 -1.95 5.10 1.39 1.56 -2.00 1.82
ARGLU1 arginine and glutamate rich chr13q33.3  transcription, DNA-dependent --- 1.30 1.37 -1.14 -1.38 -1.20 1.09 -2.61 -1.52 -2.25 -1.91 -2.84 -3.37
ARGLU1 arginine and glutamate rich chr13q33.3  transcription, DNA-dependent --- 1.10 1.06 -1.17 -1.01 -1.06 1.08 -1.23 -1.09 -1.46 -1.23 -1.53 -1.47
ARGLU1 arginine and glutamate rich chr13q33.3  transcription, DNA-dependent --- -1.01 1.06 -1.10 -1.08 -1.01 -1.04 -1.13 -1.02 -1.47 -1.27 -1.58 -1.50
ARGLU1 arginine and glutamate rich chr13q33.3  transcription, DNA-dependent --- -1.09 1.22 1.49 1.06 1.26 1.15 1.16 -1.34 -1.25 -2.32 -2.03 -2.30
ARHGAP1 Rho GTPase activating prot chr11p11.2  signal transduction --- 1.06 1.06 1.03 1.00 1.04 1.02 1.04 -1.01 1.04 1.03 -1.09 -1.04
ARHGAP18 Rho GTPase activating prot chr6q22.33  signal transduction --- 1.10 1.10 1.01 -1.08 1.13 -1.07 -1.06 -1.03 -1.53 -1.53 -2.01 -2.65
ARHGAP18 Rho GTPase activating prot chr6q22.33  signal transduction --- 1.01 1.14 -1.05 -1.09 -1.13 1.03 -1.01 1.01 -1.87 -1.54 -2.65 -2.97
ARHGAP18 Rho GTPase activating prot chr6q22.33  signal transduction --- -1.17 -1.14 -1.05 -1.07 1.14 -1.00 1.19 1.13 -1.88 -1.55 -2.47 -2.35
ARHGAP19 Rho GTPase activating prot chr10q24.1  signal transduction --- 1.10 1.14 1.07 1.06 -1.03 1.08 -1.20 -1.13 1.98 2.06 2.42 2.28
ARHGAP19 Rho GTPase activating prot chr10q24.1  signal transduction --- 1.10 1.05 -1.00 -1.03 -1.15 1.08 -1.24 -1.21 1.81 1.93 2.08 2.12
ARHGAP19 / Rho GTPase activating prot chr10q23.3-q24 /// c signal transduction --- -1.07 -1.61 -1.35 1.16 1.03 -1.14 -1.19 -1.17 -2.14 -1.28 -1.81 -1.03
ARHGAP21 Rho GTPase activating prot chr10p12.1|10p12.3  Golgi organization --- -1.01 1.02 -1.04 1.07 1.03 1.04 -1.28 -1.07 -1.70 -1.44 -1.56 -1.53
ARHGAP22 Rho GTPase activating prot chr10q11.22  angiogenesis --- 1.08 -1.09 2.06 1.73 1.43 -1.10 -1.23 -1.01 1.31 1.72 -1.08 1.27
ARHGAP23 Rho GTPase activating prot chr17q12  signal transduction --- -1.02 -1.03 -1.00 1.01 1.11 -1.00 1.24 -1.01 -1.23 -1.52 -1.30 -1.58
ARHGAP23 Rho GTPase activating prot chr17q12  signal transduction --- -1.39 -1.84 1.22 1.42 -1.13 1.16 1.12 -1.54 -2.57 -2.91 -3.07 -2.50
ARHGAP24 Rho GTPase activating prot chr4q22.1  angiogenesis --- 1.13 1.16 -1.06 -1.31 1.13 -1.10 1.12 -1.03 -1.45 -1.28 1.08 -1.08
ARHGAP27 Rho GTPase activating prot chr17q21.31  endocytosis --- 3.98 1.91 2.73 2.09 1.86 2.42 -1.38 -2.19 1.83 4.37 1.02 1.38
ARHGAP28 Rho GTPase activating prot chr18p11.31  signal transduction --- 1.08 1.03 1.34 1.31 -1.05 1.09 -1.29 -1.69 -4.71 -3.46 -4.40 -4.22
ARHGAP28 Rho GTPase activating prot chr18p11.31  signal transduction --- -1.34 -1.02 -1.08 1.07 1.15 -1.08 -1.02 -1.23 -1.05 -1.03 -2.99 -3.45
ARHGAP28 Rho GTPase activating prot chr18p11.31  signal transduction --- 1.21 1.13 -1.21 1.13 1.15 1.07 1.22 -1.20 -1.10 1.37 -2.25 -1.83
ARHGAP32 Rho GTPase activating prot chr11q24.3  cell communication --- 1.04 1.01 -1.27 -1.28 -1.11 -1.03 1.07 1.13 -2.06 -1.65 -1.45 -1.32
ARHGAP32 Rho GTPase activating prot chr11q24.3  cell communication --- 1.16 -1.01 1.11 1.17 1.18 1.13 1.11 -1.06 -1.42 -1.22 -1.41 -1.45
ARHGAP33 Rho GTPase activating prot chr19q13.12  transport --- -1.17 -1.30 1.13 1.49 1.07 1.01 -1.03 1.04 -1.16 -1.13 1.16 1.90
ARHGAP35 Rho GTPase activating prot chr19q13.3  neural tube closure --- 1.06 1.26 1.06 -1.03 -1.29 -1.23 -1.09 -1.03 -1.45 -1.22 -1.49 -1.66
ARHGAP35 Rho GTPase activating prot chr19q13.3  neural tube closure --- -1.11 1.02 -1.07 -1.07 -1.27 -1.21 -1.12 1.11 -1.54 -1.29 -1.52 -1.55
ARHGAP39 Rho GTPase activating prot chr8q24.3  signal transduction --- -1.33 -1.23 1.03 -1.05 -1.08 1.08 -1.07 -1.16 -1.54 -1.32 -1.32 -1.40
ARHGAP4 Rho GTPase activating prot chrXq28  apoptotic process --- 2.43 1.16 -1.44 1.61 -1.18 -1.05 1.62 1.81 -1.12 1.09 1.60 1.88
ARHGAP42 Rho GTPase activating prot chr11q22.1  signal transduction --- -1.28 -1.10 1.18 -1.07 -1.08 -1.26 -1.33 1.08 -1.92 -1.58 -1.35 -1.82
ARHGAP44 Rho GTPase activating prot chr17p12  signal transduction --- -1.05 1.10 -1.03 -1.01 -1.40 -1.04 -1.34 -1.09 -1.39 1.07 -2.28 -1.93
ARHGAP8 ///Rho GTPase activating prot chr22q13 /// chr22q  signal transduction --- -2.07 -2.20 2.58 2.23 -4.11 -3.35 6.16 2.97 4.48 5.82 10.06 4.76
ARHGAP8 ///Rho GTPase activating prot chr22q13 /// chr22q  signal transduction --- 3.06 4.31 -1.15 1.18 -1.18 2.83 -1.02 1.47 3.29 3.04 22.55 9.51
ARHGAP9 Rho GTPase activating prot chr12q13.3  signal transduction --- -2.01 -1.28 1.48 1.72 1.03 -1.86 -1.77 1.31 2.19 -1.18 -1.18 -2.32
ARHGDIA Rho GDP dissociation inhibchr17q25.3  cellular component movement --- -1.06 -1.09 -1.09 1.08 -1.01 1.05 -1.01 1.02 1.25 1.07 1.00 1.00
ARHGDIB Rho GDP dissociation inhibchr12p12.3  cellular component movement G13_Signaling_Pathway // GenMAPP -1.43 -1.35 1.06 1.26 1.44 1.10 1.11 -1.10 1.14 -1.19 -3.63 -3.61
ARHGDIB Rho GDP dissociation inhibchr12p12.3  cellular component movement G13_Signaling_Pathway // GenMAPP -1.03 1.07 1.06 1.39 1.16 1.09 -1.02 -1.06 1.12 1.25 -3.44 -2.59
ARHGDIG Rho GDP dissociation inhibchr16p13.3  protein folding G13_Signaling_Pathway // GenMAPP -1.07 -1.31 -1.88 -1.30 3.20 1.40 3.37 1.55 2.03 1.91 2.58 2.43
ARHGEF1 Rho guanine nucleotide exc chr19q13.13  Rho protein signal transduction G13_Signaling_Pathway // GenMAPP /// G_ 1.43 1.15 1.41 1.48 1.36 1.11 1.32 1.38 1.82 1.27 1.07 1.16
ARHGEF10 Rho guanine nucleotide exc chr8p23  myelination in peripheral nervous system--- -1.48 -1.52 1.40 -1.13 1.13 1.18 2.01 1.62 -1.66 1.16 -1.26 1.16
ARHGEF11 Rho guanine nucleotide exc chr1q21  cytokinesis --- -1.00 -1.06 1.07 1.14 1.23 -1.37 -1.06 1.29 -1.33 -1.52 -1.10 -1.41
ARHGEF11 Rho guanine nucleotide exc chr1q21  cytokinesis --- -1.09 -1.05 1.19 1.06 1.09 1.04 -1.28 -1.16 -1.64 -1.54 -1.50 -1.53
ARHGEF12 Rho guanine nucleotide exc chr11q23.3  apoptotic process --- -1.34 -1.06 1.05 1.10 1.10 1.17 -1.09 -1.32 -1.26 -1.17 1.23 1.33
ARHGEF12 Rho guanine nucleotide exc chr11q23.3  apoptotic process --- 1.09 1.05 1.08 1.08 -1.06 1.02 -1.15 -1.09 -1.26 -1.04 -1.34 -1.46
ARHGEF16 Rho guanine nucleotide exc chr1p36.3  apoptotic process --- -1.18 -1.60 1.10 1.20 1.03 -1.24 -1.02 -1.00 1.52 1.39 -1.05 1.22
ARHGEF18 Rho/Rac guanine nucleotidechr19p13.3  apoptotic process --- -1.06 -1.12 -1.12 -1.10 1.00 1.05 -1.04 1.04 1.29 1.36 1.29 1.41
ARHGEF19 Rho guanine nucleotide exc chr1p36.13  positive regulation of Rho GTPase activit--- -1.19 -1.03 -1.07 1.02 -1.03 -1.18 -1.14 1.01 1.37 1.27 1.21 1.37
ARHGEF2 Rho/Rac guanine nucleotidechr1q21-q22  establishment of mitotic spindle orientati --- 1.09 1.01 1.06 1.09 -1.07 1.09 -1.12 -1.14 1.25 1.09 1.18 1.17
ARHGEF25 Rho guanine nucleotide exc chr12q13.3  regulation of Rho protein signal transduc --- 1.36 -1.09 1.24 1.08 1.07 -1.52 -1.12 1.06 -1.25 -1.18 -1.72 -1.13
ARHGEF26 Rho guanine nucleotide exc chr3q25.2  regulation of Rho protein signal transduc --- 1.47 1.52 1.12 1.02 -1.09 1.26 -1.32 -1.47 -1.83 -1.56 -1.90 -1.51
ARHGEF26 Rho guanine nucleotide exc chr3q25.2  regulation of Rho protein signal transduc --- 1.06 1.11 -1.05 1.17 -1.04 -1.00 -1.29 -1.26 -1.24 -1.21 -1.34 -1.37
ARHGEF28 Rho guanine nucleotide exc chr5q13.2  central nervous system neuron axonogene--- 1.45 1.36 1.50 1.68 -1.02 1.04 1.54 1.37 1.80 1.33 1.25 1.85
ARHGEF28 Rho guanine nucleotide exc chr5q13.2  central nervous system neuron axonogene--- -1.32 -1.16 1.28 1.20 -1.06 -1.06 1.20 1.11 -2.00 -1.94 -2.46 -2.03
ARHGEF40 Rho guanine nucleotide exc chr14q11.2  regulation of Rho protein signal transduc --- 1.20 1.21 1.22 1.11 1.08 -1.02 1.21 1.15 -1.35 -1.12 -1.77 -2.02
ARHGEF5 Rho guanine nucleotide exc chr7q35  myeloid dendritic cell chemotaxis --- -1.19 1.08 -1.36 -1.04 -1.03 -1.18 1.90 1.62 1.21 1.15 1.18 1.09
ARHGEF5 /// Rho guanine nucleotide exc chr7q35  myeloid dendritic cell chemotaxis --- 1.14 1.01 -1.08 1.11 -1.01 1.19 1.25 1.10 1.82 1.65 1.18 1.47
ARHGEF6 Rac/Cdc42 guanine nucleot chrXq26.3  apoptotic process --- -1.82 -1.49 -1.09 -1.04 -1.88 -1.24 -1.15 -1.37 1.30 1.80 -1.28 1.23
ARHGEF7 Rho guanine nucleotide exc chr13q34  apoptotic process --- -1.99 -2.05 1.98 1.48 -1.14 1.12 -1.14 1.01 -1.05 -1.01 -2.39 -1.33
ARHGEF7 Rho guanine nucleotide exc chr13q34  apoptotic process --- 1.41 -1.03 1.53 1.51 -1.29 -1.14 1.82 1.26 3.80 2.91 1.56 1.52
ARHGEF7 Rho guanine nucleotide exc chr13q34  apoptotic process --- -1.09 -1.04 1.14 -1.33 1.31 1.45 1.19 -1.06 -2.37 -1.69 -1.48 -1.62
ARHGEF7 Rho guanine nucleotide exc chr13q34  apoptotic process --- 1.24 1.25 1.04 1.18 1.08 1.01 1.03 -1.02 1.59 1.12 1.60 1.88
ARHGEF7 Rho guanine nucleotide exc chr13q34  apoptotic process --- -1.10 -1.10 1.08 1.02 1.12 -1.02 1.05 -1.11 -1.10 -1.14 -1.02 -1.04
ARHGEF9 Cdc42 guanine nucleotide e chrXq11.1  apoptotic process --- 1.02 1.25 -1.22 1.06 -1.18 -1.11 -1.54 -1.29 -2.97 -2.53 -2.69 -1.98
ARHGEF9 Cdc42 guanine nucleotide e chrXq11.1  apoptotic process --- -1.12 -1.27 -1.03 1.16 -1.02 -1.03 -1.11 1.02 -1.99 -1.42 -1.32 -1.56
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ARID1A AT rich interactive domain chr1p35.3  chromatin organization --- 1.09 1.03 -1.10 1.04 1.00 1.08 -1.48 -1.27 -1.35 -1.25 -1.20 -1.50
ARID1B AT rich interactive domain chr6q25.1  transcription, DNA-dependent --- -1.09 1.07 -1.04 -1.12 1.12 -1.03 1.19 -1.05 -1.36 -1.50 -1.18 -1.41
ARID1B AT rich interactive domain chr6q25.1  transcription, DNA-dependent --- 1.55 1.43 -1.08 1.10 -1.27 -1.18 -1.21 1.04 -1.23 -1.43 -1.75 -1.88
ARID1B AT rich interactive domain chr6q25.1  transcription, DNA-dependent --- 1.33 -1.36 -1.57 -1.15 -1.00 1.51 -1.14 1.30 -1.62 -1.01 -1.92 -1.57
ARID2 AT rich interactive domain chr12q12  nucleosome disassembly --- -1.00 1.00 1.08 1.02 -1.02 1.01 -1.12 -1.22 -2.17 -1.83 -1.94 -2.70
ARID2 AT rich interactive domain chr12q12  nucleosome disassembly --- 1.67 1.32 -1.03 -1.34 1.17 1.57 1.00 1.03 -1.01 -1.54 -3.20 -2.75
ARID2 AT rich interactive domain chr12q12  nucleosome disassembly --- -1.03 -1.11 1.06 1.17 1.02 1.04 -1.06 -1.10 -1.55 -1.37 -1.92 -1.87
ARID3A AT rich interactive domain chr19p13.3  transcription, DNA-dependent --- -1.32 -1.24 -1.31 -1.29 -1.05 -1.55 -1.17 -1.14 1.52 1.11 1.50 1.35
ARID3A AT rich interactive domain chr19p13.3  transcription, DNA-dependent --- -1.07 -1.72 1.08 1.30 -1.38 -1.48 1.56 1.07 1.33 1.20 2.60 2.34
ARID3B AT rich interactive domain chr15q24  transcription, DNA-dependent --- 1.75 1.17 1.06 1.15 -1.37 -1.24 1.13 -1.00 1.56 1.52 1.60 1.36
ARID4A AT rich interactive domain chr14q23.1  regulation of gene expression by genetic --- 1.32 1.10 1.28 1.13 1.12 1.27 1.14 1.04 -2.18 -1.80 -1.52 -1.65
ARID4B AT rich interactive domain chr1q42.1-q43  regulation of gene expression by genetic --- -1.28 -1.18 1.06 1.09 -1.00 -1.12 1.26 1.14 -1.08 -1.09 1.38 1.24
ARID4B /// R AT rich interactive domain chr1q42.1-q43 /// ch regulation of gene expression by genetic --- -1.05 -1.12 1.15 1.11 1.13 1.06 1.02 -1.04 1.07 1.04 1.18 1.21
ARID4B /// R AT rich interactive domain chr1q42.1-q43 /// ch regulation of gene expression by genetic --- -1.09 -1.03 1.04 1.02 1.14 -1.01 1.04 -1.04 1.20 1.10 1.27 1.25
ARID5A AT rich interactive domain chr2q11.2  chondrocyte differentiation --- 1.37 -1.07 -1.07 1.37 -1.18 -1.04 1.17 1.01 2.22 2.61 2.02 1.83
ARID5B AT rich interactive domain chr10q21.2  kidney development --- -4.24 -2.73 3.08 1.74 1.04 -1.59 3.37 1.12 14.00 5.43 2.52 10.99
ARID5B AT rich interactive domain chr10q21.2  kidney development --- 1.14 1.17 1.09 -1.06 1.01 1.03 -1.21 -1.18 -2.03 -1.73 -1.36 -1.42
ARID5B AT rich interactive domain chr10q21.2  kidney development --- 1.20 1.05 1.78 1.43 2.71 1.57 1.47 -1.01 1.75 2.03 1.98 1.56
ARIH1 ariadne homolog, ubiquitin-chr15q24  ubiquitin-dependent protein catabolic pro--- -1.06 1.08 1.01 -1.06 1.04 1.03 1.25 1.09 1.01 -1.02 1.28 1.05
ARIH1 ariadne homolog, ubiquitin-chr15q24  ubiquitin-dependent protein catabolic pro--- 1.08 1.08 1.05 1.16 1.08 -1.05 1.43 1.18 1.48 1.18 1.82 1.59
ARIH1 ariadne homolog, ubiquitin-chr15q24  ubiquitin-dependent protein catabolic pro--- 1.01 -1.00 1.15 1.13 1.02 1.10 -1.15 -1.10 1.15 1.21 1.30 1.36
ARIH2 ariadne homolog 2 (Drosophchr3p21  protein polyubiquitination --- 1.22 1.18 -1.00 -1.05 -1.20 -1.05 -1.24 -1.10 -1.84 -1.66 -1.30 -1.78
ARL1 ADP-ribosylation factor-lik chr12q23.2  GTP catabolic process --- 1.05 -1.02 -1.02 -1.02 1.11 1.05 -1.10 -1.02 1.12 1.15 1.20 1.34
ARL1 ADP-ribosylation factor-lik chr12q23.2  GTP catabolic process --- -1.05 -1.02 -1.05 -1.08 -1.01 -1.06 1.11 1.01 1.43 1.36 1.73 1.62
ARL1 ADP-ribosylation factor-lik chr12q23.2  GTP catabolic process --- 1.03 1.07 1.02 -1.08 -1.16 -1.06 1.05 1.15 -1.19 1.04 1.33 1.26
ARL10 ADP-ribosylation factor-lik chr5q35.2  intracellular protein transport --- -1.00 -1.01 1.08 -1.04 1.08 1.03 1.04 1.04 -1.37 -1.10 -1.36 -1.25
ARL15 ADP-ribosylation factor-lik chr5p15.2  small GTPase mediated signal transductio--- -1.01 -1.09 1.12 1.05 1.07 -1.05 -1.16 1.14 -1.87 -1.69 -1.83 -2.23
ARL17A /// AADP-ribosylation factor-lik chr17q21.31  transport --- -2.67 -3.82 3.24 -1.12 1.26 -1.47 -1.34 -1.43 1.02 -1.47 1.41 -1.89
ARL17A /// AADP-ribosylation factor-lik chr17q21.31  transport --- 1.05 -1.04 -1.08 1.05 1.01 1.19 1.01 1.05 -2.22 -1.64 -1.80 -1.67
ARL17A /// AADP-ribosylation factor-lik chr17q21.31  transport --- 1.04 1.01 1.06 1.19 1.20 1.08 1.03 1.01 -2.39 -2.38 -1.92 -1.73
ARL2BP ADP-ribosylation factor-lik chr16q13  signal transduction --- 1.13 1.04 1.18 1.10 1.13 1.04 -1.09 -1.06 -1.93 -1.38 -1.36 -1.29
ARL3 ADP-ribosylation factor-lik chr10q23.3  cytokinesis --- -1.51 -1.38 1.29 1.47 -1.40 -1.08 -1.58 -1.24 1.02 1.06 -2.02 -1.88
ARL4A ADP-ribosylation factor-lik chr7p21.3  GTP catabolic process --- -1.06 -1.07 -1.03 1.04 1.03 1.02 1.11 1.16 1.47 1.29 1.78 1.60
ARL4C ADP-ribosylation factor-lik chr2q37.1  GTP catabolic process --- 1.15 1.34 1.16 -1.12 1.19 1.28 -1.84 -2.33 -1.16 -1.03 -1.88 -2.12
ARL4D ADP-ribosylation factor-lik chr17q21.31  GTP catabolic process --- 1.10 -1.09 1.27 1.12 -1.17 1.15 -1.15 -1.19 1.82 1.89 1.94 1.77
ARL5B ADP-ribosylation factor-lik chr10p12.31  intracellular protein transport --- 1.05 1.21 -1.04 -1.28 -1.06 1.00 -1.01 1.19 1.07 1.33 1.50 -1.18
ARL6 ADP-ribosylation factor-lik chr3q11.2  protein targeting to membrane --- 1.04 1.01 1.00 -1.07 -1.09 -1.02 -1.21 -1.12 -1.41 -1.26 -1.97 -1.77
ARL6IP6 ADP-ribosylation-like factochr2q23.3 0 --- 1.31 1.18 -1.06 1.19 -1.35 1.01 -1.33 -1.10 -1.47 -1.69 -1.42 -1.13
ARL8A ADP-ribosylation factor-lik chr1q32.1  GTP catabolic process --- -1.06 1.09 -1.12 -1.46 1.10 -1.08 -1.00 -1.07 1.29 1.16 1.31 -1.02
ARL8B ADP-ribosylation factor-lik chr3p26.1  GTP catabolic process --- 1.05 1.08 -1.03 -1.05 1.06 1.03 -1.13 -1.14 1.15 1.14 1.23 1.07
ARMC10 armadillo repeat containing chr7q22.1  regulation of growth --- -1.04 -1.01 1.08 1.14 -1.02 -1.10 -1.00 -1.24 1.69 1.55 1.40 1.45
ARMC4 armadillo repeat containing chr10p12.1-p11.23 0 --- 1.91 1.69 -1.44 -1.56 -1.11 -2.31 1.62 1.18 -2.85 -3.24 -2.71 -3.54
ARMC4 armadillo repeat containing chr10p12.1-p11.23 0 --- 4.36 2.17 -1.28 -1.12 1.20 -1.49 1.27 -1.06 2.25 -1.00 -2.05 -1.45
ARMC7 armadillo repeat containing chr17q25.1 0 --- -1.06 -1.14 1.01 1.17 1.05 -1.03 -1.33 -1.40 1.18 -1.15 1.30 1.17
ARMC8 armadillo repeat containing chr3q22.3 0 --- 1.01 1.08 -1.10 -1.08 -1.22 -1.21 1.15 -1.13 1.32 1.40 1.34 -1.10
ARMC8 armadillo repeat containing chr3q22.3 0 --- 1.09 1.24 -1.24 -1.52 -1.27 -1.26 1.02 -1.09 1.23 1.25 1.15 -1.15
ARMC8 armadillo repeat containing chr3q22.3 0 --- 1.10 -1.32 -1.26 -1.84 -1.04 1.02 1.13 1.19 -2.00 -1.98 -2.87 -2.94
ARMC8 armadillo repeat containing chr3q22.3 0 --- -1.02 -1.05 -1.11 -1.05 -1.08 -1.02 -1.04 -1.06 -2.14 -2.23 -1.47 -1.65
ARMC8 armadillo repeat containing chr3q22.3 0 --- 1.31 1.45 -1.08 -1.03 1.04 1.05 1.20 1.08 1.17 1.22 1.19 1.24
ARMC8 armadillo repeat containing chr3q22.3 0 --- 1.29 1.24 1.11 1.08 1.11 1.31 -1.24 -1.28 -1.42 -1.08 1.02 -1.10
ARMC9 armadillo repeat containing chr2q37.1 0 --- 1.12 1.00 1.19 -1.11 1.11 1.08 1.11 1.08 -3.95 -2.58 -1.52 -3.02
ARMCX1 armadillo repeat containing,chrXq21.33-q22.2 0 --- 1.18 1.10 1.01 -1.19 -1.08 1.08 -1.39 -1.08 -2.09 -1.99 -1.60 -1.62
ARMCX4 armadillo repeat containing,chrXq22.1 0 --- 1.02 1.06 -1.06 1.09 -1.02 1.23 -1.27 -1.06 -3.63 -4.19 -2.34 -2.22
ARMCX5-GPARMCX5-GPRASP2 readthchrXq22.1 0 --- 1.20 1.06 -1.18 -1.06 -1.11 -1.02 -1.38 -1.07 -2.28 -2.21 -1.44 -1.37
ARMCX6 armadillo repeat containing,chrXq21.33-q22.3 0 --- -1.01 1.07 1.89 2.28 2.67 3.65 -3.67 1.94 1.94 2.10 1.14 -1.57
ARNT aryl hydrocarbon receptor n chr1q21  response to hypoxia --- -1.20 -1.31 -1.19 1.02 -1.06 1.01 1.17 1.09 1.49 1.68 1.83 2.03
ARNT aryl hydrocarbon receptor n chr1q21  response to hypoxia --- 1.08 1.27 1.16 -1.39 -1.19 -1.29 1.33 1.12 1.79 1.86 1.99 2.06
ARNT aryl hydrocarbon receptor n chr1q21  response to hypoxia --- 1.56 -1.37 1.36 1.44 -1.72 2.72 3.51 5.35 4.07 3.93 2.32 1.27
ARNT2 aryl-hydrocarbon receptor nchr15q24  response to hypoxia --- 2.95 -2.11 3.63 3.28 -4.25 -4.04 -1.58 -1.23 2.87 2.14 4.76 4.41
ARNTL aryl hydrocarbon receptor n chr11p15  protein import into nucleus, translocationCircadian_Exercise // GenMAPP -1.07 1.03 1.22 1.09 1.18 -1.04 1.07 -1.11 1.81 1.32 1.08 -1.05
ARNTL2 aryl hydrocarbon receptor n chr12p12.2-p11.2  transcription, DNA-dependent --- -1.15 1.13 1.23 1.06 1.60 1.74 -1.13 1.32 2.04 1.20 3.02 2.57
ARNTL2 aryl hydrocarbon receptor n chr12p12.2-p11.2  transcription, DNA-dependent --- -1.03 -1.13 1.14 1.14 1.02 -1.08 1.42 1.15 2.56 2.02 1.93 1.71
ARNTL2 aryl hydrocarbon receptor n chr12p12.2-p11.2  transcription, DNA-dependent --- -1.07 -1.09 -1.01 1.03 -1.04 -1.07 1.28 1.18 2.24 2.06 1.94 1.81
ARPC1B actin related protein 2/3 comchr7q22.1  cellular component movement --- -1.02 -1.04 -1.11 -1.03 1.03 -1.10 1.08 1.16 1.72 1.47 1.44 1.63
ARPC2 actin related protein 2/3 comchr2q36.1  cellular component movement --- 1.00 -1.04 -1.03 -1.01 1.09 1.11 1.00 -1.04 1.21 1.23 1.07 1.14
ARPC2 actin related protein 2/3 comchr2q36.1  cellular component movement --- -1.19 -1.04 -1.01 -1.05 1.01 -1.17 1.24 1.10 1.72 1.21 1.19 1.13
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ARPC3 actin related protein 2/3 comchr12q24.11  cellular component movement --- -1.12 -1.19 -1.01 1.03 1.04 1.09 1.08 1.03 1.12 1.11 1.11 1.16
ARPC4 actin related protein 2/3 comchr3p25.3  actin filament polymerization --- -1.10 -1.04 -1.07 -1.03 1.06 1.03 1.16 1.05 1.21 1.02 -1.15 -1.22
ARPC4 actin related protein 2/3 comchr3p25.3  actin filament polymerization --- 1.10 -1.04 1.03 -1.08 -1.09 -1.18 -1.26 -1.30 -1.10 -1.09 -1.86 -1.80
ARPC4 actin related protein 2/3 comchr3p25.3  actin filament polymerization --- -1.08 1.01 1.09 -1.17 1.03 -1.09 1.02 -1.08 1.08 -1.01 -1.47 -1.58
ARPC4-TTLLARPC4-TTLL3 readthroughchr3p /// chr3p25.3  cellular protein modification process --- 1.02 1.26 1.11 1.32 1.01 -1.07 1.41 1.33 1.09 1.17 1.69 1.86
ARPC5 actin related protein 2/3 comchr1q25.3  cellular component movement --- 1.10 1.11 -1.03 -1.01 -1.02 1.10 -1.05 -1.12 -1.06 1.05 -1.12 -1.20
ARPC5L actin related protein 2/3 comchr9q33.3  regulation of actin filament polymerizatio--- -1.14 -1.25 1.17 1.13 1.39 1.07 1.55 1.14 1.42 1.19 1.47 1.58
ARPC5L actin related protein 2/3 comchr9q33.3  regulation of actin filament polymerizatio--- -1.08 -1.02 1.02 1.05 1.00 -1.02 1.14 1.17 1.32 1.16 1.13 1.18
ARPC5L actin related protein 2/3 comchr9q33.3  regulation of actin filament polymerizatio--- -1.08 -1.05 1.02 -1.07 1.08 1.08 1.21 1.13 1.52 1.33 1.53 1.46
ARPC5L actin related protein 2/3 comchr9q33.3  regulation of actin filament polymerizatio--- -1.01 -1.10 -1.09 -1.02 1.07 -1.01 1.29 1.15 1.78 1.23 1.29 1.23
ARPP19 cAMP-regulated phosphopr chr15q21.2  G2 --- 1.07 -1.02 1.01 1.04 1.13 1.34 1.00 -1.03 1.45 1.69 1.43 1.26
ARPP19 cAMP-regulated phosphopr chr15q21.2  G2 --- -1.13 -1.20 1.07 -1.05 -1.06 -1.08 1.18 1.36 1.11 1.17 1.72 1.44
ARPP19 cAMP-regulated phosphopr chr15q21.2  G2 --- 1.13 1.20 -1.05 -1.08 -1.08 -1.10 -1.20 -1.10 -1.08 -1.12 -1.21 -1.34
ARRB1 arrestin, beta 1 chr11q13  activation of MAPK activity Calcium_regulation_in_cardiac_cells // GenM -1.44 -1.12 -1.59 -1.24 -1.17 -1.30 -1.52 1.52 -2.23 -1.79 -1.59 -1.93
ARRB1 arrestin, beta 1 chr11q13  activation of MAPK activity Calcium_regulation_in_cardiac_cells // GenM 1.04 1.08 -1.07 1.18 -1.00 -1.17 1.60 1.42 -2.45 -1.71 -1.32 -2.06
ARRB1 arrestin, beta 1 chr11q13  activation of MAPK activity Calcium_regulation_in_cardiac_cells // GenM 1.04 1.13 1.01 1.25 1.06 1.00 1.54 1.36 -1.32 -1.27 -1.31 -1.43
ARRB1 arrestin, beta 1 chr11q13  activation of MAPK activity Calcium_regulation_in_cardiac_cells // GenM -1.07 -1.07 -1.05 -1.11 -1.01 1.05 -1.11 1.04 -1.33 -1.17 1.25 1.63
ARRB1 arrestin, beta 1 chr11q13  activation of MAPK activity Calcium_regulation_in_cardiac_cells // GenM 1.15 1.26 -1.09 -1.13 -1.05 -1.07 -1.04 -1.02 -1.31 -1.47 -1.00 1.37
ARRB1 arrestin, beta 1 chr11q13  activation of MAPK activity Calcium_regulation_in_cardiac_cells // GenM -1.08 -1.20 1.14 1.12 -1.18 -1.10 1.33 1.53 -1.70 -1.59 -1.13 -1.14
ARRB1 arrestin, beta 1 chr11q13  activation of MAPK activity Calcium_regulation_in_cardiac_cells // GenM -1.19 -1.09 -1.32 -1.02 -1.29 -1.49 -1.03 -1.08 -1.57 -1.29 1.26 1.61
ARRB2 arrestin, beta 2 chr17p13  regulation of protein phosphorylation Calcium_regulation_in_cardiac_cells // GenM 1.02 -1.09 1.08 -1.04 -1.01 -1.06 -1.00 -1.10 1.03 1.08 -1.27 -1.25
ARSA arylsulfatase A chr22q13.33  sphingolipid metabolic process --- 1.45 -1.22 5.24 6.90 -1.40 1.01 -3.29 -1.44 1.50 1.63 -1.58 -1.04
ARSB arylsulfatase B chr5q14.1  carbohydrate metabolic process --- 1.32 1.13 1.14 1.15 -1.02 1.17 -1.34 -1.24 -1.11 -1.12 -1.29 -1.35
ARSD arylsulfatase D chrXp22.3  phospholipid metabolic process --- 1.39 1.36 -2.13 -1.84 -3.93 -1.83 -2.36 -1.53 1.07 -1.33 3.41 4.10
ARSG arylsulfatase G chr17q24.2  phospholipid metabolic process --- -1.28 -1.28 1.07 1.04 1.07 -1.09 1.46 1.15 1.20 1.13 1.39 1.59
ARSJ arylsulfatase family, membechr4q26  sphingolipid metabolic process --- 1.17 1.03 -1.14 -1.42 -1.38 1.16 1.08 -1.00 1.97 1.91 1.03 -1.13
ARSK arylsulfatase family, membechr5q15  sphingolipid metabolic process --- -1.02 1.01 1.02 -1.09 -1.20 1.15 1.00 -1.10 -1.38 1.07 -1.90 -1.67
ARSK arylsulfatase family, membechr5q15  sphingolipid metabolic process --- 1.00 1.00 -1.04 -1.07 1.23 1.14 1.10 1.09 -1.61 -1.88 -1.47 -1.70
ART1 ADP-ribosyltransferase 1 chr11p15  protein ADP-ribosylation --- -1.34 -1.47 -1.73 1.18 -1.13 -1.40 -1.05 -1.20 1.58 2.54 -1.01 1.37
ARTN artemin chr1p33-p32  signal transduction --- 1.04 1.24 1.26 1.18 -1.59 -1.46 1.63 1.40 1.90 1.38 2.32 2.94
ARV1 ARV1 homolog (S. cerevisichr1q42.2  sphingolipid metabolic process --- 2.03 2.36 1.28 1.16 1.42 1.17 1.17 1.27 -1.80 -1.55 -4.81 -1.38
ARV1 ARV1 homolog (S. cerevisichr1q42.2  lipid metabolic process --- 1.01 1.06 1.09 -1.04 1.12 1.01 1.02 -1.01 -1.05 -1.07 1.12 1.11
ARX aristaless related homeobox chrXp21.3  neuron migration --- 1.24 1.04 -1.18 -1.21 -1.17 -1.48 -1.14 1.26 1.96 2.11 3.28 3.56
AS3MT arsenic (+3 oxidation state) chr10q24.32  cellular protein modification process --- -1.20 -1.32 1.14 -1.01 -1.05 1.11 1.23 1.16 -1.53 -1.22 -1.20 -2.00
ASAH1 N-acylsphingosine amidohychr8p22  lipid metabolic process S1P_Signaling // GenMAPP -1.01 1.04 1.22 -1.05 1.07 -1.14 -1.13 -1.09 1.17 1.22 1.67 1.27
ASAH1 N-acylsphingosine amidohychr8p22  lipid metabolic process S1P_Signaling // GenMAPP -1.02 -1.08 -1.01 1.11 -1.03 1.06 -1.20 -1.07 -1.11 1.03 1.10 -1.05
ASAH2B N-acylsphingosine amidohychr10q11.23 0 --- 1.18 1.20 1.18 1.04 -1.06 1.03 1.05 1.02 -1.51 -1.65 -1.16 -1.39
ASAP1 ArfGAP with SH3 domain, chr8q24.1-q24.2  cell projection organization --- 1.04 1.09 -1.04 -1.14 -1.05 1.06 -1.11 -1.08 -1.31 -1.24 -1.15 -1.34
ASAP2 ArfGAP with SH3 domain, chr2p25|2p24  regulation of ARF GTPase activity --- 1.10 1.01 1.17 1.05 -1.08 1.09 1.16 1.05 -1.03 1.08 -1.49 -1.66
ASAP3 ArfGAP with SH3 domain, chr1p36.12  regulation of ARF GTPase activity --- -1.13 -1.07 1.01 -1.01 1.09 -1.13 -1.16 -1.08 -1.49 -1.57 -1.33 -1.60
ASAP3 ArfGAP with SH3 domain, chr1p36.12  regulation of ARF GTPase activity --- -1.44 -1.23 1.21 -1.28 1.06 -1.02 -1.27 1.04 -1.26 -1.35 -1.49 -1.68
ASB12 /// MTankyrin repeat and SOCS bochrXq11.2  dephosphorylation --- 1.04 1.05 1.17 1.27 1.60 -2.95 2.41 2.02 -1.69 -2.28 2.22 2.13
ASB16-AS1 ASB16 antisense RNA 1 chr17q21.31 0 --- -1.36 -1.25 -1.06 -1.77 1.18 1.33 1.06 -1.18 -2.09 -1.41 -1.30 -1.49
ASB4 ankyrin repeat and SOCS bochr7q21-q22  protein ubiquitination --- 4.96 3.11 1.43 1.62 1.55 -1.60 -2.87 -2.67 12.01 9.91 4.61 2.68
ASB4 ankyrin repeat and SOCS bochr7q21-q22  protein ubiquitination --- -1.47 2.70 8.92 1.96 2.06 -3.19 1.78 1.50 1.26 1.31 -1.35 1.06
ASB4 ankyrin repeat and SOCS bochr7q21-q22  protein ubiquitination --- 2.48 4.00 1.41 -1.84 1.07 -1.14 1.27 -1.27 8.65 5.62 -2.08 -1.08
ASB6 ankyrin repeat and SOCS bochr9q34.13  protein ubiquitination --- 1.31 1.19 1.16 1.16 1.09 1.09 1.29 1.22 1.42 1.05 1.37 1.27
ASB6 ankyrin repeat and SOCS bochr9q34.13  positive regulation of protein phosphoryl --- -1.09 -1.09 1.07 1.04 1.17 1.03 1.42 1.20 1.14 1.01 1.07 1.23
ASB7 ankyrin repeat and SOCS bochr15q26.3  protein ubiquitination --- -1.03 1.08 1.05 -1.09 1.12 -1.14 -1.18 -1.09 -1.57 -1.60 -1.53 -1.69
ASB8 ankyrin repeat and SOCS bochr12q13.11  protein ubiquitination --- -1.22 -1.22 -1.20 -1.23 -1.08 1.10 -1.17 1.06 -1.66 -1.25 -1.35 -1.20
ASB8 ankyrin repeat and SOCS bochr12q13.11  protein ubiquitination --- 1.13 1.03 1.00 -1.11 -1.03 1.11 -1.06 -1.08 -1.38 -1.36 -1.38 -1.41
ASB9 ankyrin repeat and SOCS bochrXp22.2  protein ubiquitination --- -1.11 -1.02 -1.00 1.05 -1.07 -1.02 -1.11 1.07 -1.58 -1.29 -3.77 -3.29
ASCC1 activating signal cointegratochr10pter-q25.3  transcription, DNA-dependent --- 1.10 1.08 -1.02 -1.15 1.05 1.08 1.11 -1.07 -1.08 1.11 1.31 1.20
ASCC3 activating signal cointegratochr6q16  DNA repair --- 1.06 1.03 1.08 1.11 1.06 -1.02 -1.16 -1.14 -1.23 -1.04 -1.08 -1.09
ASCC3 activating signal cointegratochr6q16  DNA repair --- 1.13 -1.06 -1.01 -1.08 1.12 1.11 -1.03 -1.14 -1.16 1.05 1.25 1.36
ASF1A anti-silencing function 1A hchr6q22.31  osteoblast differentiation --- 1.19 1.15 1.05 -1.04 -1.17 -1.06 -1.69 -1.22 -1.95 -1.91 -1.74 -1.79
ASF1A anti-silencing function 1A hchr6q22.31  osteoblast differentiation --- -1.08 -1.02 -1.01 -1.02 1.03 -1.03 -1.29 -1.20 -1.21 -1.21 1.12 1.12
ASGR1 asialoglycoprotein receptor chr17p13.2  endocytosis --- -1.87 1.21 1.03 1.28 -1.23 -1.62 1.67 3.58 1.51 2.36 2.40 2.34
ASH1L ash1 (absent, small, or homechr1q22  DNA packaging --- 1.05 1.08 1.02 1.04 -1.15 -1.02 -1.05 1.36 -1.24 -1.09 -1.22 -1.36
ASH2L ash2 (absent, small, or homechr8p11.2  transcription, DNA-dependent --- -1.09 -1.07 -1.09 -1.09 -1.11 -1.02 -1.11 -1.08 -1.66 -1.45 -1.21 -1.24
ASIC1 acid-sensing (proton-gated) chr12q12  response to acid --- -1.05 -1.14 1.11 1.39 -1.03 1.10 -1.03 1.05 1.46 1.57 -1.17 1.19
ASIC1 acid-sensing (proton-gated) chr12q12  response to acid --- 1.21 1.07 -1.08 1.36 -1.05 1.01 1.02 1.03 1.38 1.56 -1.18 1.10
ASMTL acetylserotonin O-methyltrachrXp22.3; Yp11.3  methylation --- -1.06 -1.07 -1.05 1.17 1.14 1.01 1.20 1.22 1.87 1.75 1.45 1.71
ASMTL acetylserotonin O-methyltrachrXp22.3; Yp11.3  methylation --- -1.05 -1.11 1.00 1.22 -1.07 1.01 1.38 1.21 1.94 1.82 1.37 1.44
ASMTL acetylserotonin O-methyltrachrXp22.3; Yp11.3  methylation --- -1.02 -1.09 -1.14 1.06 1.10 -1.07 1.17 1.28 1.68 1.53 1.32 1.46
ASNSD1 asparagine synthetase domachr2p24.3-q21.3  asparagine biosynthetic process --- -1.03 -1.06 1.01 -1.02 1.12 1.03 -1.01 1.07 -1.38 -1.29 -1.41 -1.43
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ASPH aspartate beta-hydroxylase chr8q12.1  detection of calcium ion --- 1.06 1.04 1.01 1.03 -1.06 -1.02 1.01 -1.03 1.42 1.25 1.37 1.23
ASPH aspartate beta-hydroxylase chr8q12.1  detection of calcium ion --- 1.01 -1.01 1.00 -1.03 -1.03 1.01 -1.16 -1.16 1.28 1.47 1.60 1.66
ASPH aspartate beta-hydroxylase chr8q12.1  detection of calcium ion --- -1.08 -1.19 1.07 -1.06 -1.11 -1.02 1.02 -1.07 1.26 1.30 1.71 1.69
ASPHD1 aspartate beta-hydroxylase dchr16p11.2  peptidyl-amino acid modification --- 1.11 1.06 1.13 1.18 1.11 -1.03 1.05 -1.06 1.77 1.29 1.52 1.47
ASPHD2 aspartate beta-hydroxylase dchr22q12.1  peptidyl-amino acid modification --- 1.46 1.26 -1.15 1.16 1.10 1.25 1.15 1.22 1.98 1.46 1.09 1.28
ASPM asp (abnormal spindle) homchr1q31  neuron migration --- 1.04 1.16 -1.05 -1.04 -1.08 -1.08 -1.38 -1.18 -1.30 -1.36 1.07 1.02
ASPM asp (abnormal spindle) homchr1q31  neuron migration --- -1.11 -1.21 1.08 1.09 -1.02 -1.01 -1.24 1.11 1.17 1.09 1.49 1.59
ASRGL1 asparaginase like 1 chr11q12.3  proteolysis --- 1.09 -1.05 1.23 1.11 1.26 1.11 -1.16 -1.14 -1.52 -1.15 -1.65 -1.54
ASRGL1 asparaginase like 1 chr11q12.3  proteolysis --- -1.36 -1.08 1.07 1.24 1.12 -1.10 1.26 1.27 -1.32 -1.34 -1.84 -1.71
ASXL1 additional sex combs like 1 chr20q11  negative regulation of transcription from --- -1.04 1.01 1.05 1.05 -1.06 -1.40 -1.04 -1.20 -1.14 -1.11 1.48 1.33
ASXL1 additional sex combs like 1 chr20q11  negative regulation of transcription from --- -1.08 -1.04 -1.01 1.04 -1.01 -1.02 -1.02 1.06 -1.16 -1.05 -1.34 -1.23
ASXL1 additional sex combs like 1 chr20q11  negative regulation of transcription from --- -1.12 -1.38 -1.01 1.15 -1.06 -1.17 1.01 1.25 1.26 1.14 1.36 1.79
ASXL1 additional sex combs like 1 chr20q11  negative regulation of transcription from --- 1.06 1.07 1.00 1.06 1.01 -1.03 -1.15 1.04 -1.27 -1.43 -1.35 -1.27
ASXL2 additional sex combs like 2 chr2p24.1  heart morphogenesis --- -1.14 -1.13 -1.24 1.14 -1.10 -1.07 1.15 1.03 1.27 1.13 1.45 1.56
ASXL3 additional sex combs like 3 chr18q11  transcription, DNA-dependent --- 12.83 3.43 2.92 3.21 1.30 1.43 8.59 10.93 17.61 5.67 5.11 4.43
ASZ1 ankyrin repeat, SAM and bachr7q31.2  meiosis --- 1.41 1.45 1.01 -1.06 -1.09 1.27 -1.31 1.19 -2.71 -2.92 -1.75 -3.07
ATAD1 ATPase family, AAA domachr10q23.31  positive regulation of receptor internaliza--- 1.04 -1.06 -1.01 -1.04 -1.23 1.01 -1.31 -1.16 -1.54 -1.28 -1.31 -1.35
ATAD2 ATPase family, AAA domachr8q24.13  ATP catabolic process --- -1.25 -1.24 1.19 1.07 1.17 1.09 1.31 1.49 1.27 1.13 1.03 1.32
ATAD2 ATPase family, AAA domachr8q24.13  ATP catabolic process --- 1.03 -1.02 1.03 1.17 -1.15 -1.25 1.30 -1.02 1.23 1.06 1.45 1.21
ATAD2 ATPase family, AAA domachr8q24.13  ATP catabolic process --- -1.01 -1.03 -1.06 1.01 1.04 1.02 -1.05 1.06 -1.08 1.09 1.23 1.16
ATAD2B ATPase family, AAA domachr2p24.1-p23.3 0 --- 1.28 -1.02 -1.07 -1.24 -1.24 -1.35 2.39 1.14 1.25 -1.50 1.47 -1.36
ATAD3C ATPase family, AAA domachr1p36.33  DNA repair --- -1.20 1.18 1.10 1.04 -2.03 -1.26 -2.23 -1.66 1.20 1.53 -1.24 1.02
ATAD5 ATPase family, AAA domachr17q11.2  response to DNA damage stimulus --- 1.06 1.19 -1.01 1.05 -1.20 -1.16 1.05 1.07 -1.27 -1.34 -1.32 -1.52
ATAT1 alpha tubulin acetyltransferachr6p21.33  neuron development --- -1.19 -1.09 -1.01 -1.03 -1.20 -1.02 1.17 1.07 1.24 1.45 1.26 1.37
ATE1 arginyltransferase 1 chr10q26.13  protein arginylation --- 1.30 1.15 1.20 1.16 -1.02 1.01 -1.20 1.14 -1.06 -1.14 1.19 1.03
ATF1 activating transcription factochr12q13  toll-like receptor signaling pathway Smooth_muscle_contraction // GenMAPP 1.14 1.11 -1.01 -1.06 -1.17 -1.04 -1.32 -1.18 -1.82 -1.60 -1.50 -1.89
ATF1 activating transcription factochr12q13  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP / 1.11 1.09 1.02 1.11 1.04 -1.01 1.16 -1.03 1.35 1.35 2.10 1.89
ATF2 activating transcription factochr2q32  toll-like receptor signaling pathway Smooth_muscle_contraction // GenMAPP 1.06 -1.03 1.02 -1.01 -1.07 1.12 -1.28 -1.08 -1.54 -1.15 -1.43 -1.49
ATF3 activating transcription factochr1q32.3  gluconeogenesis Hypertrophy_model // GenMAPP /// Smooth -1.05 -1.01 -1.22 1.07 1.25 1.71 1.18 -1.94 3.12 2.12 6.87 4.36
ATF3 activating transcription factochr1q32.3  gluconeogenesis Hypertrophy_model // GenMAPP /// Smooth 1.21 1.19 -1.07 1.00 1.12 1.12 -1.11 1.01 2.36 1.94 7.98 5.58
ATF4 activating transcription factochr22q13.1  gluconeogenesis Smooth_muscle_contraction // GenMAPP -1.04 1.02 1.00 1.02 1.06 -1.07 1.16 1.05 1.55 1.17 1.22 1.21
ATF5 activating transcription factochr19q13.3  transcription, DNA-dependent Smooth_muscle_contraction // GenMAPP -1.11 -1.13 1.03 -1.35 1.04 -1.06 -1.34 -1.18 -1.42 -1.76 -1.13 -1.43
ATF5 activating transcription factochr19q13.3  transcription, DNA-dependent Smooth_muscle_contraction // GenMAPP -1.09 -1.22 1.11 -1.05 1.02 1.13 -1.56 -1.21 -2.30 -2.55 -1.32 -1.29
ATF6 activating transcription factochr1q22-q23  transcription, DNA-dependent --- 1.14 1.07 1.18 1.03 1.04 1.23 1.15 1.02 1.12 1.13 1.33 1.55
ATF6 activating transcription factochr1q22-q23  transcription, DNA-dependent --- -1.05 -1.05 -1.01 -1.16 1.01 -1.08 1.05 1.03 1.11 1.31 1.37 1.48
ATF6B activating transcription factochr6p21.3  transcription, DNA-dependent G1_to_S_cell_cycle_Reactome // GenMAPP -1.34 1.18 1.13 -1.52 1.20 1.21 1.28 1.06 -1.61 -1.10 1.23 -1.07
ATF6B activating transcription factochr6p21.3  transcription, DNA-dependent G1_to_S_cell_cycle_Reactome // GenMAPP 1.17 1.08 1.10 1.01 -1.08 1.04 -1.01 -1.00 -1.12 -1.12 -1.59 -1.42
ATF7 activating transcription factochr12q13  transcription, DNA-dependent --- 1.27 1.23 -1.09 -1.11 1.03 1.09 -1.07 1.09 1.60 1.23 -1.06 -1.14
ATF7IP activating transcription factochr12p13.1  negative regulation of transcription from --- 1.05 1.12 1.11 1.30 1.05 -1.00 -1.11 -1.05 -1.86 -1.83 -1.04 -1.29
ATF7IP activating transcription factochr12p13.1  negative regulation of transcription from --- 1.01 -1.57 1.31 1.44 1.49 1.38 -1.78 -1.82 -2.16 -2.57 -1.16 -1.14
ATF7IP2 activating transcription factochr16p13.13  transcription, DNA-dependent --- -1.20 -1.51 1.03 1.02 1.41 1.43 -1.71 -1.38 -1.95 -1.72 -1.26 -1.27
ATF7IP2 /// Lactivating transcription factochr16p13.13 /// chr1 transcription, DNA-dependent --- 1.08 -1.05 -1.07 1.19 1.23 1.09 -1.23 1.05 -1.41 -2.52 -2.49 -2.50
ATG10 autophagy related 10 chr5q14.1  protein lipidation --- 1.07 -1.00 -1.02 1.05 -1.04 -1.07 1.08 1.17 -1.86 -1.56 -2.09 -1.74
ATG10 autophagy related 10 chr5q14.1  protein lipidation --- 1.07 -1.00 1.07 1.15 -1.24 -1.26 -1.13 -1.22 -3.08 -2.19 -1.89 -2.43
ATG10 autophagy related 10 chr5q14.1  protein lipidation --- -1.11 1.08 -1.04 -1.16 1.05 -1.06 1.30 1.18 -1.44 -1.15 -1.91 -1.89
ATG12 autophagy related 12 chr5q21-q22  autophagic vacuole assembly --- -1.10 -1.12 1.00 1.01 1.07 1.06 1.09 -1.10 1.66 1.63 1.46 1.56
ATG13 autophagy related 13 chr11p11.2  autophagic vacuole assembly --- -1.02 -1.06 -1.02 1.03 -1.03 -1.04 -1.08 1.05 -1.27 -1.42 -1.31 -1.03
ATG14 autophagy related 14 chr14q22.3  autophagic vacuole assembly --- 1.08 1.03 -1.02 -1.04 -1.17 -1.22 1.32 1.08 -1.02 1.11 1.41 1.27
ATG16L1 autophagy related 16-like 1 chr2q37.1  autophagic vacuole assembly --- 1.23 1.24 1.12 -1.14 1.07 -1.02 -1.09 -1.05 1.50 1.36 1.59 1.24
ATG16L2 autophagy related 16-like 2 chr11q13.4  transport --- -1.12 1.45 -1.51 1.41 1.10 1.29 1.14 -1.54 -2.53 -2.38 -2.13 -1.74
ATG2B autophagy related 2B chr14q32.2  autophagy --- 1.13 1.32 -1.05 -1.08 1.01 -1.04 -1.31 -1.35 -2.74 -2.39 -1.81 -2.29
ATG2B autophagy related 2B chr14q32.2  autophagy --- 1.10 -1.06 1.18 1.24 1.13 1.29 -1.11 1.02 -2.05 -1.74 -2.02 -1.85
ATG2B autophagy related 2B chr14q32.2  autophagy --- 1.07 1.15 -1.14 -1.12 -1.03 1.42 -1.14 -1.13 -2.04 -1.61 -1.43 -1.61
ATG2B autophagy related 2B chr14q32.2  autophagy --- 1.03 1.06 1.33 -1.09 1.37 1.21 -1.13 -1.11 -1.70 -1.77 -2.41 -2.77
ATG3 autophagy related 3 chr3q13.2  autophagic vacuole assembly --- 1.19 1.09 1.20 1.06 -1.01 1.04 -1.29 -1.15 -1.94 -2.07 -2.73 -2.65
ATG3 autophagy related 3 chr3q13.2  autophagic vacuole assembly --- 1.02 1.03 1.05 -1.06 1.17 1.01 1.04 -1.07 1.24 1.02 -1.17 -1.20
ATG4A autophagy related 4A, cystechrXq22.1-q22.3  proteolysis --- -1.10 -1.11 1.03 -1.02 1.05 -1.11 1.04 1.13 1.47 1.55 1.28 1.52
ATG4C autophagy related 4C, cyste chr1p31.3  autophagic vacuole assembly --- 1.06 1.01 1.04 1.12 1.03 -1.06 -1.05 -1.12 -1.50 -1.34 -1.31 -1.58
ATG4D autophagy related 4D, cystechr19p13.2  proteolysis --- -1.07 -1.07 1.01 1.08 1.07 -1.01 1.06 1.10 1.46 1.27 1.48 1.44
ATG5 autophagy related 5 chr6q21  autophagic vacuole assembly --- 1.19 1.04 -1.07 -1.26 -1.05 -1.01 -1.22 -1.05 1.21 1.20 1.26 1.24
ATG5 autophagy related 5 chr6q21  autophagic vacuole assembly --- -1.05 -1.04 -1.01 -1.14 1.08 1.04 1.16 1.06 -1.35 -1.19 1.15 1.18
ATG7 autophagy related 7 chr3p25.3  liver development --- 1.08 1.04 -1.12 -1.20 1.05 1.15 1.09 1.00 1.42 1.68 -1.03 -1.20
ATG7 autophagy related 7 chr3p25.3  liver development --- 1.04 -1.04 1.03 1.09 1.06 1.05 1.09 1.06 1.29 1.25 1.26 1.51
ATG7 autophagy related 7 chr3p25.3  liver development --- -1.05 -1.08 1.09 1.06 1.07 1.04 1.27 1.13 1.55 1.18 1.54 1.58
ATG9A autophagy related 9A chr2q35  autophagic vacuole assembly --- -1.02 -1.05 1.05 1.14 -1.05 -1.16 1.20 1.24 1.29 1.36 1.16 1.43
ATL2 atlastin GTPase 2 chr2p22.3  GTP catabolic process --- -1.23 -1.37 -1.26 1.08 -1.16 1.11 1.06 1.18 1.04 1.02 1.41 1.17
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ATL2 atlastin GTPase 2 chr2p22.3  GTP catabolic process --- 1.12 1.06 1.06 -1.11 1.05 1.16 -1.15 -1.06 1.07 1.14 1.41 1.29
ATL3 atlastin GTPase 3 chr11q13.1  GTP catabolic process --- -1.03 -1.10 1.01 1.09 1.04 1.03 -1.00 1.05 1.32 1.18 1.20 1.29
ATM ataxia telangiectasia mutate chr11q22-q23  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// G1_to_S 1.05 1.19 1.09 1.02 -1.14 1.03 -1.08 -1.07 -1.71 -1.64 -1.34 -1.25
ATM ataxia telangiectasia mutate chr11q22-q23  DNA damage checkpoint Cell_cycle_KEGG // GenMAPP /// G1_to_S 1.12 -1.34 1.37 1.67 -1.06 -1.34 1.28 1.42 -2.62 -2.01 1.37 1.58
ATM ataxia telangiectasia mutate chr11q22-q23  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// G1_to_S 1.49 1.58 1.01 1.00 -1.05 1.09 -1.25 -1.03 -1.81 -1.95 -1.44 -1.38
ATMIN ATM interactor chr16q23.2  transcription, DNA-dependent --- 1.01 1.09 1.04 1.02 -1.00 1.05 -1.11 -1.11 -1.65 -1.46 -1.29 -1.46
ATMIN ATM interactor chr16q23.2  transcription, DNA-dependent --- -1.06 1.02 1.11 1.08 1.02 -1.07 1.10 1.06 1.03 1.10 1.18 1.17
ATN1 atrophin 1 chr12p13.31  negative regulation of transcription from --- -1.14 -1.23 -1.08 -1.05 1.15 1.07 -1.02 1.12 1.14 1.17 1.03 1.30
ATOH8 atonal homolog 8 (Drosoph chr2p11.2  transcription, DNA-dependent --- 1.01 1.02 1.05 1.33 -1.04 -1.33 1.05 1.06 -3.54 -4.08 -2.77 -3.82
ATOX1 antioxidant 1 copper chaper chr5q32  transport --- -1.05 -1.05 -1.03 -1.01 1.09 1.02 1.15 1.06 1.34 1.24 1.17 1.18
ATP10D ATPase, class V, type 10D chr4p12  cation transport --- 1.15 1.43 -1.00 -1.29 1.18 -1.15 -1.07 1.22 -1.34 -1.24 -1.32 -1.38
ATP11A ATPase, class VI, type 11A chr13q34  cation transport --- 1.07 1.12 1.02 -1.04 -1.02 1.15 -1.53 -1.02 -1.81 -1.24 -1.26 -1.51
ATP11B ATPase, class VI, type 11B chr3q27  ion transport --- 1.15 1.09 1.31 1.27 1.07 1.09 1.08 -1.03 -1.01 1.08 1.92 1.51
ATP11B ATPase, class VI, type 11B chr3q27  ion transport --- 1.10 1.02 1.10 1.12 1.02 -1.00 1.00 1.03 1.20 1.13 1.80 1.50
ATP11B ATPase, class VI, type 11B chr3q27  ion transport --- 1.11 1.13 1.06 -1.06 -1.16 1.14 -1.25 -1.16 -1.48 -1.25 -1.68 -1.66
ATP11B ATPase, class VI, type 11B chr3q27  ion transport --- 1.02 -1.16 -1.01 -1.10 1.17 1.02 1.22 1.10 1.46 1.35 -1.16 -1.11
ATP11C ATPase, class VI, type 11C chrXq27.1  cation transport --- 1.00 1.01 -1.02 -1.09 -1.10 -1.04 -1.27 -1.21 -1.30 -1.06 -1.17 -1.10
ATP11C ATPase, class VI, type 11C chrXq27.1  cation transport --- 1.08 1.04 -1.36 -1.46 1.01 -1.28 1.99 1.52 1.38 1.76 1.33 1.34
ATP13A3 ATPase type 13A3 chr3q29  ATP catabolic process --- -1.01 1.08 1.05 -1.08 1.08 -1.03 1.06 -1.12 1.27 1.55 2.07 1.90
ATP13A4 ATPase type 13A4 chr3q29  ATP catabolic process --- -5.19 1.10 -1.21 1.28 1.66 -2.60 -1.82 -3.92 1.43 1.18 -1.97 1.50
ATP13A5 ATPase type 13A5 chr3q29  ATP catabolic process --- -2.34 -2.05 -2.41 -1.48 -1.32 1.54 -1.56 -1.03 1.19 1.77 -4.05 -2.25
ATP1A1 ATPase, Na+/K+ transportinchr1p21  regulation of the force of heart contractio --- -1.14 -1.13 -1.02 -1.03 1.09 1.04 1.07 1.05 1.19 1.14 1.11 1.26
ATP1A1OS ATP1A1 opposite strand chr1p13.1 0 --- 1.33 1.32 1.13 1.15 -1.06 1.01 1.02 -1.25 -1.94 -1.54 -1.61 -1.62
ATP1A4 ATPase, Na+/K+ transportinchr1q23.2  ATP biosynthetic process Calcium_regulation_in_cardiac_cells // GenM -2.82 1.04 -2.26 -2.81 -1.61 1.04 1.04 3.57 3.09 2.07 -3.48 2.60
ATP1B1 ATPase, Na+/K+ transportinchr1q24  response to hypoxia Calcium_regulation_in_cardiac_cells // GenM 1.11 1.07 -1.04 -1.00 -1.04 1.01 -1.04 -1.13 1.04 1.03 -1.09 -1.16
ATP1B3 ATPase, Na+/K+ transportinchr3q23  transport Calcium_regulation_in_cardiac_cells // GenM -1.07 -1.05 -1.09 -1.02 1.10 -1.11 -1.04 -1.06 1.00 1.06 1.27 1.29
ATP2A1 ATPase, Ca++ transporting,chr16p12.1  ATP catabolic process --- 1.22 1.04 -1.11 1.14 -1.17 -1.02 1.03 1.31 -1.04 -1.14 -1.60 -1.37
ATP2A2 ATPase, Ca++ transporting,chr12q24.11  regulation of the force of heart contractio Calcium_regulation_in_cardiac_cells // GenM -1.03 1.06 -1.04 -1.01 -1.03 -1.05 -1.04 -1.04 1.19 1.04 1.24 1.14
ATP2A2 ATPase, Ca++ transporting,chr12q24.11  regulation of the force of heart contractio Calcium_regulation_in_cardiac_cells // GenM -1.12 -1.19 1.06 1.15 1.05 1.08 -1.21 -1.09 1.17 1.08 1.11 1.29
ATP2B1 ATPase, Ca++ transporting,chr12q21.3  ATP biosynthetic process Calcium_regulation_in_cardiac_cells // GenM 1.04 1.05 -1.02 1.01 -1.10 1.00 -1.04 1.04 1.12 1.14 1.18 1.09
ATP2B1 ATPase, Ca++ transporting,chr12q21.3  ATP biosynthetic process Calcium_regulation_in_cardiac_cells // GenM 1.23 1.20 1.05 -1.13 -1.07 1.21 -1.16 -1.06 1.08 1.34 1.14 1.02
ATP2B3 ATPase, Ca++ transporting,chrXq28  ATP biosynthetic process Calcium_regulation_in_cardiac_cells // GenM 1.40 1.47 1.48 -1.38 -3.30 1.16 -1.76 -1.42 2.82 4.78 -2.75 -1.29
ATP2B4 ATPase, Ca++ transporting,chr1q32.1  neural retina development --- 1.05 1.02 -1.02 -1.02 -1.08 -1.07 -1.07 -1.13 -1.28 1.05 -1.05 1.07
ATP2B4 ATPase, Ca++ transporting,chr1q32.1  neural retina development --- 1.10 1.01 1.13 1.11 -1.06 1.10 -1.28 -1.17 -1.57 -1.05 -1.24 -1.04
ATP2C1 ATPase, Ca++ transporting,chr3q22.1  ATP biosynthetic process --- 1.05 1.15 1.10 -1.09 -1.08 -1.03 -1.01 1.18 -1.59 -1.24 -1.72 -1.85
ATP2C1 ATPase, Ca++ transporting,chr3q22.1  ATP biosynthetic process --- 1.05 1.02 1.09 1.09 1.03 1.01 1.05 1.06 -1.06 1.08 1.22 1.24
ATP2C2 ATPase, Ca++ transporting,chr16q24.1  ATP biosynthetic process --- 1.15 1.27 1.10 1.48 1.01 1.14 1.29 1.08 2.25 2.08 1.52 2.69
ATP5A1 ATP synthase, H+ transportchr18q21  negative regulation of endothelial cell proElectron_Transport_Chain // GenMAPP -1.00 1.03 -1.02 1.12 1.05 1.04 1.03 -1.07 1.15 1.02 -1.08 -1.05
ATP5A1 ATP synthase, H+ transportchr18q21  negative regulation of endothelial cell proElectron_Transport_Chain // GenMAPP -1.15 -1.48 1.12 -1.12 -2.34 -1.08 -1.20 -2.06 1.18 1.57 -1.09 -1.01
ATP5C1 ATP synthase, H+ transportchr10p15.1  oxidative phosphorylation Electron_Transport_Chain // GenMAPP 1.00 1.08 -1.03 -1.07 -1.02 -1.03 1.01 -1.08 -1.02 -1.06 -1.09 -1.15
ATP5C1 ATP synthase, H+ transportchr10p15.1  oxidative phosphorylation Electron_Transport_Chain // GenMAPP -1.03 1.02 -1.01 -1.03 1.06 -1.04 1.12 -1.01 1.08 -1.07 -1.01 -1.05
ATP5C1 ATP synthase, H+ transportchr10p15.1  oxidative phosphorylation Electron_Transport_Chain // GenMAPP -1.01 1.06 -1.02 -1.03 -1.04 -1.05 1.01 -1.05 1.02 -1.04 -1.10 -1.11
ATP5E ATP synthase, H+ transportchr20q13.32  ATP catabolic process Electron_Transport_Chain // GenMAPP 1.11 -1.04 1.18 1.30 1.11 1.08 1.00 -1.07 -1.68 -1.64 -2.55 -1.82
ATP5F1 ATP synthase, H+ transportchr1p13.2  ATP catabolic process Electron_Transport_Chain // GenMAPP -1.18 -1.09 1.00 -1.06 -1.11 -1.16 -1.11 1.11 -1.59 -1.51 -1.79 -1.98
ATP5G1 ATP synthase, H+ transportchr17q21.32  transport Electron_Transport_Chain // GenMAPP -1.07 -1.04 -1.06 -1.03 1.00 -1.08 1.05 -1.01 1.42 1.21 1.16 1.23
ATP5G2 ATP synthase, H+ transportchr12q13.13  transport Electron_Transport_Chain // GenMAPP -1.05 -1.06 1.02 1.02 1.01 -1.11 1.19 1.01 1.47 1.16 1.03 1.01
ATP5G3 ATP synthase, H+ transportchr2q31.1  transport Electron_Transport_Chain // GenMAPP 1.11 1.01 1.11 1.09 -1.03 1.16 -1.42 -1.18 -1.48 -1.23 -1.95 -1.69
ATP5L ATP synthase, H+ transportchr11q23.3  ATP catabolic process Electron_Transport_Chain // GenMAPP 1.07 1.08 1.04 -1.03 1.04 1.03 -1.17 -1.20 -1.20 -1.17 -1.21 -1.27
ATP5S ATP synthase, H+ transportchr14q21.3  ATP biosynthetic process Electron_Transport_Chain // GenMAPP 1.02 1.03 -1.00 -1.01 1.09 -1.07 1.05 1.01 -1.47 -1.45 -1.75 -1.31
ATP5S ATP synthase, H+ transportchr14q21.3  ATP biosynthetic process Electron_Transport_Chain // GenMAPP -1.01 -1.02 1.01 -1.04 1.05 1.01 1.20 1.24 -1.36 -1.38 -1.66 -1.54
ATP5S ATP synthase, H+ transportchr14q21.3  ATP biosynthetic process Electron_Transport_Chain // GenMAPP 1.61 1.21 1.02 1.11 -1.12 1.16 -1.40 -1.38 -2.33 -2.36 -1.83 -1.49
ATP5S ATP synthase, H+ transportchr14q21.3  ATP biosynthetic process Electron_Transport_Chain // GenMAPP -1.08 -1.04 1.22 -1.01 1.11 1.17 -1.37 -1.15 -1.51 -1.27 -1.60 -1.54
ATP5S ATP synthase, H+ transportchr14q21.3  ATP biosynthetic process Electron_Transport_Chain // GenMAPP -1.20 -1.17 1.12 -1.00 1.02 1.05 -1.05 1.01 -1.78 -1.39 -1.77 -1.63
ATP5SL ATP5S-like chr19q13.2 0 --- -1.05 -1.02 -1.02 1.01 -1.02 -1.06 1.16 1.21 1.35 1.18 1.26 1.30
ATP5SL ATP5S-like chr19q13.2 0 --- 1.05 -1.06 -1.06 1.07 -1.03 -1.05 1.10 1.16 1.18 1.10 1.23 1.29
ATP6 ATP synthase F0 subunit 6 ---  single strand break repair Electron_Transport_Chain // GenMAPP -1.08 -1.04 -1.15 -1.06 -1.14 -1.04 -1.07 -1.03 -1.02 1.03 -1.17 -1.08
ATP6AP1 ATPase, H+ transporting, lychrXq28  transport --- -1.04 -1.03 -1.04 1.04 -1.06 -1.05 1.06 1.11 1.12 1.14 1.05 1.29
ATP6AP1L ///ATPase, H+ transporting, lychr5q14.2  ATP hydrolysis coupled proton transport --- 2.79 -1.10 -1.72 -1.49 4.41 1.70 1.36 -1.15 -1.49 -1.33 -1.13 1.48
ATP6AP2 ATPase, H+ transporting, lychrXp11.4  angiotensin maturation --- -1.07 -1.04 1.12 1.10 1.10 -1.05 1.11 -1.06 -1.05 -1.09 1.28 1.31
ATP6AP2 ATPase, H+ transporting, lychrXp11.4  angiotensin maturation --- 1.06 1.12 1.35 -1.05 -1.22 -1.28 1.06 -1.12 1.03 1.04 1.48 1.33
ATP6V0A1 ATPase, H+ transporting, lychr17q21  transport --- -1.03 -1.12 1.04 1.21 1.00 -1.05 1.10 1.11 -1.11 -1.38 -1.33 -1.18
ATP6V0A1 ATPase, H+ transporting, lychr17q21  transport --- -1.17 -1.09 -1.10 -1.08 1.15 1.05 -1.45 -1.24 -1.86 -1.83 -1.56 -1.10
ATP6V0A2 ATPase, H+ transporting, lychr12q24.31  transport --- 1.18 1.06 -1.13 -1.04 -1.15 -1.01 1.31 1.38 1.49 1.01 1.39 -1.32
ATP6V0B ATPase, H+ transporting, lychr1p32.3  transport --- -1.02 1.00 1.02 -1.03 1.09 -1.03 1.06 1.03 1.35 1.12 1.45 1.44
ATP6V0D1 ATPase, H+ transporting, lychr16q22.1  transport --- -1.17 -1.11 -1.13 -1.05 -1.01 -1.13 1.04 1.03 -1.26 -1.24 -1.53 -1.30
ATP6V0E1 ATPase, H+ transporting, lychr5q35.1  transport --- -1.04 -1.00 -1.08 -1.09 -1.03 1.03 -1.10 -1.08 -1.04 -1.03 -1.03 -1.08
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ATP6V0E1 ATPase, H+ transporting, lychr5q35.1  cellular iron ion homeostasis --- 1.02 1.06 -1.11 -1.01 -1.05 -1.01 -1.04 -1.08 1.07 -1.01 1.03 -1.00
ATP6V0E1 ATPase, H+ transporting, lychr5q35.1  cellular iron ion homeostasis --- -1.08 -1.04 -1.04 -1.09 -1.01 -1.03 -1.08 -1.19 -1.04 1.00 -1.02 -1.07
ATP6V0E1 ATPase, H+ transporting, lychr5q35.1  transport --- -1.03 1.05 -1.09 -1.03 -1.03 1.00 1.05 -1.02 1.19 1.05 1.03 -1.04
ATP6V0E1 ATPase, H+ transporting, lychr5q35.1  transport --- 1.04 -1.17 -1.18 -1.17 1.13 1.12 -1.20 -1.01 -1.89 -1.60 -1.79 -2.12
ATP6V0E1 ATPase, H+ transporting, lychr5q35.1  transport --- 1.01 1.03 -1.06 -1.12 -1.03 1.04 -1.07 -1.15 -1.09 -1.05 -1.05 -1.03
ATP6V0E1 ATPase, H+ transporting, lychr5q35.1  transport --- -1.01 -1.01 -1.00 -1.07 1.00 -1.01 -1.06 -1.16 -1.13 -1.11 1.02 -1.09
ATP6V0E2 ATPase, H+ transporting V0chr7q36.1  nuclear-transcribed mRNA catabolic procmRNA_processing_binding_Reactome // Ge 1.03 1.01 -1.01 1.17 -1.06 -1.15 1.08 1.23 -1.24 -1.24 -1.84 -1.67
ATP6V0E2-AATP6V0E2 antisense RNA chr7q36.1 0 --- 1.06 -1.17 -1.12 -1.10 -1.46 -1.21 1.33 1.25 -2.55 -5.25 -4.82 -4.74
ATP6V1B2 ATPase, H+ transporting, lychr8p21.3  transport --- 1.01 -1.01 1.05 1.09 1.06 1.13 -1.11 -1.12 -1.33 -1.13 -1.13 -1.18
ATP6V1C1 ATPase, H+ transporting, lychr8q22.3  transport --- 1.12 1.11 1.12 1.02 -1.01 1.09 -1.05 1.01 -1.39 -1.13 1.00 -1.20
ATP6V1C1 ATPase, H+ transporting, lychr8q22.3  transport --- 1.04 1.00 -1.01 1.01 -1.03 1.02 -1.48 -1.04 -1.48 -1.37 -1.81 -1.58
ATP6V1C2 ATPase, H+ transporting, ly---  transport --- -1.23 -1.34 1.04 1.92 -1.37 1.33 1.13 -1.02 2.13 1.52 1.71 1.31
ATP6V1D ATPase, H+ transporting, lychr14q23-q24.2  transport --- 1.03 1.03 1.07 -1.10 -1.01 1.10 -1.06 1.12 -1.51 -1.45 -2.05 -1.96
ATP6V1D ATPase, H+ transporting, lychr14q23-q24.2  transport --- -1.00 -1.00 1.04 -1.02 -1.00 -1.06 -1.01 -1.06 -1.08 1.06 1.18 1.20
ATP6V1E1 ATPase, H+ transporting, lychr22q11.1  transport --- 1.01 -1.02 -1.00 1.01 1.03 -1.06 1.15 1.03 1.48 1.31 1.29 1.37
ATP6V1E2 ///ATPase, H+ transporting, lychr2p21  transport --- 1.08 1.19 -1.07 -1.08 -1.46 -1.13 1.21 1.04 -1.79 -1.27 -1.61 -2.15
ATP6V1E2 ///ATPase, H+ transporting, lychr2p21  transport --- -1.40 -1.30 1.09 1.01 -1.24 -1.13 1.18 1.16 -1.33 -1.49 -1.41 -1.40
ATP6V1F ATPase, H+ transporting, lychr7q32  transport --- -1.14 -1.05 -1.04 -1.08 -1.03 -1.12 -1.00 -1.02 1.12 1.08 1.19 1.18
ATP6V1G2 ATPase, H+ transporting, lychr6p21.3  ATP catabolic process --- 1.67 -1.51 -1.16 -1.41 2.19 1.15 1.28 -1.19 -1.25 1.05 -1.68 -1.46
ATP6V1H ATPase, H+ transporting, lychr8q11.2  ATP catabolic process --- -1.05 -1.02 1.02 -1.01 1.13 1.03 1.03 -1.09 -1.20 -1.07 -1.12 -1.14
ATP7A ATPase, Cu++ transporting chrXq21.1  blood vessel development --- 1.02 1.05 1.10 -1.01 1.01 -1.05 -1.10 -1.15 -1.17 1.17 -1.66 -1.27
ATP7B ATPase, Cu++ transporting chr13q14.3  ATP biosynthetic process --- 1.24 -1.05 1.02 -1.54 -1.64 -1.28 -1.81 -1.48 -1.33 1.03 1.34 1.41
ATP8A1 ATPase, aminophospholipidchr4p13  cation transport Peptide_GPCRs // GenMAPP 1.22 1.01 -2.06 -1.54 -1.24 -3.14 2.95 3.83 1.53 2.77 -2.81 -1.91
ATP8A1 ATPase, aminophospholipidchr4p13  cation transport Peptide_GPCRs // GenMAPP 1.02 1.10 1.16 1.09 -1.25 1.05 -1.39 -1.11 -2.22 -2.16 -3.09 -3.74
ATP8B1 ATPase, aminophospholipidchr18q21.31  ATP catabolic process --- -1.09 -1.18 -1.02 -1.19 -1.06 1.07 -1.12 1.16 -1.31 1.11 -1.59 -1.20
ATP8B1 ATPase, aminophospholipidchr18q21.31  ATP catabolic process --- 1.14 1.27 -1.02 -1.39 1.17 1.03 -1.43 1.07 1.10 1.56 3.90 2.36
ATP8B2 ATPase, aminophospholipidchr1q21.3  ATP catabolic process --- -1.11 -1.12 -1.18 -1.09 1.18 1.01 1.03 1.05 1.07 1.04 -1.89 -1.48
ATP8B2 ATPase, aminophospholipidchr1q21.3  ATP catabolic process --- 1.17 1.20 1.05 -1.13 -1.01 -1.10 -1.19 -1.08 -1.42 -1.50 -1.93 -2.21
ATP8B3 ATPase, aminophospholipidchr19p13.3  ATP catabolic process --- -1.03 -1.10 1.03 -1.01 -1.05 1.01 1.05 1.02 1.68 1.81 2.33 2.48
ATP8B3 ATPase, aminophospholipidchr19p13.3  ATP catabolic process --- -1.32 -1.02 -1.05 -1.09 -1.33 1.24 1.12 1.14 1.38 1.68 1.54 1.77
ATP8B5P ATPase, class I, type 8B, m chr9p13.3 0 --- 1.64 1.46 2.49 1.55 1.02 -1.42 3.26 2.44 7.70 1.45 7.36 2.82
ATP9A ATPase, class II, type 9A chr20q13.2  cation transport --- -1.11 -1.14 1.01 1.06 1.01 -1.01 1.03 1.07 -1.21 -1.11 -1.57 -1.43
ATP9B ATPase, class II, type 9B chr18q23  cation transport --- -1.07 -1.07 1.11 1.24 -1.39 -1.10 -1.32 -1.05 -1.51 -1.11 -1.71 -1.27
ATPAF1 ATP synthase mitochondriachr1p33-p32.3  protein complex assembly --- 1.02 -1.01 -1.04 1.03 -1.02 1.08 -1.03 1.03 -1.40 -1.13 -1.52 -1.35
ATPAF1 ATP synthase mitochondriachr1p33-p32.3  protein complex assembly --- -1.00 -1.02 1.04 -1.05 -1.03 1.03 -1.54 -1.17 -1.49 -1.25 -1.33 -1.33
ATPAF2 ATP synthase mitochondriachr17p11.2  proton-transporting ATP synthase comple--- 1.03 -1.04 -1.18 -1.04 -1.07 -1.03 1.28 1.26 -1.34 -1.23 -1.92 -1.60
ATPAF2 ATP synthase mitochondriachr17p11.2  proton-transporting ATP synthase comple--- -1.39 -1.09 -1.18 -1.02 -1.08 -1.19 -1.17 1.03 -1.55 -2.00 -2.35 -2.31
ATPIF1 ATPase inhibitory factor 1 chr1p35.3  angiogenesis Electron_Transport_Chain // GenMAPP -1.09 -1.07 -1.02 1.09 -1.05 -1.02 -1.12 -1.10 -1.59 -1.29 -1.88 -2.13
ATR ataxia telangiectasia and Ra chr3q23  cell cycle checkpoint --- 1.09 1.01 -1.08 1.17 -1.12 1.05 -1.32 -1.10 -1.24 -1.22 -1.28 -1.07
ATR ataxia telangiectasia and Ra chr3q23  cell cycle checkpoint --- -1.14 -1.07 1.01 1.12 1.08 1.05 -1.05 1.03 -1.36 -1.24 -1.19 -1.08
ATRN attractin chr20p13  inflammatory response --- 1.04 1.03 1.07 1.10 1.04 1.09 1.03 -1.01 -1.39 -1.03 -1.11 -1.09
ATRX alpha thalassemia/mental re chrXq21.1  DNA repair --- -1.02 -1.04 1.08 1.15 1.05 -1.01 1.14 1.30 1.03 -1.06 -1.21 -1.14
ATRX alpha thalassemia/mental re chrXq21.1  DNA repair --- 1.08 1.13 -1.06 -1.03 -1.04 1.03 -1.15 -1.14 -1.35 -1.19 -1.40 -1.42
ATRX alpha thalassemia/mental re chrXq21.1  DNA repair --- 1.07 1.03 1.00 -1.03 -1.01 -1.05 -1.04 -1.12 -1.43 -1.21 -1.41 -1.43
ATXN1 ataxin 1 chr6p23  transcription, DNA-dependent --- -1.20 -1.29 1.05 -1.28 1.05 1.28 -2.14 -1.26 -3.74 -1.49 -1.67 -1.89
ATXN10 ataxin 10 chr22q13.31  nervous system development --- 1.01 -1.00 -1.17 -1.18 -1.03 1.11 -1.20 -1.04 -1.76 -1.39 -2.10 -1.87
ATXN10 ataxin 10 chr22q13.31  nervous system development --- -1.05 1.02 1.00 1.06 1.00 -1.05 1.03 1.01 1.03 1.04 -1.15 -1.18
ATXN1L ataxin 1-like chr16q22.2  transcription, DNA-dependent --- -1.09 -1.09 -1.08 -1.02 -1.06 1.11 -1.27 1.05 -1.33 -1.23 -1.43 -1.20
ATXN1L ataxin 1-like chr16q22.2  transcription, DNA-dependent --- 1.05 1.01 1.21 1.09 -1.05 1.05 -1.05 -1.00 1.03 1.13 1.22 1.19
ATXN2L ataxin 2-like chr16p11  regulation of cytoplasmic mRNA process--- 1.16 -1.01 1.39 1.21 1.11 1.07 1.25 1.21 1.58 1.33 1.37 1.11
ATXN3 ataxin 3 chr14q21  microtubule cytoskeleton organization --- 1.05 1.05 1.04 1.11 1.04 1.10 1.24 1.18 -1.06 1.01 1.08 1.16
ATXN3 ataxin 3 chr14q21  microtubule cytoskeleton organization --- 1.15 1.03 1.04 1.22 -1.14 -1.02 -1.34 -1.08 -2.27 -1.97 -1.66 -1.63
ATXN3 ataxin 3 chr14q21  microtubule cytoskeleton organization --- -1.32 -1.06 1.22 1.33 1.02 -1.00 1.22 1.64 -2.85 -2.48 -2.56 -2.67
ATXN7 ataxin 7 chr3p21.1-p12  microtubule cytoskeleton organization --- -1.07 -1.10 1.01 -1.08 1.06 1.04 -1.05 -1.17 -1.32 -1.60 -1.57 -1.24
ATXN7L1 ataxin 7-like 1 chr7q22.3 0 --- -1.01 -1.08 1.08 -1.01 1.05 -1.00 -1.10 -1.17 -2.35 -2.24 -1.59 -1.54
ATXN7L3B ataxin 7-like 3B chr12q21 0 --- -1.02 -1.00 -1.09 -1.13 -1.13 -1.05 -1.18 -1.11 -1.28 -1.18 -1.23 -1.35
AUH AU RNA binding protein/enchr9q22.31  mRNA catabolic process --- -1.04 -1.04 -1.09 -1.12 -1.00 1.02 1.14 1.06 -1.00 1.01 -1.24 -1.19
AUNIP aurora kinase A and ninein chr1p36.11  spindle organization --- 1.09 1.16 -1.05 -1.10 1.01 1.03 -1.05 -1.09 1.07 -1.07 1.18 -1.00
AURKA aurora kinase A chr20q13  mitotic cell cycle --- 1.22 1.32 -1.07 -1.13 -1.05 -1.06 -1.24 1.00 1.37 1.72 2.44 2.15
AURKA aurora kinase A chr20q13  mitotic cell cycle --- 1.02 1.04 -1.01 1.05 -1.06 -1.01 -1.21 -1.06 1.27 1.34 1.52 1.47
AURKA aurora kinase A chr20q13  mitotic cell cycle --- -1.08 -1.02 -1.06 -1.02 -1.08 -1.04 -1.12 -1.03 1.25 1.26 1.23 1.33
AURKAPS1 / aurora kinase A pseudogenechr1q41  intracellular protein transport --- -1.04 -1.07 -1.01 -1.04 1.10 1.09 -1.07 -1.06 -1.29 -1.11 -1.11 -1.06
AURKAPS1 / aurora kinase A pseudogenechr1q41  intracellular protein transport --- 1.04 -1.05 1.03 -1.14 1.03 1.02 1.24 1.15 1.24 1.24 1.67 1.46
AURKAPS1 / aurora kinase A pseudogenechr1q41  intracellular protein transport --- 1.04 1.09 -1.06 -1.02 -1.02 1.04 -1.08 1.05 -1.54 -1.27 -1.24 -1.27
AURKB aurora kinase B chr17p13.1  M phase of mitotic cell cycle --- -1.15 -1.15 1.01 -1.05 1.12 1.05 -1.03 -1.14 1.56 1.32 1.66 1.77
AURKC aurora kinase C chr19q13.43  cytokinesis --- 1.46 1.25 2.28 1.18 1.23 1.12 -3.19 1.05 2.84 2.25 -1.38 1.45
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AUTS2 autism susceptibility candidchr7q11.22 0 --- -1.19 -1.19 1.05 1.06 1.21 1.08 -1.17 -1.12 -1.47 -1.36 -1.54 -1.55
AVEN apoptosis, caspase activationchr15q13.1  apoptotic process --- -1.08 -1.09 -1.03 1.08 1.03 1.05 1.12 1.15 -1.18 -1.38 -1.29 -1.45
AVL9 AVL9 homolog (S. cerevisi chr7p14.3  cell migration --- -1.00 -1.00 -1.03 1.11 -1.09 1.08 1.52 1.30 2.22 1.87 1.86 1.72
AVL9 AVL9 homolog (S. cerevisi chr7p14.3  cell migration --- -1.22 -1.16 1.01 1.04 -1.05 1.05 1.04 -1.06 1.29 1.21 1.20 1.21
AVPI1 arginine vasopressin-inducechr10q24.2  activation of MAPK activity --- -1.15 -1.20 -1.05 -1.04 -1.03 -1.04 1.13 1.15 1.50 1.29 1.25 1.37
AWAT1 acyl-CoA wax alcohol acyltchrXq13.1  lipid metabolic process --- 1.13 -1.09 1.17 1.49 1.08 -1.62 -1.01 1.30 -1.10 1.35 1.49 1.25
AXIN1 axin 1 chr16p13.3  protein polyubiquitination Wnt_signaling // GenMAPP -1.28 -1.60 1.06 -1.13 1.03 1.05 1.72 1.26 1.48 1.16 1.80 1.45
AXIN2 axin 2 chr17q23-q24  somitogenesis --- 1.72 1.35 -1.57 -1.52 -1.75 1.28 -2.07 1.55 1.64 1.93 -1.98 -1.65
AXIN2 axin 2 chr17q23-q24  somitogenesis --- 1.46 1.23 1.37 1.35 1.12 1.12 -1.61 -1.29 -5.20 -3.55 -4.24 -5.01
AXL AXL receptor tyrosine kina chr19q13.1  neuron migration --- -1.13 -1.13 -1.01 -1.01 -1.05 -1.13 1.09 1.10 1.40 1.23 1.25 1.33
AXL AXL receptor tyrosine kina chr19q13.1  neuron migration --- -1.04 -1.02 -1.04 -1.05 -1.07 -1.09 1.24 1.09 1.43 1.22 1.40 1.44
AZI1 5-azacytidine induced 1 chr17q25.3  G2 --- -1.12 -1.12 1.06 -1.19 -1.14 -1.23 1.13 1.14 1.07 -1.19 -1.01 -1.48
AZI2 5-azacytidine induced 2 chr3p24.1  I-kappaB kinase --- -1.02 -1.12 -1.13 -1.15 1.22 1.05 1.33 -1.08 1.32 1.39 1.14 1.21
AZI2 5-azacytidine induced 2 chr3p24.1  I-kappaB kinase --- 1.06 -1.07 1.09 1.10 -1.02 1.10 1.06 1.08 1.38 1.43 -1.01 -1.04
AZI2 5-azacytidine induced 2 chr3p24.1  I-kappaB kinase --- 1.11 1.06 1.10 1.06 -1.03 1.03 1.06 1.09 1.28 1.36 -1.05 -1.03
AZIN1 antizyme inhibitor 1 chr8q22.3  regulation of cellular amino acid metabolCircadian_Exercise // GenMAPP 1.12 1.01 1.04 1.08 1.05 1.03 1.18 1.07 1.01 1.14 1.70 1.38
B3GALNT1 beta-1,3-N-acetylgalactosamchr3q25  protein glycosylation --- 1.23 -1.04 -1.08 -1.03 -1.24 -1.16 -1.09 -1.70 -1.48 -1.61 -1.91 -2.62
B3GALNT1 beta-1,3-N-acetylgalactosamchr3q25  protein glycosylation --- 1.09 1.14 1.32 1.24 1.02 -1.12 -1.17 -1.18 -1.50 -1.69 -2.78 -2.27
B3GALNT1 beta-1,3-N-acetylgalactosamchr3q25  protein glycosylation --- -1.03 -1.09 -1.02 1.07 1.05 1.21 -1.29 -1.18 -2.10 -1.83 -2.47 -2.69
B3GALNT2 beta-1,3-N-acetylgalactosamchr1q42.3  protein glycosylation --- 1.06 1.02 -1.01 -1.01 -1.09 -1.01 -1.13 -1.08 -1.55 -1.43 -1.53 -1.64
B3GALT4 UDP-Gal:betaGlcNAc beta chr6p21.3  protein glycosylation Ribosomal_Proteins // GenMAPP 1.00 -1.35 -1.14 1.25 -1.24 -1.45 1.06 1.18 1.06 1.00 1.07 1.59
B3GALT6 UDP-Gal:betaGal beta 1,3-gchr1p36.33  carbohydrate metabolic process --- -1.22 -1.29 1.02 1.03 1.11 -1.01 -1.22 1.09 -2.35 -2.21 -1.84 -1.51
B3GALTL beta 1,3-galactosyltransfera chr13q12.3  carbohydrate metabolic process --- 1.32 1.24 1.03 -1.11 1.14 1.26 -1.61 -1.54 -2.71 -2.03 -2.82 -2.49
B3GALTL beta 1,3-galactosyltransfera chr13q12.3  carbohydrate metabolic process --- 1.08 -1.01 1.05 -1.06 -1.02 1.04 -1.13 -1.12 -2.00 -1.73 -2.24 -2.47
B3GAT3 beta-1,3-glucuronyltransferachr11q12.3  carbohydrate metabolic process --- -1.02 -1.11 -1.07 1.08 1.02 -1.13 1.07 1.24 1.47 1.35 1.51 1.74
B3GAT3 beta-1,3-glucuronyltransferachr11q12.3  carbohydrate metabolic process --- -1.13 -1.12 -1.04 1.15 -1.02 -1.11 1.05 1.13 1.58 1.39 1.64 1.77
B3GNT3 UDP-GlcNAc:betaGal beta-chr19p13.1  carbohydrate metabolic process --- 1.00 -1.43 -1.37 -1.01 -1.99 1.14 1.97 1.37 1.92 1.42 2.10 1.77
B3GNT5 UDP-GlcNAc:betaGal beta-chr3q28  protein glycosylation --- 2.17 2.18 -1.03 -1.83 1.06 1.29 -1.99 -1.78 -1.04 1.13 1.30 -1.73
B3GNT5 UDP-GlcNAc:betaGal beta-chr3q28  protein glycosylation --- 4.18 1.71 5.93 1.80 -1.57 3.03 7.22 7.75 1.30 -2.00 7.39 16.12
B3GNT5 UDP-GlcNAc:betaGal beta-chr3q28  protein glycosylation --- 1.33 1.31 1.05 -1.24 -1.17 1.05 -1.20 -1.10 2.12 1.72 1.44 1.10
B3GNT7 UDP-GlcNAc:betaGal beta-chr2q37.1  carbohydrate metabolic process --- 1.10 1.30 -1.53 -1.18 1.17 1.46 1.11 1.12 1.40 1.59 -1.10 1.02
B3GNT7 UDP-GlcNAc:betaGal beta-chr2q37.1  carbohydrate metabolic process --- 1.44 -1.01 -1.61 -1.80 1.11 -1.13 1.29 1.59 1.43 1.46 2.06 1.82
B3GNT9 UDP-GlcNAc:betaGal beta-chr16q22.1  protein glycosylation --- -1.04 -1.04 1.03 1.06 -1.03 1.02 -1.10 1.01 1.18 1.20 1.16 1.39
B4GALNT4 beta-1,4-N-acetyl-galactosa chr11p15.5 0 --- 1.29 1.20 -1.26 -1.28 -1.41 -1.43 -1.38 -1.41 1.02 -1.01 -1.10 1.21
B4GALT1 UDP-Gal:betaGlcNAc beta chr9p13  epithelial cell development --- -1.14 -1.27 1.60 -1.03 1.35 1.23 1.15 1.07 1.70 1.28 1.15 -1.06
B4GALT1 UDP-Gal:betaGlcNAc beta chr9p13  epithelial cell development --- -1.10 -1.07 1.22 1.11 1.52 1.29 1.56 1.14 1.61 1.58 1.03 1.05
B4GALT1 UDP-Gal:betaGlcNAc beta chr9p13  epithelial cell development --- -1.45 -1.55 1.10 -1.13 1.45 1.30 -1.12 -1.30 -1.46 -1.30 -1.68 -1.61
B4GALT1 UDP-Gal:betaGlcNAc beta chr9p13  epithelial cell development --- -1.34 -1.17 -1.19 -1.21 -1.47 -1.01 -1.01 1.10 1.33 1.13 -1.36 -1.02
B4GALT1 UDP-Gal:betaGlcNAc beta chr9p13  epithelial cell development --- -1.49 -1.27 1.34 1.05 1.31 1.09 1.40 1.13 1.86 1.19 -1.02 -1.09
B4GALT3 UDP-Gal:betaGlcNAc beta chr1q21-q23  carbohydrate metabolic process --- 1.28 1.27 1.14 1.28 -1.08 -1.08 1.21 -1.07 1.20 1.18 1.45 2.01
B4GALT3 UDP-Gal:betaGlcNAc beta chr1q21-q23  carbohydrate metabolic process --- 1.09 -1.08 -1.01 -1.07 1.03 1.06 1.16 1.08 1.32 1.32 1.48 1.55
B4GALT4 UDP-Gal:betaGlcNAc beta chr3q13.3  carbohydrate metabolic process --- 1.09 1.05 1.14 -1.01 -1.11 -1.08 -1.19 -1.09 1.05 1.13 -1.08 -1.13
B4GALT5 UDP-Gal:betaGlcNAc beta chr20q13.1-q13.2  carbohydrate metabolic process --- 1.02 -1.05 1.04 -1.01 1.06 1.08 1.13 1.03 1.15 1.26 1.23 1.08
B4GALT5 UDP-Gal:betaGlcNAc beta chr20q13.1-q13.2  carbohydrate metabolic process --- -1.05 -1.01 1.03 1.03 1.05 -1.01 1.17 -1.01 1.42 1.19 1.28 1.11
B4GALT6 UDP-Gal:betaGlcNAc beta chr18q11  carbohydrate metabolic process --- 1.40 1.06 1.29 1.21 1.02 1.39 -1.42 -1.14 -2.40 -3.00 -1.59 -1.96
B9D1 B9 protein domain 1 chr17p11.2  in utero embryonic development --- -1.21 -1.04 -1.22 -1.26 -1.08 -1.15 1.26 1.27 1.07 1.27 -1.44 -1.73
B9D1 B9 protein domain 1 chr17p11.2  in utero embryonic development --- -1.06 1.02 -1.01 -1.11 -1.05 -1.21 -1.02 -1.07 -1.21 -1.07 -2.03 -2.06
B9D1 B9 protein domain 1 chr17p11.2  in utero embryonic development --- -1.08 -1.04 1.01 -1.01 1.02 -1.02 1.09 1.01 -1.09 1.02 -1.65 -1.65
BACE1 beta-site APP-cleaving enzychr11q23.2-q23.3  proteolysis --- -1.01 -1.02 1.00 1.02 1.03 -1.07 1.12 -1.04 1.08 1.11 1.04 1.23
BACE1 beta-site APP-cleaving enzychr11q23.2-q23.3  proteolysis --- -1.01 -1.15 1.02 1.03 1.10 1.19 -1.08 -1.02 -1.43 -1.27 -1.32 -1.05
BACE2 beta-site APP-cleaving enzychr21q22.3  proteolysis --- -1.12 -1.19 1.11 1.06 1.23 1.08 1.28 -1.02 1.19 1.14 1.27 1.31
BACH1 BTB and CNC homology 1 chr21q22.11  regulation of transcription involved in G1--- -1.03 1.12 -1.25 -1.32 -1.02 1.20 1.62 1.28 1.87 1.58 2.04 1.35
BACH1 /// GRBTB and CNC homology 1 chr21q22.11  regulation of transcription involved in G1--- 1.29 1.28 -1.11 -1.15 -1.06 1.53 -1.43 -1.02 2.02 -1.10 4.00 2.28
BACH1 /// GRBTB and CNC homology 1 chr21q22.11  regulation of transcription involved in G1--- 1.14 1.76 1.17 1.09 1.05 -1.17 -1.15 -1.15 2.71 2.45 1.40 -1.59
BAG1 BCL2-associated athanogenchr9p12  apoptotic process --- -1.06 -1.04 1.01 -1.07 -1.08 1.03 -1.08 1.04 -2.67 -1.97 -2.50 -2.10
BAG1 BCL2-associated athanogenchr9p12  apoptotic process --- -1.12 -1.10 -1.03 -1.03 -1.01 -1.08 1.24 1.13 1.04 -1.15 -1.48 -1.38
BAG1 BCL2-associated athanogenchr9p12  apoptotic process --- -1.06 -1.06 -1.00 1.03 1.11 1.02 1.26 1.08 1.13 -1.16 -1.40 -1.39
BAG2 BCL2-associated athanogenchr6p12.1-p11.2  protein folding --- 1.14 1.18 1.13 -1.04 1.15 1.05 -1.24 -1.14 -1.27 -1.52 1.04 -1.29
BAG3 BCL2-associated athanogenchr10q25.2-q26.2  protein folding --- 1.03 -1.03 1.02 -1.03 -1.03 1.02 -1.05 -1.11 1.26 1.24 1.20 1.14
BAG4 BCL2-associated athanogenchr8p11.23  protein folding --- -1.00 1.07 1.18 1.00 1.21 1.06 1.15 1.26 1.08 1.36 2.11 1.81
BAG4 BCL2-associated athanogenchr8p11.23  protein folding --- 1.08 1.01 1.22 -1.09 -1.04 1.17 1.09 1.17 2.54 2.59 2.42 2.32
BAHCC1 BAH domain and coiled-co chr17q25.3 0 --- -1.19 -1.22 -1.22 -1.33 1.07 1.11 1.19 1.09 1.63 1.63 1.55 1.75
BAI2 brain-specific angiogenesis chr1p35  signal transduction --- 1.27 1.08 1.21 1.20 -1.13 -1.23 1.57 1.10 -1.32 -1.69 -1.45 -1.05
BAI3 brain-specific angiogenesis chr6q12  signal transduction --- -12.90 -2.29 -4.55 1.13 -6.57 1.60 -3.71 3.95 11.53 4.67 1.33 4.27
BAIAP2 BAI1-associated protein 2 chr17q25  signal transduction --- -1.30 -1.55 -1.04 1.08 1.11 -1.03 -1.76 -1.47 -1.13 -1.49 -1.22 -1.47
BAIAP2-AS1 BAIAP2 antisense RNA 1 ( chr17q25.3 0 --- -1.03 -1.13 1.31 1.43 -1.07 1.11 1.60 2.38 -1.09 -1.09 -2.20 -1.82
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BAIAP2-AS1 BAIAP2 antisense RNA 1 ( chr17q25.3 0 --- 1.36 1.31 1.10 1.38 1.01 -1.31 1.00 1.31 -1.91 -1.86 -2.48 -1.55
BAIAP2-AS1 BAIAP2 antisense RNA 1 ( chr17q25.3 0 --- -1.32 2.49 -1.82 -2.48 1.53 1.11 3.68 1.88 -1.21 1.04 -4.45 -2.99
BAIAP2L1 BAI1-associated protein 2-l chr7q22.1  signal transduction --- -1.06 -1.09 -1.02 1.20 -1.12 -1.08 1.22 1.09 2.35 1.84 2.08 2.11
BAIAP2L1 BAI1-associated protein 2-l chr7q22.1  signal transduction --- -1.02 1.01 -1.10 1.23 -1.14 -1.03 1.14 1.25 2.07 2.01 1.93 2.14
BAK1 BCL2-antagonist/killer 1 chr6p21.3  leukocyte homeostasis Apoptosis // GenMAPP /// Apoptosis_GenM 1.09 -1.14 1.14 -1.15 1.26 1.14 -1.10 -1.32 1.76 1.54 1.35 1.35
BAMBI BMP and activin membranechr10p12.3-p11.2  transforming growth factor beta receptor --- 1.11 1.25 1.03 1.03 1.05 1.02 1.30 1.50 1.40 1.12 1.63 1.78
BANF2 barrier to autointegration fa chr20p12.1 0 --- 1.57 3.12 -4.69 1.38 -7.94 -2.35 -5.87 1.44 10.17 1.75 1.09 1.13
BANP BTG3 associated nuclear pr chr16q24  transcription, DNA-dependent --- -1.19 -1.10 -1.08 1.05 1.22 -1.01 1.11 1.32 1.08 -1.13 1.23 1.31
BARX1 BARX homeobox 1 chr9q12  transcription, DNA-dependent --- -1.23 -1.19 -1.07 1.02 -1.28 -1.18 -1.03 1.02 1.42 1.47 -1.16 1.09
BARX2 BARX homeobox 2 chr11q25  negative regulation of transcription from --- 2.88 2.10 1.51 -1.05 1.37 1.53 1.81 -1.15 -1.15 -2.72 2.88 1.21
BAZ1A bromodomain adjacent to zichr14q13.2  DNA-dependent DNA replication --- 1.15 1.17 -1.11 -1.23 -1.27 -1.07 -1.46 -1.18 -1.27 -1.17 -1.28 -1.44
BAZ1B bromodomain adjacent to zichr7q11.23  heart morphogenesis --- 1.05 1.11 -1.11 -1.07 -1.11 1.03 -1.15 -1.09 -1.13 -1.11 -1.08 -1.20
BAZ2A bromodomain adjacent to zichr12q13.3  chromatin silencing at rDNA --- -1.01 -1.15 1.07 1.13 1.04 1.03 1.46 1.49 1.32 1.17 1.60 1.46
BAZ2B bromodomain adjacent to zichr2q24.2  transcription, DNA-dependent --- -1.07 1.01 1.08 -1.09 -1.28 -1.12 -1.24 -1.08 -2.06 -1.73 -1.78 -1.94
BBIP1 BBSome interacting proteinchr10q25.2  cilium assembly --- -1.15 1.01 -1.13 -1.10 -1.05 -1.04 -1.15 -1.14 -1.28 -1.13 -1.21 -1.16
BBIP1 BBSome interacting proteinchr10q25.2  cilium assembly --- 1.01 1.01 1.05 1.07 -1.01 -1.07 -1.00 -1.06 1.28 1.16 1.31 1.23
BBIP1 BBSome interacting proteinchr10q25.2  cilium assembly --- 1.10 1.02 1.06 1.04 1.02 1.13 -1.32 -1.09 -1.73 -1.39 -1.61 -1.71
BBS1 Bardet-Biedl syndrome 1 chr11q13  retina homeostasis --- 1.01 -1.01 1.07 1.23 -1.08 -1.06 -1.06 -1.01 -2.08 -1.60 -3.37 -2.65
BBS1 Bardet-Biedl syndrome 1 chr11q13  retina homeostasis --- 1.24 1.63 -1.24 1.43 -1.53 -1.36 -1.27 -1.19 -1.26 -1.22 -3.14 -2.13
BBS4 Bardet-Biedl syndrome 4 chr15q22.3-q23  microtubule cytoskeleton organization --- -1.08 -1.13 1.04 -1.07 1.14 1.17 -1.06 -1.10 -1.15 -1.17 1.17 1.27
BBS7 Bardet-Biedl syndrome 7 chr4q27  eye development --- 1.05 -1.08 1.02 -1.12 1.01 1.00 -1.11 1.07 -1.86 -1.48 -2.30 -1.95
BBS7 Bardet-Biedl syndrome 7 chr4q27  eye development --- -1.12 -1.05 1.18 1.19 1.37 1.10 -1.49 -1.27 -1.72 -1.87 -1.03 -1.07
BBS9 Bardet-Biedl syndrome 9 chr7p14  visual perception --- -1.04 -1.12 -1.19 -1.06 1.07 -1.20 -1.06 1.10 -1.77 -1.33 -1.78 -2.05
BBS9 Bardet-Biedl syndrome 9 chr7p14  visual perception --- 1.28 -1.02 1.01 -1.04 -1.47 1.29 -1.42 -1.29 -1.78 -1.83 -1.57 -1.18
BBS9 Bardet-Biedl syndrome 9 chr7p14  visual perception --- 1.16 1.07 -1.00 1.13 1.33 1.02 -1.42 1.01 -1.62 -1.52 -2.12 -1.67
BBS9 Bardet-Biedl syndrome 9 chr7p14  visual perception --- 1.07 -1.00 1.08 -1.05 1.03 1.07 1.07 1.15 -1.97 -1.51 -1.95 -1.84
BBX bobby sox homolog (Drosopchr3q13.1  transcription, DNA-dependent --- -1.20 -1.17 1.04 -1.03 1.21 1.01 -1.05 -1.14 -1.03 1.20 1.04 1.21
BBX bobby sox homolog (Drosopchr3q13.1  transcription, DNA-dependent --- 1.69 1.84 1.28 1.29 2.05 1.63 1.81 1.07 -4.81 -2.03 -1.42 -2.35
BCAN brevican chr1q31  carbohydrate metabolic process --- 1.31 1.14 -1.25 1.05 1.03 -1.07 1.48 1.28 -1.29 -1.28 -1.49 -1.68
BCAP29 B-cell receptor-associated pchr7q22.3  transport --- 1.04 1.03 1.03 1.03 -1.01 1.11 -1.15 1.00 -1.29 -1.11 -1.44 -1.30
BCAP31 B-cell receptor-associated pchrXq28  antigen processing and presentation of pe--- -1.13 -1.16 -1.09 -1.05 -1.05 -1.05 -1.01 -1.01 1.21 1.24 1.19 1.31
BCAR3 breast cancer anti-estrogen rchr1p22.1  signal transduction --- 1.20 1.21 1.00 1.02 1.06 1.11 1.29 1.08 2.80 2.05 2.66 2.14
BCAS2 breast carcinoma amplified chr1p13.2  RNA splicing, via transesterification reac--- -1.03 -1.05 -1.02 -1.01 1.08 1.01 -1.12 -1.02 -1.16 -1.23 1.11 1.06
BCAS3 breast carcinoma amplified chr17q23 0 --- -1.42 -1.37 1.50 1.46 1.01 -1.41 -1.10 -1.20 -1.39 -1.52 -1.23 -1.22
BCAS4 breast carcinoma amplified chr20q13.13 0 --- -1.11 -1.15 1.07 -1.04 1.10 -1.01 1.16 -1.03 -1.29 -1.33 -1.54 -1.85
BCAS4 breast carcinoma amplified chr20q13.13 0 --- 1.10 -1.04 1.16 -1.16 1.02 1.03 -1.11 -1.23 1.15 -1.07 -1.40 -1.58
BCAT1 branched chain amino-acid chr12p12.1  G1 --- -1.08 -1.09 1.13 1.10 -1.01 1.02 -1.12 -1.10 -1.31 -1.02 -1.53 -1.38
BCAT1 branched chain amino-acid chr12p12.1  G1 --- 1.01 1.01 1.02 1.05 1.01 1.06 -1.05 -1.08 -1.20 -1.22 -1.48 -1.41
BCCIP BRCA2 and CDKN1A interchr10q26.1  regulation of cyclin-dependent protein se --- 1.03 1.03 1.00 -1.08 -1.00 1.11 -1.22 -1.15 -1.10 1.03 1.30 1.35
BCCIP BRCA2 and CDKN1A interchr10q26.1  regulation of cyclin-dependent protein se --- -1.02 1.11 1.04 -1.03 1.03 -1.05 1.04 1.01 1.28 1.05 1.60 1.40
BCCIP BRCA2 and CDKN1A interchr10q26.1  regulation of cyclin-dependent protein se --- -1.08 -1.12 1.09 1.32 1.03 -1.21 -1.07 1.03 -1.24 -1.56 -1.49 -1.42
BCDIN3D BCDIN3 domain containingchr12q13.12  RNA methylation --- -1.19 -1.05 -1.10 -1.29 1.04 -1.04 -1.24 -1.11 -1.90 -1.80 -1.49 -1.52
BCDIN3D-ASBCDIN3D antisense RNA 1chr12q13.13 0 --- 2.58 2.58 1.58 -3.65 -1.62 -2.19 2.42 1.01 1.34 -1.56 2.31 2.60
BCDIN3D-ASBCDIN3D antisense RNA 1chr12q13.13 0 --- 1.18 1.08 1.07 -1.15 1.10 1.13 -1.36 -1.10 -1.73 -1.68 -1.66 -1.29
BCKDHA branched chain keto acid dechr19q13.1-q13.2  metabolic process --- -1.15 -1.25 -1.14 1.18 -1.11 -1.14 1.03 1.01 1.16 1.32 1.10 1.35
BCKDHB branched chain keto acid dechr6q14.1  response to nutrient --- -1.01 1.21 -1.35 -1.84 1.92 1.60 -1.05 -1.32 -2.20 -2.05 -2.08 -2.24
BCKDHB branched chain keto acid dechr6q14.1  response to nutrient --- 1.05 1.12 1.02 -1.08 -1.02 -1.22 1.05 1.02 -1.94 -1.90 -2.04 -1.84
BCL10 B-cell CLL/lymphoma 10 chr1p22  neural tube closure --- -1.02 -1.10 -1.00 1.20 1.07 1.15 2.17 1.54 8.90 6.92 4.07 2.54
BCL10 B-cell CLL/lymphoma 10 chr1p22  neural tube closure --- 2.32 1.77 -1.29 -1.51 1.24 -1.11 3.62 1.83 5.48 3.71 2.78 1.67
BCL11B B-cell CLL/lymphoma 11B chr14q32.2  keratinocyte development --- 1.12 -1.48 -1.89 -1.20 1.99 1.83 2.27 1.53 2.27 1.32 -1.23 -1.10
BCL11B B-cell CLL/lymphoma 11B chr14q32.2  keratinocyte development --- 1.07 -1.31 -1.19 -1.84 -1.11 -1.29 10.21 4.28 -3.15 -1.45 3.71 2.80
BCL2 B-cell CLL/lymphoma 2 chr18q21.3  G1 Apoptosis // GenMAPP /// Apoptosis_GenM 1.01 1.04 1.34 1.12 1.47 1.34 -1.15 -1.06 -1.87 -1.64 -1.55 -1.28
BCL2A1 BCL2-related protein A1 chr15q24.3  apoptotic process Apoptosis_KEGG // GenMAPP -2.11 -2.26 1.07 1.33 5.17 4.19 1.07 1.94 3.09 2.13 1.68 1.23
BCL2L1 BCL2-like 1 chr20q11.21  cytokinesis Apoptosis // GenMAPP /// Apoptosis_GenM -1.00 1.08 -1.06 -1.32 -1.19 -1.26 2.66 1.85 3.22 2.98 1.34 1.99
BCL2L1 BCL2-like 1 chr20q11.21  cytokinesis Apoptosis // GenMAPP /// Apoptosis_GenM -1.28 -1.07 -1.31 -1.45 -1.40 -1.24 1.29 1.04 1.61 1.44 1.10 1.22
BCL2L1 BCL2-like 1 chr20q11.21  cytokinesis Apoptosis // GenMAPP /// Apoptosis_GenM -1.14 -1.07 -1.05 1.07 1.08 1.04 1.36 1.30 1.91 1.28 1.61 1.72
BCL2L10 BCL2-like 10 (apoptosis facchr15q21  apoptotic process --- 1.08 1.73 -1.17 -1.57 -1.18 -1.23 -1.21 1.06 -2.75 -1.74 -4.22 -2.42
BCL2L11 BCL2-like 11 (apoptosis facchr2q13  in utero embryonic development Apoptosis // GenMAPP -1.15 -1.09 1.08 -1.17 1.01 -1.05 1.33 1.02 1.76 1.71 1.30 1.19
BCL2L11 BCL2-like 11 (apoptosis facchr2q13  in utero embryonic development Apoptosis // GenMAPP -1.01 -1.08 -1.05 -1.05 -1.03 1.19 -1.26 -1.24 -1.74 -1.30 -1.22 -1.04
BCL2L11 BCL2-like 11 (apoptosis facchr2q13  in utero embryonic development Apoptosis // GenMAPP 1.07 1.07 1.05 1.18 1.20 1.14 -1.33 1.16 1.48 1.85 1.47 1.85
BCL2L11 BCL2-like 11 (apoptosis facchr2q13  in utero embryonic development Apoptosis // GenMAPP 1.07 -1.10 1.39 1.26 1.20 1.18 1.01 -1.24 -2.18 -2.08 -1.84 -1.82
BCL2L11 BCL2-like 11 (apoptosis facchr2q13  in utero embryonic development Apoptosis // GenMAPP -1.00 -1.09 1.02 1.08 -1.03 -1.08 1.07 -1.14 1.52 1.54 1.48 1.38
BCL2L11 BCL2-like 11 (apoptosis facchr2q13  in utero embryonic development Apoptosis // GenMAPP -1.43 -1.24 -1.10 -1.25 1.25 1.18 1.16 1.06 1.48 1.56 1.31 1.42
BCL2L13 BCL2-like 13 (apoptosis facchr22q11.1  apoptotic process --- -1.23 -1.08 -1.09 1.06 1.10 -1.13 1.24 1.05 1.15 1.04 1.16 1.23
BCL2L13 BCL2-like 13 (apoptosis facchr22q11.1  apoptotic process --- -1.41 -1.16 -1.09 -1.06 -1.11 1.13 -1.22 -1.25 1.16 1.44 1.10 1.23
BCL2L2 BCL2-like 2 chr14q11.2-q12  apoptotic process Apoptosis_KEGG // GenMAPP 1.12 1.19 1.09 -1.06 1.11 -1.02 1.05 -1.03 1.22 1.24 1.03 -1.09
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BCL3 B-cell CLL/lymphoma 3 chr19q13.1-q13.2  protein import into nucleus, translocation--- -1.20 -1.27 1.04 1.29 1.32 -1.05 1.55 -1.03 1.90 1.78 2.08 1.85
BCL3 B-cell CLL/lymphoma 3 chr19q13.1-q13.2  protein import into nucleus, translocation--- -1.03 -1.01 -1.02 1.17 1.04 -1.02 2.07 1.64 4.48 3.06 2.29 2.97
BCL6 B-cell CLL/lymphoma 6 chr3q27  protein import into nucleus, translocation--- 1.11 -1.01 1.11 -1.03 2.07 2.66 -1.09 -1.43 1.17 1.02 1.54 1.36
BCL6 B-cell CLL/lymphoma 6 chr3q27  protein import into nucleus, translocation--- -1.03 -1.03 -1.06 1.10 1.10 1.08 -1.06 1.05 1.28 1.25 1.69 1.53
BCL6 B-cell CLL/lymphoma 6 chr3q27  protein import into nucleus, translocation--- 1.05 -1.12 1.06 1.28 1.34 1.13 1.96 1.20 -2.16 1.18 1.23 1.61
BCL6B B-cell CLL/lymphoma 6, mchr17p13.1  negative regulation of transcription from --- -1.20 1.13 -1.81 1.07 -1.73 -1.83 1.11 2.65 9.78 8.14 1.24 2.45
BCL7C B-cell CLL/lymphoma 7C chr16p11  apoptotic process --- 1.17 1.15 -1.01 1.18 -1.08 -1.14 1.05 1.04 -1.17 1.06 -1.48 -1.47
BCL9 /// LOCB-cell CLL/lymphoma 9 /// chr1q21  myotube differentiation involved in skele--- 1.12 -1.00 1.33 1.20 -1.05 -1.10 -1.11 1.02 -1.47 -1.31 -1.43 -1.32
BCL9L B-cell CLL/lymphoma 9-likchr11q23.3  transcription, DNA-dependent --- -1.05 -1.09 1.14 1.03 1.10 -1.02 1.19 1.12 1.48 1.33 1.93 1.75
BCLAF1 BCL2-associated transcriptichr6q22-q23  transcription, DNA-dependent --- -1.25 -1.15 1.10 1.09 1.24 1.07 1.10 1.02 -1.56 -1.82 1.06 -1.10
BCLAF1 BCL2-associated transcriptichr6q22-q23  transcription, DNA-dependent --- -1.12 -1.15 1.05 -1.04 -1.11 1.10 -1.12 1.04 -2.17 -1.62 -1.40 -1.53
BCLAF1 BCL2-associated transcriptichr6q22-q23  transcription, DNA-dependent --- -1.01 -1.14 -1.02 1.01 -1.01 1.06 -1.38 -1.35 -1.55 -1.31 -1.26 -1.21
BCLAF1 BCL2-associated transcriptichr6q22-q23  transcription, DNA-dependent --- -1.04 -1.03 -1.08 1.03 -1.21 -1.16 -1.23 -1.10 -1.69 -1.59 -1.57 -1.55
BCOR BCL6 corepressor chrXp11.4  negative regulation of transcription from --- -1.67 1.02 1.12 1.32 1.20 -1.01 -1.40 -1.12 -1.74 -1.21 -1.85 -1.47
BCORL1 BCL6 corepressor-like 1 chrXq25-q26.1  transcription, DNA-dependent --- 1.23 1.14 1.01 -1.14 1.14 -1.09 1.14 1.26 1.30 1.27 1.27 1.18
BCR breakpoint cluster region chr22q11.23  protein phosphorylation --- -1.15 -1.25 -1.05 -1.11 1.05 1.03 -1.02 1.03 1.77 1.49 1.21 1.34
BCR breakpoint cluster region chr22q11.23  protein phosphorylation --- 1.03 -1.00 -1.05 1.00 1.01 -1.11 1.10 1.03 1.56 1.31 1.10 1.05
BDH1 3-hydroxybutyrate dehydrogchr3q29  liver development Synthesis_and_Degradation_of_Keton_Bodi -1.01 -1.09 -1.04 -1.05 -1.02 -1.01 1.07 1.03 -1.08 1.01 -1.80 -1.37
BDH2 3-hydroxybutyrate dehydrogchr4q24  fatty acid beta-oxidation --- -1.18 -1.21 1.01 1.31 1.26 -1.04 -1.31 -1.13 -1.33 -1.45 -2.16 -2.25
BDH2 3-hydroxybutyrate dehydrogchr4q24  fatty acid beta-oxidation --- 1.06 -1.03 -1.04 -1.09 1.06 1.03 -1.13 -1.12 1.13 1.11 -1.15 -1.16
BDKRB1 bradykinin receptor B1 chr14q32.1-q32.2  negative regulation of protein phosphorylGPCRDB_Class_A_Rhodopsin-like // GenM 1.05 -1.11 -1.21 1.06 -1.12 -1.07 1.02 1.02 1.65 1.45 1.97 1.86
BDKRB2 bradykinin receptor B2 chr14q32.1-q32.2  acute inflammatory response to antigenicACE-Inhibitor_pathway_PharmGKB // GenM -1.40 -1.34 1.19 1.38 -1.12 -1.22 1.47 1.61 -1.07 1.23 -1.44 -1.07
BDNF brain-derived neurotrophic fchr11p13  ureteric bud development --- -1.00 -1.01 1.15 1.03 1.27 -1.00 1.26 -1.01 1.19 1.23 1.70 1.67
BDNF-AS BDNF antisense RNA chr11p14.1 0 --- -2.21 -4.07 2.06 7.13 2.21 -1.19 2.16 1.88 1.27 -1.26 3.89 2.40
BDP1 B double prime 1, subunit ochr5q13  transcription, DNA-dependent --- 1.05 -1.04 -1.13 -1.06 -1.03 1.14 -1.09 -1.05 -1.25 -1.16 -1.20 -1.17
BECN1 beclin 1, autophagy related chr17q21  autophagic vacuole assembly --- -1.58 -1.17 1.02 1.59 -1.24 -1.20 -1.68 -1.21 2.01 -2.16 1.02 1.12
BEGAIN brain-enriched guanylate kinchr14q32.2  phosphorylation --- 1.00 1.05 1.00 1.09 1.01 -1.08 1.17 1.13 1.28 1.00 1.18 1.26
BEND3 BEN domain containing 3 chr6q21 0 --- 1.17 1.10 -1.02 -1.13 1.03 1.09 -1.34 -1.18 -1.63 -1.63 1.16 1.01
BEND4 BEN domain containing 4 chr4p13 0 --- -2.26 -1.49 -2.07 -3.36 -4.08 -3.16 1.11 1.19 1.70 1.59 -1.59 1.20
BEST1 bestrophin 1 chr11q13  transport --- 1.21 -1.04 -1.33 -2.37 1.00 1.12 -1.08 -1.03 1.55 -1.43 1.53 1.55
BET1L Bet1 golgi vesicular membr chr11p15.5  transport --- -1.36 1.14 -1.28 -1.12 -1.28 -1.11 1.01 -1.31 2.08 1.89 1.25 1.75
BET1L Bet1 golgi vesicular membr chr11p15.5  transport --- -1.01 -1.09 1.04 1.26 1.04 -1.02 1.15 1.10 1.79 1.57 1.57 1.77
BEX4 brain expressed, X-linked 4 chrXq22.1-q22.3 0 --- -2.16 1.68 -1.93 -1.91 -1.01 -1.90 2.45 3.35 -3.13 2.26 1.51 -1.41
BFAR bifunctional apoptosis regulchr16p13.12  apoptotic process --- 1.03 -1.03 -1.03 -1.08 -1.10 1.09 -1.10 -1.12 1.01 1.09 1.21 1.27
BFSP1 beaded filament structural pchr20p12.1  cell maturation --- -1.14 -1.20 -1.07 -1.07 -1.06 -1.22 -1.19 1.05 -1.18 -1.12 -1.49 -1.24
BGLAP /// PMbone gamma-carboxyglutamchr1q /// chr1q22  mitotic cell cycle --- -1.05 -1.17 1.07 1.07 1.11 -1.01 1.26 1.18 1.47 1.27 1.40 1.36
BHLHB9 basic helix-loop-helix domachrXq23 0 --- 1.08 -1.07 -1.08 1.15 -1.22 -1.10 -1.01 1.10 -1.88 -1.76 -1.89 -1.86
BHLHE22 basic helix-loop-helix famil chr8q13  transcription, DNA-dependent --- -1.26 -1.48 -1.28 -6.36 -1.80 -1.56 -1.26 -1.11 3.38 1.66 2.64 4.28
BHLHE40 basic helix-loop-helix famil chr3p26  negative regulation of transcription from --- -1.34 -1.05 -1.07 1.04 1.19 -1.14 4.37 2.05 21.81 12.63 13.97 9.80
BHLHE40 basic helix-loop-helix famil chr3p26  negative regulation of transcription from --- 1.24 1.23 -1.11 -1.09 -1.11 -1.11 1.18 -1.03 1.98 2.08 2.61 2.55
BHLHE41 basic helix-loop-helix famil chr12p12.1  negative regulation of transcription from --- 1.73 -1.26 -1.27 -1.50 1.75 1.41 1.02 -1.12 2.42 1.47 2.09 1.55
BICC1 bicaudal C homolog 1 (Droschr10q21.1  multicellular organismal development --- -1.21 -1.22 1.12 1.07 1.38 1.64 1.09 1.03 -1.87 -1.84 -1.35 -2.70
BICC1 bicaudal C homolog 1 (Droschr10q21.1  multicellular organismal development --- -1.03 -1.11 -1.03 -1.03 -1.03 1.13 -1.04 1.03 -1.51 -1.20 -1.87 -1.78
BICD1 bicaudal D homolog 1 (Dro chr12p11.2-p11.1  RNA processing --- 1.38 1.41 -1.06 -1.08 -1.01 -1.06 1.00 1.05 1.79 1.95 2.60 2.04
BICD1 bicaudal D homolog 1 (Dro chr12p11.2-p11.1  RNA processing --- -1.06 -1.04 1.02 -1.18 -1.03 1.15 -1.20 -1.07 -1.25 -1.68 -1.90 -2.64
BID BH3 interacting domain deachr22q11.1  release of cytochrome c from mitochondrApoptosis // GenMAPP /// Apoptosis_GenM -1.19 -1.24 -1.05 -1.04 1.14 -1.16 1.01 1.13 1.83 1.69 1.02 1.11
BID BH3 interacting domain deachr22q11.1  release of cytochrome c from mitochondrApoptosis // GenMAPP /// Apoptosis_GenM -1.15 -1.07 -1.07 1.02 1.04 -1.00 1.15 1.01 1.71 1.81 1.75 1.98
BIK BCL2-interacting killer (apochr22q13.31  apoptotic process --- -1.21 -1.17 -1.60 -1.12 -1.13 -1.09 1.57 1.12 1.13 1.37 1.33 1.61
BIN1 bridging integrator 1 chr2q14  endocytosis --- 1.01 1.05 1.12 1.00 -1.06 -1.12 1.04 -1.04 -1.34 -1.18 -1.04 -1.10
BIRC2 baculoviral IAP repeat cont chr11q22  protein polyubiquitination Apoptosis // GenMAPP /// Apoptosis_GenM 1.11 1.08 1.14 1.13 1.07 1.05 -1.03 1.02 1.45 1.39 1.66 1.36
BIRC3 baculoviral IAP repeat cont chr11q22  toll-like receptor signaling pathway Apoptosis // GenMAPP /// Apoptosis_GenM -1.19 -1.07 1.00 1.00 1.10 1.16 1.68 1.32 3.32 2.77 4.66 3.29
BIRC3 baculoviral IAP repeat cont chr11q22  toll-like receptor signaling pathway Apoptosis // GenMAPP /// Apoptosis_GenM 1.38 1.75 -1.19 -1.23 1.01 1.14 -1.19 1.27 3.87 3.28 1.46 1.28
BIRC5 baculoviral IAP repeat cont chr17q25  G2 Apoptosis // GenMAPP 1.07 -1.01 -1.06 -1.02 1.03 1.03 -1.04 -1.11 1.29 1.14 1.17 1.10
BIRC5 baculoviral IAP repeat cont chr17q25  G2 Apoptosis // GenMAPP -1.07 -1.07 -1.06 -1.04 1.12 -1.02 1.10 -1.10 1.44 1.23 1.55 1.64
BIRC5 baculoviral IAP repeat cont chr17q25  G2 Apoptosis // GenMAPP -1.17 -1.08 -1.13 -1.08 -1.12 -1.11 -1.04 1.02 1.16 1.12 1.11 1.07
BIRC6 baculoviral IAP repeat cont chr2p22.3  placenta development --- 1.05 1.03 -1.09 1.01 -1.02 1.05 -1.08 -1.02 -1.25 -1.11 -1.34 -1.34
BIRC6 baculoviral IAP repeat cont chr2p22.3  placenta development --- -1.04 1.07 -1.02 1.02 -1.11 1.10 -1.08 1.04 -1.30 -1.12 -1.28 -1.38
BIVM basic, immunoglobulin-like chr13q33.1 0 --- 1.34 1.33 1.88 1.63 -1.07 1.19 -1.18 -1.83 1.54 1.50 1.53 1.23
BIVM basic, immunoglobulin-like chr13q33.1 0 --- 1.29 1.38 -1.30 -1.12 1.02 1.06 -1.24 -1.48 -2.31 -1.97 -1.72 -2.50
BIVM basic, immunoglobulin-like chr13q33.1 0 --- 1.01 -1.03 1.04 1.21 1.22 1.14 1.04 -1.07 -1.94 -1.74 -1.59 -1.71
BIVM basic, immunoglobulin-like chr13q33.1 0 --- -1.01 -1.03 -1.09 -1.05 -1.07 1.17 -1.31 -1.16 -2.06 -1.64 -2.01 -1.95
BIVM basic, immunoglobulin-like chr13q33.1 0 --- -1.50 -1.42 1.55 4.12 1.84 1.44 1.19 1.57 -1.23 -2.07 1.12 3.23
BLCAP bladder cancer associated prchr20q11.23  apoptotic process --- -1.05 1.01 -1.00 -1.02 -1.01 -1.01 -1.03 -1.08 -1.05 -1.02 -1.28 -1.12
BLM Bloom syndrome, RecQ helchr15q26.1  regulation of cyclin-dependent protein se --- -1.04 -1.05 -1.03 1.00 1.07 -1.03 1.01 1.00 -1.27 -1.32 -1.29 -1.27
BLOC1S1 biogenesis of lysosomal orgchr12q13-q14  post-Golgi vesicle-mediated transport --- -1.08 -1.10 1.03 -1.02 -1.02 -1.10 1.11 1.07 1.05 1.07 -1.41 -1.23
BLOC1S1-RDBLOC1S1-RDH5 readthrouchr12q /// chr12q13- retinoid metabolic process --- -1.11 1.06 1.11 1.13 1.03 1.08 -1.30 -1.12 -1.11 1.02 -1.12 -1.18
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BLOC1S2 biogenesis of lysosomal orgchr10q24.31  microtubule nucleation --- 1.10 -1.03 -1.01 1.07 -1.19 1.01 -1.07 -1.07 -1.30 -1.20 -1.27 -1.25
BLOC1S3 biogenesis of lysosomal orgchr19q13.32  eye development --- -1.11 -1.01 -1.03 -1.19 1.06 1.02 -1.29 -1.22 -1.11 -1.04 1.54 1.45
BLOC1S5 /// Ebiogenesis of lysosomal orgchr6p /// chr6p25.1-p anterograde axon cargo transport --- -1.08 -1.06 1.02 1.01 1.01 1.04 1.04 1.03 1.26 1.32 1.17 1.20
BLOC1S5-TXBLOC1S5-TXNDC5 readthchr6p /// chr6p24.3  glycerol ether metabolic process --- 1.00 1.04 -1.03 -1.07 -1.01 -1.03 -1.01 -1.03 1.16 1.06 1.17 1.22
BLVRB biliverdin reductase B (flavichr19q13.1-q13.2  steroid biosynthetic process --- -1.04 -1.02 -1.03 1.04 1.17 1.02 1.09 1.01 1.77 1.77 1.62 1.89
BLZF1 basic leucine zipper nuclear chr1q24  mitotic cell cycle --- -1.04 -1.34 1.28 1.04 -1.28 1.18 1.19 1.18 4.44 4.36 4.18 3.67
BLZF1 basic leucine zipper nuclear chr1q24  mitotic cell cycle --- -1.00 1.08 -1.10 -1.07 1.38 1.22 -1.42 -1.64 1.31 1.73 1.05 1.31
BLZF1 basic leucine zipper nuclear chr1q24  mitotic cell cycle --- 1.19 1.23 -1.00 1.08 -1.07 1.02 -1.06 1.22 -1.68 -1.34 -1.23 -1.36
BMF Bcl2 modifying factor chr15q14  apoptotic process --- -1.52 -1.39 1.12 1.79 -1.29 -1.27 -1.63 -1.09 -4.32 -4.58 -1.91 -1.76
BMP1 bone morphogenetic proteinchr8p21.3  skeletal system development --- -3.30 -1.40 -1.24 1.29 2.02 -1.27 1.48 2.12 5.68 3.77 1.52 2.31
BMP2 bone morphogenetic proteinchr20p12  negative regulation of transcription from --- -1.06 -1.04 -1.09 -1.01 1.04 1.08 -1.06 -1.05 -1.37 -1.24 -1.08 -1.14
BMP2K BMP2 inducible kinase chr4q21.21  protein phosphorylation --- 1.28 1.23 -1.11 -1.08 1.04 1.19 1.38 1.19 1.29 1.21 1.18 1.08
BMP2K BMP2 inducible kinase chr4q21.21  protein phosphorylation --- 1.16 1.19 1.02 -1.02 1.10 1.10 1.26 1.10 1.30 1.15 1.26 -1.02
BMP2K BMP2 inducible kinase chr4q21.21  protein phosphorylation --- 1.06 -1.28 1.08 1.38 1.05 1.42 -1.11 1.01 1.24 1.22 1.35 1.41
BMP2K BMP2 inducible kinase chr4q21.21  protein phosphorylation --- 1.12 1.00 1.15 1.24 1.05 1.14 -1.03 1.27 1.40 1.16 1.16 1.39
BMP4 bone morphogenetic proteinchr14q22-q23  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP -1.66 -2.66 1.03 1.43 -1.06 -1.36 -2.57 1.14 -3.15 -11.51 -6.85 -1.61
BMP5 bone morphogenetic proteinchr6p12.1  skeletal system development --- 1.22 1.22 -1.41 -1.15 -1.26 -1.36 7.56 4.50 -2.56 -3.57 3.57 5.34
BMP6 bone morphogenetic proteinchr6p24-p23  skeletal system development --- 1.19 1.32 -1.09 -1.07 1.06 1.00 1.14 1.03 1.21 1.14 1.71 1.34
BMP6 bone morphogenetic proteinchr6p24-p23  skeletal system development --- 1.00 1.58 2.09 1.11 -1.33 1.23 1.07 -1.33 1.37 1.12 1.36 1.24
BMP7 bone morphogenetic proteinchr20q13  skeletal system development --- 3.43 9.56 5.12 4.75 -2.13 1.41 2.14 -1.24 11.86 8.61 1.33 1.92
BMP8A bone morphogenetic proteinchr1p34.3  skeletal system development --- -1.20 -1.48 -1.59 1.36 1.65 -1.58 1.85 1.13 1.49 -1.02 -1.06 -1.31
BMP8B bone morphogenetic proteinchr1p35-p32  skeletal system development --- -1.16 -1.35 1.06 -1.02 -1.05 -1.01 1.09 1.00 1.11 1.12 1.16 1.27
BMPR1A bone morphogenetic proteinchr10q22.3  in utero embryonic development --- 1.11 -1.02 -1.08 -1.09 -1.19 1.07 -1.20 1.03 -1.81 -1.52 -1.10 -1.57
BMPR2 bone morphogenetic proteinchr2q33-q34  mesoderm formation --- 1.09 1.07 1.04 1.03 1.05 1.13 -1.12 -1.13 -3.26 -2.35 -2.79 -3.26
BMPR2 bone morphogenetic proteinchr2q33-q34  mesoderm formation --- -1.04 1.04 1.07 -1.20 1.01 1.11 -1.31 1.05 -2.18 -2.02 -3.07 -2.83
BMS1 BMS1 ribosome biogenesis chr10q11.21  GTP catabolic process --- -1.09 -1.12 1.02 1.09 1.13 1.05 1.03 1.07 1.21 1.04 1.21 1.32
BMS1P1 /// B BMS1 pseudogene 1 /// BMchr10q11.22 0 --- 1.17 1.02 -1.05 -1.08 -1.01 1.22 -1.06 1.15 -2.29 -1.73 -1.68 -2.37
BMS1P2 /// B BMS1 pseudogene 2 /// BMchr10q11.22 0 --- -1.09 1.11 1.18 -1.07 -1.00 1.08 1.20 1.28 -1.53 -1.16 -1.82 -1.78
BNC1 basonuclin 1 chr15q25.2  transcription, DNA-dependent --- 1.03 1.07 -2.35 -4.24 1.23 -6.01 -1.18 -1.17 -1.40 -1.69 1.66 2.77
BNC1 basonuclin 1 chr15q25.2  transcription, DNA-dependent --- 1.03 -3.84 1.66 4.80 -1.04 -1.80 -1.22 -2.48 1.14 1.25 2.52 3.23
BNC2 basonuclin 2 chr9p22.2  transcription, DNA-dependent --- -1.18 -1.79 -1.21 -1.38 -1.62 1.04 1.42 -1.42 1.81 1.18 2.99 2.26
BNIP1 BCL2/adenovirus E1B 19kDchr5q33-q34  transport --- -1.00 1.04 1.12 1.09 1.07 -1.02 1.31 -1.03 1.78 1.61 1.99 1.89
BNIP1 BCL2/adenovirus E1B 19kDchr5q33-q34  transport --- -1.12 -1.08 -1.00 1.04 1.07 1.03 1.35 -1.11 1.88 1.74 2.12 2.16
BNIP1 BCL2/adenovirus E1B 19kDchr5q33-q34  transport --- -1.21 -1.16 1.10 1.08 1.12 1.00 1.18 1.05 1.70 1.76 1.92 2.05
BNIP2 BCL2/adenovirus E1B 19kDchr15q22.2  blastocyst development --- 1.08 -1.02 1.10 1.06 1.05 1.01 -1.22 -1.10 1.11 1.23 1.05 1.07
BNIP3 BCL2/adenovirus E1B 19kDchr10q26.3  response to hypoxia --- -1.16 -1.12 1.04 -1.09 1.00 -1.04 1.39 1.36 1.64 1.56 3.54 4.18
BNIP3 BCL2/adenovirus E1B 19kDchr10q26.3  response to hypoxia --- 1.02 1.02 1.05 1.05 -1.08 1.09 1.02 -1.06 1.08 1.30 1.35 1.60
BNIP3L BCL2/adenovirus E1B 19kDchr8p21  apoptotic process Apoptosis // GenMAPP 1.01 1.07 1.07 1.10 1.03 1.02 1.00 -1.12 1.11 1.30 1.14 1.49
BNIP3L BCL2/adenovirus E1B 19kDchr8p21  apoptotic process Apoptosis // GenMAPP 1.12 1.09 1.03 -1.12 -1.05 1.05 1.04 -1.13 1.13 1.35 1.39 1.57
BNIPL BCL2/adenovirus E1B 19kDchr1q21.3  apoptotic process --- -1.77 -12.34 1.03 1.53 1.35 -1.38 -6.24 -1.44 1.86 1.30 3.36 3.98
BNIPL BCL2/adenovirus E1B 19kDchr1q21.3  apoptotic process --- -2.67 -1.12 -1.20 -2.08 1.61 1.03 -1.53 1.65 6.68 6.03 -3.40 -2.89
BOC BOC cell adhesion associatechr3q13.2  cell adhesion --- 1.16 1.09 -1.01 1.35 1.04 -1.02 1.08 1.19 -1.81 -1.86 -3.61 -3.13
BOC BOC cell adhesion associatechr3q13.2  cell adhesion --- -3.15 -1.50 -1.33 -1.25 -1.20 -1.19 1.08 -1.14 1.29 1.09 -1.10 1.03
BOD1 biorientation of chromosomchr5q35.2  cell cycle --- 1.04 -1.03 -1.03 1.09 -1.05 1.07 1.03 -1.03 1.20 1.11 1.21 1.26
BOD1L1 biorientation of chromosomchr4p16.1 0 --- -1.06 -1.04 1.16 1.14 -1.07 -1.03 1.01 1.24 -1.49 -1.31 -1.22 -1.19
BOLA2 bolA homolog 2 (E. coli) chr16p11.2 0 --- 1.07 1.08 1.01 -1.02 1.08 1.00 -1.09 -1.07 1.06 1.03 1.25 1.03
BOLA2 /// BObolA homolog 2 (E. coli) ///chr16p11.2  phosphorylation --- -1.07 -1.01 -1.02 -1.05 1.09 -1.08 1.25 1.11 1.61 1.20 1.25 1.13
BOLA2 /// LObolA homolog 2 (E. coli) ///chr16p11.2  amino acid transmembrane transport --- 1.07 -1.02 -1.07 1.11 -1.07 1.14 -1.02 -1.05 1.10 1.10 1.14 1.20
BOLA3 bolA homolog 3 (E. coli) chr2p13.1 0 --- -1.10 -1.12 -1.01 -1.01 1.01 -1.30 1.16 1.21 1.61 1.30 1.10 1.15
BOLA3-AS1 BOLA3 antisense RNA 1 (h--- 0 --- 1.54 -1.19 1.51 1.65 2.48 2.01 -1.13 -1.20 -3.52 -3.12 -1.35 -1.10
BORA bora, aurora kinase A activachr13q22.1  cell cycle --- 1.00 -1.03 1.05 1.06 -1.04 -1.06 1.07 1.08 1.61 1.58 1.98 2.12
BPHL biphenyl hydrolase-like (serchr6p25  carbohydrate metabolic process --- -1.38 -1.16 -1.11 -1.15 1.25 1.07 1.28 1.29 -1.15 -1.17 -2.06 -1.78
BPNT1 3'(2'), 5'-bisphosphate nuclechr1q41  nucleobase-containing compound metabo--- -1.11 -1.12 1.08 -1.14 -1.27 1.09 -1.11 1.16 -1.63 -1.18 -1.52 -1.42
BPTF bromodomain PHD finger trchr17q24.3  negative regulation of transcription from --- 1.02 -1.07 -1.15 -1.21 -1.05 -1.05 -1.43 -1.09 -1.97 -1.54 -1.86 -1.77
BPTF bromodomain PHD finger trchr17q24.3  negative regulation of transcription from --- 1.04 1.03 1.02 1.12 -1.17 -1.02 1.26 -1.01 2.16 2.02 2.34 1.91
BPTF bromodomain PHD finger trchr17q24.3  negative regulation of transcription from --- 1.03 -1.11 1.08 -1.05 1.17 1.17 -1.05 1.00 -1.55 -1.53 -1.33 -1.18
BPTF bromodomain PHD finger trchr17q24.3  negative regulation of transcription from --- 1.06 -1.01 -1.00 -1.00 -1.12 -1.02 -1.06 1.02 -1.60 -1.70 -1.31 -1.37
BPTF bromodomain PHD finger trchr17q24.3  negative regulation of transcription from --- 1.20 1.13 1.11 1.06 -1.28 -1.14 -1.31 -1.21 -2.12 -1.93 -1.40 -1.35
BRAF v-raf murine sarcoma viral ochr7q34  MAPK cascade MAPK_Cascade // GenMAPP -1.04 -1.02 1.13 -1.04 1.30 1.20 1.23 1.01 1.23 1.15 -1.45 -1.45
BRAP BRCA1 associated protein chr12q24  MAPK cascade --- -1.09 -1.11 1.14 1.24 -1.14 -1.11 1.16 1.26 1.62 1.37 1.44 1.70
BRAP BRCA1 associated protein chr12q24  MAPK cascade --- 1.06 -1.09 1.02 1.25 1.11 1.00 1.19 1.25 2.07 1.65 1.54 1.63
BRCA1 breast cancer 1, early onset chr17q21  cell cycle checkpoint --- -1.07 -1.11 1.03 -1.13 -1.20 1.00 -1.05 -1.16 -1.47 -1.42 -1.41 -1.16
BRCA1 breast cancer 1, early onset chr17q21  cell cycle checkpoint --- -1.06 -1.09 1.03 1.08 -1.07 -1.06 -1.13 -1.03 -1.48 -1.40 -1.51 -1.45
BRCA2 breast cancer 2, early onset chr13q12.3  double-strand break repair via homologou--- -1.44 -1.25 -1.01 1.24 1.00 1.04 -1.35 1.32 -1.67 -1.33 1.78 -1.54
BRCC3 BRCA1/BRCA2-containingchrXq28  DNA repair --- 1.02 -1.00 1.03 1.06 -1.10 -1.08 1.02 1.05 -1.68 -1.30 -2.13 -1.58
BRCC3 BRCA1/BRCA2-containingchrXq28  DNA repair --- -1.01 -1.11 1.00 1.11 1.05 1.03 -1.01 -1.00 -1.94 -1.43 -2.06 -1.76

22 of 293



ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

BRCC3 BRCA1/BRCA2-containingchrXq28  DNA repair --- 1.06 1.02 -1.04 1.01 -1.02 -1.02 -1.06 -1.01 -1.88 -1.33 -2.26 -1.99
BRCC3 BRCA1/BRCA2-containingchrXq28  DNA repair --- -1.04 -1.07 1.11 -1.10 1.05 1.06 1.06 -1.01 -1.39 -1.27 -1.51 -1.42
BRD1 bromodomain containing 1 chr22q13.33  chromatin modification --- 1.03 1.05 1.01 1.12 1.04 1.02 -1.11 1.08 -1.41 -1.21 -1.28 -1.20
BRD2 bromodomain containing 2 chr6p21.3  nucleosome assembly --- -1.00 -1.10 1.17 1.08 1.15 1.12 -1.24 -1.30 1.31 1.16 1.51 1.76
BRD2 bromodomain containing 2 chr6p21.3  nucleosome assembly --- -1.11 -1.14 1.03 1.02 1.03 1.03 -1.13 -1.15 1.44 1.24 1.69 1.85
BRD2 bromodomain containing 2 chr6p21.3  nucleosome assembly --- 1.07 1.07 1.03 1.01 1.25 1.14 -1.34 -1.50 1.19 1.15 1.53 1.38
BRD3 bromodomain containing 3 chr9q34  transcription, DNA-dependent --- -2.05 -1.10 1.01 -1.29 -1.21 -1.20 -1.68 1.07 -1.72 -11.87 -3.93 -1.46
BRD4 bromodomain containing 4 chr19p13.1  regulation of transcription involved in G1--- -1.00 1.03 1.02 1.03 1.05 -1.03 1.21 1.04 1.47 1.16 1.18 1.13
BRD4 bromodomain containing 4 chr19p13.1  regulation of transcription involved in G1--- 1.08 1.05 1.12 -1.06 1.21 1.17 1.03 1.04 -1.21 -1.51 -1.27 -1.34
BRD7 bromodomain containing 7 chr16q12  transcription, DNA-dependent --- -1.01 -1.06 -1.09 1.02 -1.11 1.12 -1.41 -1.02 -1.72 -1.49 -3.25 -2.62
BRD7 bromodomain containing 7 chr16q12  transcription, DNA-dependent --- 1.05 1.10 1.01 -1.01 -1.05 -1.07 1.04 1.09 1.04 -1.05 -1.11 -1.21
BRD7 bromodomain containing 7 chr16q12  transcription, DNA-dependent --- -1.13 -1.07 -1.03 -1.10 1.00 -1.02 -1.01 1.08 -1.12 -1.11 -1.40 -1.29
BRD8 bromodomain containing 8 chr5q31  regulation of transcription, DNA-depende--- -1.10 -1.11 -1.00 -1.36 -1.00 1.02 -1.05 1.24 -2.56 -1.73 -1.16 -1.29
BRD9 bromodomain containing 9 chr5p15.33  transcription, DNA-dependent --- -1.04 1.04 -1.13 -1.00 1.01 1.08 -1.01 -1.08 -1.28 -1.18 -1.17 -1.15
BRE brain and reproductive orga chr2p23.2  DNA repair --- -1.04 -1.16 -1.09 1.07 1.10 1.06 -1.01 1.32 -1.26 -1.02 -1.35 -1.23
BRE brain and reproductive orga chr2p23.2  DNA repair --- -1.08 -1.10 1.00 1.02 -1.01 -1.03 1.05 1.11 -1.01 1.00 -1.14 -1.10
BRE-AS1 BRE antisense RNA 1 chr2p23 0 --- 1.43 1.19 -1.08 1.62 1.29 -1.14 1.06 1.36 3.21 1.20 3.27 1.92
BRF2 BRF2, RNA polymerase III chr8p11.23  transcription, DNA-dependent --- -1.16 -1.14 1.03 1.04 -1.15 -1.11 -1.08 1.34 1.14 -1.02 1.27 1.44
BRF2 BRF2, RNA polymerase III chr8p11.23  transcription, DNA-dependent --- -1.13 1.09 1.01 -1.10 1.11 -1.25 1.06 1.07 1.44 1.59 1.55 1.70
BRI3 brain protein I3 chr7q21.3 0 --- 1.13 1.02 1.02 1.01 -1.02 -1.09 1.22 1.06 1.62 1.09 1.28 -1.02
BRI3 brain protein I3 chr7q21.3 0 --- 1.17 1.12 -1.07 -1.01 -1.17 -1.04 1.05 1.10 1.09 1.14 1.06 1.03
BRI3 /// FLJ30brain protein I3 /// uncharacchr7q21.3 0 --- -1.49 -1.42 1.03 1.01 1.23 -1.06 -1.03 1.40 1.75 1.54 1.97 1.83
BRIP1 BRCA1 interacting protein chr17q22.2  DNA damage checkpoint --- 1.16 -1.41 1.32 1.08 -1.34 -1.43 -1.57 -1.11 -5.91 -3.13 -4.31 -2.19
BRIP1 BRCA1 interacting protein chr17q22.2  DNA damage checkpoint --- 1.11 -1.02 -1.01 1.03 -1.17 1.01 -1.15 -1.04 -2.84 -2.58 -1.75 -1.55
BRK1 BRICK1, SCAR/WAVE ac chr3p25.3  in utero embryonic development --- 1.07 -1.01 1.01 1.02 -1.07 1.01 1.02 -1.03 1.36 1.28 1.01 1.08
BRMS1L breast cancer metastasis-supchr14q13.2  transcription, DNA-dependent --- 1.15 1.16 -1.03 -1.14 -1.02 1.05 -1.22 -1.16 -2.11 -1.82 -1.73 -2.08
BROX BRO1 domain and CAAX mchr1q41 0 --- 1.03 1.01 1.01 1.14 -1.02 -1.03 1.00 1.06 1.37 1.17 1.56 1.31
BROX BRO1 domain and CAAX mchr1q41 0 --- 1.02 1.09 1.01 -1.07 -1.00 1.02 -1.12 -1.23 -1.50 -1.26 -1.40 -1.36
BRWD1 bromodomain and WD repechr21q22.2  transcription, DNA-dependent --- 3.14 3.50 -1.25 1.14 1.16 1.22 -1.20 1.08 -4.52 -1.47 -2.06 -1.06
BRWD1 bromodomain and WD repechr21q22.2  transcription, DNA-dependent --- -1.17 -1.14 1.13 1.24 -1.05 1.16 -1.31 -1.05 -1.14 1.19 -1.06 1.06
BRWD1 bromodomain and WD repechr21q22.2  transcription, DNA-dependent --- 1.10 1.04 -1.05 -1.24 1.14 1.12 1.16 -1.02 -1.48 1.09 -1.68 -2.04
BRWD1 bromodomain and WD repechr21q22.2  transcription, DNA-dependent --- -1.17 -1.05 1.15 -1.02 1.17 1.21 -1.19 1.01 -1.08 1.24 1.33 1.22
BRWD1 bromodomain and WD repechr21q22.2  transcription, DNA-dependent --- 1.06 -1.08 1.20 1.24 1.11 1.05 1.11 1.41 1.06 1.04 1.43 1.54
BRWD1 bromodomain and WD repechr21q22.2  transcription, DNA-dependent --- 1.01 -1.06 1.63 1.20 1.18 1.10 -1.95 -1.30 -1.17 -1.60 -1.40 -1.60
BSDC1 BSD domain containing 1 chr1p35.1 0 --- 1.13 1.15 1.06 1.04 -1.01 -1.05 1.09 -1.02 -1.43 -1.60 -1.14 -1.23
BSDC1 BSD domain containing 1 chr1p35.1 0 --- 1.21 1.29 -1.03 -1.02 1.03 1.02 -1.08 -1.14 -1.28 -1.70 1.11 -1.12
BSPRY B-box and SPRY domain cochr9q32  transport --- -1.80 1.12 2.53 -1.54 1.48 1.24 1.62 1.06 -2.23 1.00 -1.47 1.28
BSPRY B-box and SPRY domain cochr9q32  transport --- -1.39 1.52 1.28 2.80 1.15 1.29 1.94 1.79 1.76 1.14 3.12 5.99
BTAF1 BTAF1 RNA polymerase IIchr10q22-q23  negative regulation of transcription, DNA--- 1.10 1.14 1.03 1.06 -1.03 1.03 -1.04 1.03 -1.74 -1.39 -1.46 -1.30
BTBD16 BTB (POZ) domain containchr10q26.13 0 --- -1.81 -1.89 1.30 1.95 1.14 -3.03 -1.75 1.12 5.72 5.86 -2.38 -1.50
BTBD19 BTB (POZ) domain containchr1p34.1 0 --- -1.00 -1.15 -1.29 -1.10 -1.60 -1.00 1.40 1.41 -1.46 1.21 -2.50 -4.08
BTBD3 BTB (POZ) domain containchr20p12.2 0 --- 1.08 1.16 -1.10 -1.05 -1.07 1.02 -1.14 -1.01 -1.31 -1.14 -1.30 -1.54
BTBD6 BTB (POZ) domain containchr14q32 0 --- -1.06 -1.16 1.01 1.15 -1.03 -1.05 1.16 1.25 1.02 1.04 -1.35 -1.10
BTBD7 BTB (POZ) domain containchr14q32.12 0 --- -1.02 -1.01 -1.01 -1.12 1.01 1.04 -1.13 -1.23 -1.31 -1.29 -1.09 -1.10
BTBD7 BTB (POZ) domain containchr14q32.12 0 --- -1.04 -1.01 1.15 1.11 -1.05 1.04 -1.50 -1.26 -1.55 -1.39 -1.29 -1.11
BTF3 basic transcription factor 3 chr5q13.2  in utero embryonic development --- -1.06 1.02 -1.04 -1.05 -1.09 -1.13 1.01 -1.03 1.21 1.06 -1.01 -1.05
BTF3 basic transcription factor 3 chr5q13.2  in utero embryonic development --- -1.04 1.05 -1.02 -1.06 1.01 -1.12 1.08 -1.02 1.23 1.05 1.02 -1.04
BTF3 basic transcription factor 3 chr5q13.2  in utero embryonic development --- -1.01 1.05 -1.12 -1.08 -1.06 -1.05 -1.04 -1.11 1.04 1.02 1.01 -1.05
BTF3L4 basic transcription factor 3- chr1p32.3 0 --- 1.06 1.03 1.02 -1.02 -1.01 1.06 1.04 -1.03 1.24 1.12 1.10 1.01
BTF3L4 basic transcription factor 3- chr1p32.3 0 --- 1.18 1.15 1.09 1.06 1.02 1.04 -1.50 -1.27 -1.35 -1.23 -1.23 -1.49
BTF3L4 basic transcription factor 3- chr1p32.3 0 --- 1.19 1.26 1.18 1.12 -1.03 -1.36 -1.48 -1.18 -1.35 1.04 -1.65 -1.61
BTF3L4 basic transcription factor 3- chr1p32.3 0 --- 1.17 1.14 1.14 -1.04 -1.05 1.20 -1.25 -1.13 -1.38 -1.19 -1.41 -1.63
BTF3L4 basic transcription factor 3- chr1p32.3 0 --- -1.01 1.08 -1.08 -1.13 -1.13 1.03 -1.19 1.09 -1.48 -1.11 -1.43 -1.45
BTG1 B-cell translocation gene 1, chr12q22  regulation of transcription, DNA-dependeCircadian_Exercise // GenMAPP /// Circadia 1.08 1.11 1.09 1.25 1.41 1.21 -1.54 -1.22 -1.64 -1.35 -2.47 -2.06
BTG3 BTG family, member 3 chr21q21.1  negative regulation of cell proliferation --- 1.01 -1.04 -1.13 -1.16 -1.10 1.04 -1.09 1.09 -1.29 -1.02 1.12 1.27
BTG3 BTG family, member 3 chr21q21.1  response to oxidative stress --- -1.03 -1.05 1.06 1.09 1.07 -1.04 -1.04 1.28 1.32 1.14 1.43 1.43
BTG3 BTG family, member 3 chr21q21.1  response to oxidative stress --- 1.07 1.02 1.08 1.18 1.01 -1.03 -1.03 1.49 1.31 1.13 1.38 1.34
BTN2A1 butyrophilin, subfamily 2, mchr6p22.1  lipid metabolic process --- 1.13 1.13 1.05 1.00 -1.03 -1.04 1.01 1.21 1.05 -1.01 1.35 1.21
BTN2A1 butyrophilin, subfamily 2, mchr6p22.1  lipid metabolic process --- 1.22 1.15 1.10 -1.04 -1.12 1.17 -1.04 -1.16 1.14 1.05 1.34 1.08
BTN2A1 butyrophilin, subfamily 2, mchr6p22.1  lipid metabolic process --- 1.47 1.42 1.17 1.08 -1.13 -1.08 1.03 -1.18 1.28 -1.02 1.59 1.33
BTN2A1 butyrophilin, subfamily 2, mchr6p22.1  lipid metabolic process --- 1.33 1.17 1.13 1.04 1.18 1.40 -1.18 1.17 3.56 3.68 1.95 2.58
BTN2A2 butyrophilin, subfamily 2, mchr6p22.1  negative regulation of cellular metabolic --- 1.06 1.12 -1.07 1.02 -1.12 -1.05 1.27 1.34 -1.18 -1.15 -1.57 -1.32
BTN2A2 butyrophilin, subfamily 2, mchr6p22.1  negative regulation of cellular metabolic --- -1.52 1.01 -2.75 -1.38 -2.11 -1.41 -1.77 -1.27 -1.20 -1.20 -1.06 1.07
BTN2A2 butyrophilin, subfamily 2, mchr6p22.1  negative regulation of cellular metabolic --- 1.14 1.10 1.05 1.03 -1.06 -1.02 1.13 1.10 -1.34 -1.70 -1.23 -1.19
BTN2A3P butyrophilin, subfamily 2, mchr6p22.1 0 --- -1.04 -3.93 -2.17 -1.21 -1.04 -4.52 -1.31 1.21 -1.59 -3.91 1.45 1.43
BTN3A1 butyrophilin, subfamily 3, mchr6p22.1  cytokine secretion --- 1.12 1.03 1.03 1.05 -1.24 -1.02 1.22 1.11 1.24 1.35 1.83 1.65
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BTN3A1 butyrophilin, subfamily 3, mchr6p22.1  cytokine secretion --- -1.06 1.04 1.14 1.27 -1.05 -1.11 -1.11 1.39 1.04 1.09 2.32 2.18
BTN3A2 butyrophilin, subfamily 3, mchr6p22.1  T cell mediated immunity --- -1.03 -1.05 1.05 1.05 -1.07 -1.10 1.16 1.03 1.12 1.20 1.46 1.74
BTN3A2 butyrophilin, subfamily 3, mchr6p22.1  T cell mediated immunity --- 1.10 -1.01 1.11 1.30 1.08 1.05 1.16 1.08 1.34 1.31 1.50 1.69
BTN3A2 /// Bbutyrophilin, subfamily 3, mchr6p21.3 /// chr6p2 T cell mediated immunity --- 1.02 -1.01 -1.06 1.06 -1.09 -1.00 1.04 1.08 1.34 1.22 1.18 1.37
BTN3A3 butyrophilin, subfamily 3, mchr6p21.3  T cell mediated immunity --- 1.01 -1.11 -1.04 1.04 1.02 1.05 1.04 1.04 -1.20 1.03 1.06 1.26
BTN3A3 butyrophilin, subfamily 3, mchr6p21.3  T cell mediated immunity --- 1.06 -1.14 1.01 1.01 -1.05 -1.02 1.05 1.02 -1.23 -1.00 1.04 1.24
BTRC beta-transducin repeat contachr10q24.32  protein polyubiquitination --- -1.13 -1.01 1.17 1.02 -1.23 -1.24 -1.01 1.09 -1.92 -1.44 -1.33 -1.44
BTRC beta-transducin repeat contachr10q24.32  protein polyubiquitination --- 1.01 1.47 1.54 2.58 -1.26 -1.78 1.72 1.17 -1.22 1.94 -1.12 1.74
BUB1 BUB1 mitotic checkpoint sechr2q14  M phase of mitotic cell cycle Cell_cycle_KEGG // GenMAPP 1.01 1.05 -1.01 -1.09 1.01 1.04 -1.09 1.06 1.39 1.46 1.84 1.66
BUB1 BUB1 mitotic checkpoint sechr2q14  mitotic cell cycle Cell_cycle_KEGG // GenMAPP -1.02 -1.03 1.20 1.03 1.17 1.28 -1.05 -1.25 1.07 1.19 1.61 1.64
BUB1 BUB1 mitotic checkpoint sechr2q14  M phase of mitotic cell cycle Cell_cycle_KEGG // GenMAPP -1.14 -1.25 1.16 1.19 1.37 1.11 1.11 -1.06 1.35 1.42 1.82 1.67
BUB3 BUB3 mitotic checkpoint prchr10q26  mitotic sister chromatid segregation Cell_cycle_KEGG // GenMAPP 1.07 1.00 -1.03 -1.01 1.03 1.02 1.09 -1.06 1.30 1.10 1.50 1.50
BUB3 BUB3 mitotic checkpoint prchr10q26  mitotic sister chromatid segregation Cell_cycle_KEGG // GenMAPP 1.03 1.10 -1.03 1.11 -1.13 -1.09 -1.19 -1.15 -1.18 -1.12 -1.18 -1.15
BUB3 BUB3 mitotic checkpoint prchr10q26  mitotic sister chromatid segregation --- -1.10 -1.09 1.12 1.10 1.10 -1.02 1.10 -1.05 1.20 1.16 1.42 1.36
BUB3 BUB3 mitotic checkpoint prchr10q26  mitotic sister chromatid segregation Cell_cycle_KEGG // GenMAPP 1.00 1.03 -1.07 -1.03 -1.05 1.00 -1.10 -1.05 -1.06 1.00 -1.13 -1.11
BUD31 BUD31 homolog (S. cerevischr7q22.1  regulation of transcription from RNA pol--- -1.11 -1.07 -1.04 -1.04 1.08 -1.03 1.06 1.08 1.36 1.14 1.24 1.24
BVES blood vessel epicardial subschr6q21  positive regulation of receptor recycling --- -3.70 -2.18 5.09 5.76 -1.05 -1.04 -1.70 -1.11 -6.13 1.02 -1.26 -1.09
BVES-AS1 BVES antisense RNA 1 chr6q21 0 --- 2.17 1.07 -2.22 -2.36 -1.71 1.70 4.43 3.60 5.20 3.81 1.24 1.10
BX571672.2 / NULL /// NULL --- 0 --- -1.07 -1.00 1.17 1.07 1.17 1.20 -1.23 -1.14 -2.22 -1.74 -3.04 -2.77
BYSL bystin-like chr6p21.1  maturation of SSU-rRNA from tricistroni--- -1.03 -1.12 -1.08 1.06 1.08 -1.02 1.33 1.09 1.39 1.11 1.58 1.55
BZW1 basic leucine zipper and W2chr2q33  transcription, DNA-dependent --- 1.08 1.05 1.01 -1.01 1.02 1.02 1.09 -1.03 1.88 1.81 1.99 1.91
BZW1 basic leucine zipper and W2chr2q33  transcription, DNA-dependent --- -1.06 1.06 -1.03 -1.06 -1.02 1.02 1.11 1.03 1.29 1.38 1.19 1.22
BZW2 basic leucine zipper and W2chr7p21.1  multicellular organismal development --- 1.01 1.04 -1.01 1.04 -1.08 -1.02 1.01 -1.07 1.14 1.09 1.02 1.04
C10orf10 chromosome 10 open readinchr10q11.21 0 --- 1.61 -1.43 1.38 1.09 -3.01 -2.42 -1.02 -3.85 5.20 2.17 4.26 3.16
C10orf114 chromosome 10 open readinchr10p12.31 0 --- 1.13 -1.11 1.08 1.17 -1.05 -1.34 1.18 1.25 -2.15 -2.29 -1.94 -1.52
C10orf114 chromosome 10 open readinchr10p12.31 0 --- -1.11 -1.33 1.04 -1.00 1.26 1.30 -1.55 -1.13 -2.36 -1.96 -1.61 -1.78
C10orf114 chromosome 10 open readinchr10p12.31 0 --- 1.37 1.23 1.67 1.22 -1.32 -1.15 -1.15 -1.00 -2.32 -2.32 -2.18 -1.99
C10orf118 chromosome 10 open readinchr10q25.3 0 --- -1.01 -1.01 1.10 -1.06 -1.04 1.11 -1.20 -1.28 -1.02 1.03 1.15 1.34
C10orf12 chromosome 10 open readinchr10q24.1 0 --- -1.03 -1.02 -1.01 -1.03 1.02 1.04 -1.14 1.03 -1.55 -1.41 -1.51 -1.58
C10orf12 chromosome 10 open readinchr10q24.1 0 --- 1.13 -1.31 1.19 -1.21 1.08 1.48 1.31 -1.01 1.81 2.45 2.11 1.93
C10orf128 chromosome 10 open readinchr10q11.23 0 --- 1.80 2.11 1.02 -1.25 5.47 1.65 -1.23 -1.21 11.81 3.49 3.10 5.50
C10orf137 chromosome 10 open readinchr10q26.13  transcription, DNA-dependent --- 1.25 1.33 -1.02 -1.12 -1.20 -1.13 2.41 1.55 3.56 2.32 2.71 1.69
C10orf137 chromosome 10 open readinchr10q26.13  transcription, DNA-dependent --- 1.14 1.35 1.72 2.08 -1.03 -1.28 2.23 1.45 2.92 1.67 2.34 1.88
C10orf2 chromosome 10 open readinchr10q24  DNA replication --- -1.05 -1.15 1.03 1.14 1.06 -1.08 -1.01 1.03 1.22 1.05 1.33 1.45
C10orf25 chromosome 10 open readinchr10q11.21 0 --- -1.30 -1.16 -1.16 -1.08 -1.17 -1.25 -1.04 -1.06 -1.66 -2.99 1.24 1.91
C10orf32 chromosome 10 open readinchr10q24.32 0 --- 1.22 1.14 -1.02 1.06 1.07 1.03 -1.08 -1.02 -2.12 -2.12 -3.67 -4.61
C10orf54 chromosome 10 open readinchr10q22.1 0 --- 1.22 -1.71 1.07 -1.20 1.15 1.00 1.02 -1.76 -1.38 -2.12 1.59 1.43
C10orf67 chromosome 10 open readinchr10p12.2 0 --- -1.32 1.06 1.18 1.08 1.18 -1.10 1.69 1.52 1.37 -1.03 1.82 1.73
C10orf67 chromosome 10 open readinchr10p12.2 0 --- 1.25 1.60 1.48 1.31 -1.04 -1.67 2.09 1.79 1.32 1.20 1.23 1.33
C10orf76 chromosome 10 open readinchr10q24.32 0 --- -1.31 -1.20 1.09 1.06 -1.23 -1.33 1.71 1.31 2.30 1.77 2.09 1.62
C10orf88 chromosome 10 open readinchr10q26.13 0 --- 1.02 -1.03 1.27 -1.10 1.05 -1.02 1.05 1.22 1.05 1.08 1.49 1.99
C10orf95 chromosome 10 open readinchr10q24.32 0 --- -1.15 -1.13 1.64 1.42 -1.37 -1.03 -1.39 -1.11 1.05 1.14 -1.42 -1.52
C11orf21 chromosome 11 open readinchr11p15.5 0 --- 2.39 -1.07 2.37 -1.67 3.33 1.20 -1.40 -1.36 6.09 1.04 1.24 3.87
C11orf24 chromosome 11 open readinchr11q13 0 --- -1.01 1.07 1.00 1.07 1.06 1.03 1.09 1.11 1.49 1.38 1.27 1.48
C11orf24 chromosome 11 open readinchr11q13 0 --- -1.12 -1.18 -1.05 1.09 1.10 1.06 1.12 1.04 1.40 1.54 1.36 1.74
C11orf30 chromosome 11 open readinchr11q13.5  DNA repair --- 1.20 1.10 -1.13 -1.10 -1.11 -1.04 -1.28 -1.21 -1.35 -1.09 -1.50 -2.33
C11orf30 chromosome 11 open readinchr11q13.5  DNA repair --- 1.01 1.04 1.11 -1.07 1.05 1.15 -1.12 -1.04 -1.25 1.01 -1.31 -1.21
C11orf31 chromosome 11 open readinchr11q12.1  cell redox homeostasis --- -1.06 -1.11 -1.16 -1.11 -1.14 -1.37 1.02 1.18 -1.13 -1.33 -1.60 -1.16
C11orf31 chromosome 11 open readinchr11q12.1  cell redox homeostasis --- -1.09 -1.11 -1.27 -1.32 -1.03 -1.15 -1.15 -1.05 -1.02 -1.09 -1.57 -1.19
C11orf31 chromosome 11 open readinchr11q12.1  cell redox homeostasis --- 1.04 -1.04 1.15 1.10 1.09 1.04 1.36 1.25 1.36 1.17 1.49 1.35
C11orf31 chromosome 11 open readinchr11q12.1  cell redox homeostasis --- -1.00 1.04 -1.04 1.11 -1.07 -1.16 1.25 1.03 1.38 1.06 1.57 1.46
C11orf45 chromosome 11 open readinchr11q24.3 0 --- 1.24 -1.06 -1.15 1.14 -1.13 1.02 -1.19 1.04 -1.23 -1.16 -2.26 -1.54
C11orf48 chromosome 11 open readinchr11q12.3 0 --- -1.14 -1.13 -1.05 -1.02 -1.02 -1.11 1.02 1.08 1.24 1.07 1.21 1.25
C11orf49 chromosome 11 open readinchr11p11.2 0 --- -1.02 -1.03 -1.05 1.14 -1.09 -1.14 1.12 1.18 -1.20 -1.17 -1.85 -1.56
C11orf53 chromosome 11 open readinchr11q23.1 0 --- 1.25 1.81 -1.36 1.25 1.16 1.12 -1.13 1.19 -4.12 -2.48 -1.46 -2.73
C11orf54 chromosome 11 open readinchr11q21 0 --- -1.06 1.06 1.03 -1.01 1.01 -1.04 -1.23 -1.06 -1.20 -1.20 1.23 1.11
C11orf57 chromosome 11 open readinchr11q23.1 0 --- -1.08 1.06 -1.09 -1.07 -1.03 1.06 -1.02 1.02 -2.20 -1.76 -1.61 -1.82
C11orf57 chromosome 11 open readinchr11q23.1 0 --- -1.08 1.01 -1.05 -1.12 1.09 1.00 1.26 1.22 -2.35 -2.32 -1.60 -1.94
C11orf57 chromosome 11 open readinchr11q23.1 0 --- -1.00 -1.03 -1.10 -1.06 -1.01 1.07 -1.03 -1.09 -2.05 -1.63 -1.51 -1.88
C11orf58 chromosome 11 open readinchr11p15.1 0 --- -1.03 -1.06 1.01 1.11 1.05 -1.01 1.01 1.04 -1.62 -1.26 -1.73 -1.48
C11orf58 chromosome 11 open readinchr11p15.1 0 --- 1.13 1.02 1.03 1.01 -1.13 1.03 -1.32 -1.21 -1.51 -1.28 -1.36 -1.68
C11orf68 chromosome 11 open readinchr11q13.1 0 --- 1.18 1.05 1.04 1.15 -1.01 1.06 1.44 1.33 1.92 1.76 1.63 1.72
C11orf70 chromosome 11 open readinchr11q22.1 0 --- 1.87 1.95 1.55 1.36 -1.07 1.69 -1.60 -1.65 -2.74 -2.64 -2.93 -3.20
C11orf71 chromosome 11 open readinchr11q23.2 0 --- -1.08 -1.15 -1.19 -1.11 1.07 -1.17 1.50 1.30 1.41 1.33 1.12 1.14
C11orf71 chromosome 11 open readinchr11q23.2 0 --- -1.02 -1.18 -1.04 -1.10 -1.14 -1.09 -1.01 -1.01 -1.22 -1.16 -1.91 -1.95
C11orf74 chromosome 11 open readinchr11p12 0 --- 1.15 1.06 1.01 -1.01 1.06 1.10 -1.13 -1.17 -1.20 -1.21 -1.20 -1.26
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C11orf80 chromosome 11 open readinchr11q13.2 0 --- -1.29 -1.24 1.38 1.17 1.11 1.05 -1.26 1.23 -1.59 -1.45 -1.44 -1.09
C11orf82 chromosome 11 open readinchr11q14.1  apoptotic process --- 1.15 1.11 1.15 1.05 1.30 1.34 -1.01 -1.15 1.30 1.23 1.72 1.35
C11orf84 chromosome 11 open readinchr11q13.1 0 --- -1.08 -1.18 1.04 -1.06 1.16 1.09 -1.09 -1.02 1.20 1.11 1.21 1.23
C11orf86 chromosome 11 open readinchr11q13.2 0 --- -1.03 -1.33 -1.06 1.13 1.17 -1.02 1.23 1.25 1.92 1.89 2.60 3.02
C11orf92 chromosome 11 open readinchr11q23.1 0 --- -1.03 -1.06 -1.03 -1.00 -1.02 1.01 1.16 1.04 1.30 1.31 -1.21 -1.34
C11orf95 chromosome 11 open readinchr11q13 0 --- -1.00 1.01 1.18 1.18 1.06 -1.01 -1.19 -1.04 -1.44 -1.40 -1.45 -1.48
C11orf96 chromosome 11 open readinchr11p11.2 0 --- 1.08 1.28 1.02 -1.40 1.19 1.18 1.90 1.34 3.05 2.27 3.12 2.91
C12orf23 chromosome 12 open readinchr12q23.3 0 --- 1.05 -1.00 1.02 1.12 1.05 1.14 -1.10 -1.03 1.07 1.20 1.17 1.27
C12orf29 chromosome 12 open readinchr12q21.32 0 --- -1.07 1.01 1.05 -1.23 1.01 -1.02 1.17 1.14 1.49 1.10 1.62 1.19
C12orf4 chromosome 12 open readinchr12p13.3 0 --- 1.10 1.13 1.07 1.14 -1.15 -1.15 1.19 1.21 -1.61 -1.76 -1.23 -1.68
C12orf4 chromosome 12 open readinchr12p13.3 0 --- -1.02 -1.05 -1.02 -1.01 1.11 1.06 -1.19 -1.11 -1.86 -1.98 -2.04 -1.89
C12orf43 chromosome 12 open readinchr12q 0 --- 1.02 -1.02 1.00 1.05 1.03 1.02 1.09 1.08 -1.35 -1.70 -1.07 -1.14
C12orf44 chromosome 12 open readinchr12q13.13  autophagic vacuole assembly --- -1.07 -1.08 1.01 -1.05 1.22 1.04 1.15 1.05 1.76 1.54 1.81 1.77
C12orf49 chromosome 12 open readinchr12q24.22 0 --- -1.02 -1.07 1.10 1.22 1.41 1.21 1.09 1.03 2.31 1.60 2.28 1.93
C12orf50 chromosome 12 open readinchr12q21.32 0 --- 1.19 1.22 -2.75 2.62 1.03 1.09 -1.91 2.50 3.01 1.53 2.62 -1.23
C12orf60 chromosome 12 open readinchr12p12.3 0 --- -1.12 -1.20 -1.07 1.03 1.02 1.02 -1.11 -1.33 1.01 -1.21 1.44 1.14
C12orf61 chromosome 12 open readinchr12q14.1 0 --- -1.07 -1.07 1.16 1.03 1.10 1.05 -1.49 -1.04 -3.99 -4.85 -2.09 -3.11
C12orf65 chromosome 12 open readinchr12q24.31  translation --- -1.09 -1.17 1.19 1.28 -1.17 1.19 -1.16 1.03 -1.23 -1.00 -1.09 1.13
C12orf65 chromosome 12 open readinchr12q24.31  translation --- -1.23 -1.03 1.02 -1.21 -1.05 -1.06 -1.04 1.04 1.08 1.06 1.35 1.39
C12orf66 chromosome 12 open readinchr12q14.2 0 --- 1.15 -1.08 -1.30 -1.50 -1.11 -1.02 1.14 1.49 -1.14 -1.14 1.24 1.11
C12orf66 chromosome 12 open readinchr12q14.2 0 --- -1.04 -1.03 -1.15 -1.40 1.18 1.38 1.37 1.24 1.29 1.16 1.58 1.78
C12orf73 chromosome 12 open readinchr12q23.3 0 --- -1.19 -1.21 1.12 1.09 1.21 1.08 1.05 1.02 -1.30 -1.18 -1.67 -1.52
C12orf73 chromosome 12 open readinchr12q23.3 0 --- -1.08 -1.01 1.06 -1.02 -1.02 -1.20 -1.02 1.06 1.20 1.26 1.62 1.56
C12orf76 chromosome 12 open readinchr12q24.11 0 --- 1.08 1.09 1.01 -1.01 1.07 1.03 1.17 1.04 -1.41 -1.15 1.04 1.07
C12orf76 chromosome 12 open readinchr12q24.11 0 --- -1.04 -1.04 -1.00 1.05 -1.14 -1.09 1.22 1.03 2.12 1.93 2.08 1.98
C14orf1 chromosome 14 open readinchr14q24.3  lipid metabolic process --- -1.04 -1.01 -1.03 -1.03 1.03 -1.02 -1.05 -1.06 1.11 1.16 1.54 1.57
C14orf1 chromosome 14 open readinchr14q24.3  lipid metabolic process --- 1.06 1.01 1.06 1.00 1.15 1.09 -1.09 -1.11 -1.05 -1.04 2.00 2.13
C14orf119 chromosome 14 open readinchr14q11.2 0 --- -1.01 -1.03 1.05 1.06 1.10 -1.01 1.05 -1.01 1.28 1.09 1.40 1.46
C14orf132 chromosome 14 open readinchr14q32.2 0 --- -1.11 -1.31 -1.01 1.16 1.02 -1.24 -1.13 -1.23 -2.02 -1.45 -2.16 -2.03
C14orf132 chromosome 14 open readinchr14q32.2 0 --- -1.57 -1.63 1.38 -1.21 1.32 1.08 1.12 -1.02 -1.49 -1.29 -1.57 -1.39
C14orf159 chromosome 14 open readinchr14q32.11 0 Circadian_Exercise // GenMAPP -1.01 1.01 -1.05 1.08 1.03 1.02 1.10 -1.01 -1.92 -1.72 -2.94 -2.31
C14orf166 chromosome 14 open readinchr14q22.1  transcription, DNA-dependent --- -1.09 1.00 -1.05 -1.01 1.04 -1.00 1.14 1.08 1.41 1.21 1.31 1.34
C14orf169 chromosome 14 open readinchr14q24.3  transcription, DNA-dependent --- -1.03 1.03 -1.10 -1.14 -1.13 1.02 -1.26 -1.20 -1.42 -1.42 -1.24 -1.53
C14orf182 chromosome 14 open readinchr14q21.3 0 --- 1.08 -1.28 -1.15 1.13 -1.47 -1.10 1.34 -1.01 3.08 3.37 3.56 3.56
C14orf182 chromosome 14 open readinchr14q21.3 0 --- -1.19 -1.15 1.13 1.27 -1.75 -1.42 1.51 1.12 3.00 2.68 3.37 4.22
C14orf23 chromosome 14 open readinchr14q12 0 --- -1.42 1.43 -2.93 -1.47 -2.69 -3.70 -2.13 -1.85 -1.89 1.33 -4.49 -1.70
C14orf28 chromosome 14 open readinchr14q21.2 0 --- 1.29 1.04 1.13 1.27 -1.19 1.14 1.23 1.23 1.20 1.07 1.15 1.32
C14orf39 chromosome 14 open readinchr14q23.1  multicellular organismal development --- 1.10 -1.34 3.47 2.23 -2.64 3.17 8.48 10.29 5.19 2.29 1.99 4.91
C15orf27 chromosome 15 open readinchr15q24.2 0 --- 1.22 1.14 1.44 1.78 -1.02 -1.57 1.06 -1.12 -1.16 -1.12 1.92 1.50
C15orf37 chromosome 15 open readinchr15q25.1 0 --- 1.17 1.19 1.05 1.22 1.00 1.00 -1.58 -1.48 -2.03 -2.00 -2.44 -1.66
C15orf38 chromosome 15 open readinchr15q26.1 0 --- 1.08 1.03 1.15 1.06 1.18 -1.14 1.07 1.28 -1.63 -1.89 -2.95 -2.64
C15orf39 chromosome 15 open readinchr15q24.2 0 --- -1.27 -1.22 1.02 1.03 1.15 1.15 1.17 1.23 -1.12 -1.33 -1.37 -1.43
C15orf40 chromosome 15 open readinchr15q25.2 0 --- 1.16 1.19 1.05 -1.15 -1.12 1.03 -1.14 -1.04 -2.01 -1.88 -1.94 -2.55
C15orf41 chromosome 15 open readinchr15q14 0 --- 1.14 1.18 1.12 -1.04 -1.01 1.06 -1.18 -1.02 -2.04 -1.78 -1.30 -1.46
C15orf48 chromosome 15 open readinchr15q21.1 0 --- 1.12 1.47 1.46 1.11 -1.31 -1.29 1.16 1.19 5.04 3.33 6.82 3.67
C15orf52 chromosome 15 open readinchr15q15.1 0 --- 1.04 -1.04 -1.07 1.35 1.01 -1.03 1.14 1.43 -1.58 -1.42 -1.79 -1.53
C15orf62 chromosome 15 open readinchr15q15.1 0 --- -1.14 -1.33 1.40 1.05 1.22 1.17 1.01 -1.15 -2.02 -1.67 -1.92 -1.73
C15orf65 chromosome 15 open readinchr15q21.3 0 --- -1.05 1.02 -1.02 -1.02 1.04 -1.09 1.07 1.14 -1.09 -1.34 -1.44 -1.67
C16orf13 chromosome 16 open readinchr16p13.3 0 --- 1.02 -1.10 1.05 -1.15 1.08 1.00 1.49 1.21 1.44 1.62 1.31 1.64
C16orf13 chromosome 16 open readinchr16p13.3 0 --- 1.03 -1.03 -1.03 -1.02 1.10 -1.01 1.25 1.12 1.50 1.47 1.43 1.65
C16orf13 chromosome 16 open readinchr16p13.3 0 --- -1.01 -1.05 -1.14 -1.07 1.04 -1.03 1.16 -1.01 1.53 1.37 1.75 1.95
C16orf13 chromosome 16 open readinchr16p13.3 0 --- -1.09 -1.19 1.08 -1.02 -1.08 -1.02 1.25 1.19 1.35 1.47 1.50 1.87
C16orf13 chromosome 16 open readinchr16p13.3 0 --- -1.15 -1.16 -1.13 -1.23 1.06 -1.03 1.18 1.11 1.24 1.41 1.34 1.67
C16orf13 chromosome 16 open readinchr16p13.3 0 --- -1.05 -1.09 1.07 1.04 1.01 1.01 1.34 1.12 1.40 1.34 1.58 1.56
C16orf45 chromosome 16 open readinchr16p13.11 0 --- 1.00 -1.04 -1.06 -1.26 -1.20 -1.17 1.00 1.03 2.43 1.91 2.22 2.32
C16orf46 chromosome 16 open readinchr16q23.2 0 --- 1.17 1.20 -1.15 -1.17 1.01 1.06 -1.12 -1.04 1.42 1.53 1.17 1.00
C16orf52 chromosome 16 open readinchr16p12.2 0 --- -1.08 1.01 1.07 1.69 -1.39 -1.24 1.20 -1.29 -1.57 -1.14 -1.20 1.02
C16orf52 /// Lchromosome 16 open readinchr16p12.2 0 --- 1.56 1.72 1.05 -1.10 -1.15 -1.05 -1.70 -1.23 -1.28 -1.45 -1.43 -1.82
C16orf52 /// Lchromosome 16 open readinchr16p12.2 0 --- 1.04 -1.11 1.09 1.23 1.15 1.17 1.16 -1.06 1.33 1.21 1.44 1.42
C16orf52 /// Lchromosome 16 open readinchr16p12.2 0 --- -1.09 -1.04 1.06 1.13 1.17 1.19 1.08 1.08 1.16 1.09 1.22 1.20
C16orf58 chromosome 16 open readinchr16p11.2 0 --- -1.01 -1.06 1.03 1.07 -1.10 -1.25 1.22 1.06 1.52 1.26 1.41 1.79
C16orf58 chromosome 16 open readinchr16p11.2 0 --- -1.05 -1.13 -1.02 1.15 1.05 -1.07 1.09 1.23 1.34 1.23 1.65 1.97
C16orf62 chromosome 16 open readinchr16p12.3 0 --- -1.03 1.03 -1.00 -1.05 1.03 -1.00 1.05 -1.08 -1.08 -1.08 -1.32 -1.36
C16orf62 chromosome 16 open readinchr16p12.3 0 --- 1.27 1.16 -1.15 -1.30 1.21 1.19 -3.14 -1.01 -8.36 -5.19 -1.82 -1.61
C16orf70 chromosome 16 open readinchr16q22.1  Golgi to plasma membrane protein transp--- 1.07 -1.02 1.05 1.07 -1.02 1.06 -1.19 -1.06 1.07 1.08 1.13 1.31
C16orf72 chromosome 16 open readinchr16p13.2 0 --- 1.32 1.15 1.11 -1.13 1.22 -1.11 -1.11 1.01 1.90 1.53 1.76 1.10
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C16orf72 chromosome 16 open readinchr16p13.2 0 --- -1.23 -1.23 1.11 -1.13 1.02 1.04 -1.08 1.09 1.50 1.46 1.45 1.46
C16orf72 chromosome 16 open readinchr16p13.2 0 --- 1.01 -1.01 -1.06 -1.04 -1.06 1.03 -1.13 -1.03 1.18 1.17 1.35 1.30
C16orf74 chromosome 16 open readinchr16q24.1 0 --- 1.05 -1.13 1.52 1.60 1.97 1.68 1.47 -1.08 3.08 2.69 2.06 2.40
C16orf87 chromosome 16 open readinchr16q11.2 0 --- 1.11 1.01 -1.02 1.02 -1.08 -1.06 1.22 1.47 1.45 1.11 1.28 1.33
C16orf91 chromosome 16 open readinchr16p13.3 0 --- -1.09 -1.27 -1.06 1.07 1.03 -1.02 1.02 1.05 1.70 1.52 1.49 1.54
C16orf92 chromosome 16 open readinchr16p11.2 0 --- 1.33 1.54 -1.47 -1.41 1.05 -1.27 1.22 1.45 1.03 1.21 1.10 1.47
C17orf100 chromosome 17 open readinchr17p13.1 0 --- -1.06 -1.08 1.10 1.23 1.06 1.14 1.03 1.04 -1.82 -1.73 -2.05 -1.34
C17orf103 chromosome 17 open readinchr17p11.2 0 --- -1.05 -1.17 1.11 1.15 1.18 1.02 1.26 1.17 -1.53 -1.58 -1.33 -1.29
C17orf104 chromosome 17 open readinchr17q21.31 0 --- -1.26 -1.16 1.11 1.10 -1.05 1.25 2.20 1.48 -1.31 -1.20 2.43 1.49
C17orf49 /// Rchromosome 17 open readinchr17p /// chr17p13. chromatin modification --- -1.01 -1.02 1.02 1.09 1.04 -1.11 1.31 1.27 1.89 1.57 1.47 1.45
C17orf51 chromosome 17 open readinchr17p11.2 0 --- 1.01 1.14 1.10 -1.03 1.03 -1.05 -1.35 -1.28 -1.48 -1.81 1.18 -1.10
C17orf51 chromosome 17 open readinchr17p11.2 0 --- -2.32 1.17 1.13 1.58 1.04 1.34 2.12 1.18 -2.92 -2.38 -2.31 -2.35
C17orf51 chromosome 17 open readinchr17p11.2 0 --- -1.31 1.22 1.01 1.05 1.02 1.02 -1.29 1.12 1.16 1.14 1.52 1.93
C17orf51 chromosome 17 open readinchr17p11.2 0 --- -1.65 -1.09 1.28 1.18 1.03 -1.17 1.38 1.35 1.72 -1.30 2.89 2.37
C17orf53 chromosome 17 open readinchr17q21.31 0 --- -1.02 -1.04 1.00 -1.03 -1.13 -1.05 1.17 -1.19 1.12 -1.11 1.34 1.22
C17orf61-PLSC17orf61-PLSCR3 readthrochr17p /// chr17p13. apoptotic process --- -1.02 -1.20 -1.08 1.12 -1.06 1.11 1.27 1.43 1.25 1.28 -1.43 -1.24
C17orf61-PLSC17orf61-PLSCR3 readthrochr17p /// chr17p13. apoptotic process --- -1.25 -1.45 -1.09 -1.15 1.40 1.03 1.53 1.42 1.74 1.55 -1.48 -1.30
C17orf67 chromosome 17 open readinchr17q22 0 --- -1.19 -2.02 -1.01 1.28 1.81 1.12 1.51 1.74 1.83 1.48 3.71 4.93
C17orf70 chromosome 17 open readinchr17q25.3  DNA repair --- 1.12 1.04 -1.28 -1.11 1.20 1.23 1.56 1.20 -1.22 -1.53 -1.42 -1.11
C17orf70 chromosome 17 open readinchr17q25.3  DNA repair --- -1.13 -1.07 -1.16 -1.07 -1.06 -1.04 1.32 1.13 1.25 -1.13 -1.30 -1.15
C17orf76-AS1C17orf76 antisense RNA 1 chr17p11.2 0 --- -1.04 1.05 -1.04 -1.04 1.03 -1.04 1.23 1.08 1.33 1.02 1.11 1.05
C17orf76-AS1C17orf76 antisense RNA 1 chr17p11.2 0 --- 1.08 1.19 -1.07 -1.17 1.24 1.02 1.16 -1.28 -1.37 -1.19 1.96 1.78
C17orf80 chromosome 17 open readinchr17q25.1 0 --- 1.23 1.13 1.04 1.26 1.12 -1.25 -1.11 1.02 -1.61 -1.07 -1.41 -1.38
C17orf80 chromosome 17 open readinchr17q25.1 0 --- -1.04 -1.21 -1.13 -1.18 -1.17 1.32 -1.56 -1.43 -1.41 -1.05 -1.32 -1.37
C17orf85 chromosome 17 open readinchr17p13.2 0 --- -1.14 -1.07 1.09 1.11 1.04 -1.02 -1.10 -1.07 -1.13 -1.11 -1.13 -1.11
C17orf85 chromosome 17 open readinchr17p13.2 0 --- -1.00 -1.08 1.15 1.09 1.02 1.02 1.08 1.06 -1.35 -1.49 -1.30 -1.39
C17orf85 chromosome 17 open readinchr17p13.2 0 --- 1.05 1.02 1.03 1.08 1.03 -1.04 -1.02 -1.03 -1.58 -1.49 -1.23 -1.33
C17orf89 chromosome 17 open readinchr17q25.3 0 --- 1.46 -1.06 1.21 1.80 -1.36 -1.54 1.45 -1.75 1.56 2.01 -1.71 -2.52
C17orf89 chromosome 17 open readinchr17q25.3 0 --- 1.06 -1.02 1.01 1.12 -1.02 -1.02 1.22 1.07 1.08 -1.23 -2.44 -2.39
C17orf97 chromosome 17 open readinchr17p13.3 0 --- -1.03 -1.03 1.13 1.12 1.06 -1.16 -1.03 1.01 -1.81 -1.79 -1.87 -1.43
C18orf21 chromosome 18 open readinchr18q12.2 0 --- -1.06 -1.01 1.03 1.05 1.10 -1.03 1.37 1.13 1.40 1.13 1.73 1.48
C18orf25 chromosome 18 open readinchr18q21.1 0 --- -1.05 -1.16 1.11 -1.08 -1.12 -1.04 -1.24 -1.17 1.17 1.11 1.37 1.11
C18orf25 chromosome 18 open readinchr18q21.1 0 --- 1.08 -1.00 -1.22 -1.06 -1.03 1.02 -1.18 -1.33 -1.23 -1.63 1.25 1.35
C18orf32 /// Rchromosome 18 open readinchr18q /// chr18q21  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP 1.17 1.07 1.11 -1.08 1.05 1.17 -1.01 -1.04 1.09 1.34 1.21 1.04
C18orf49 /// Zchromosome 18 open readinchr18q21.33  cell communication --- -1.04 -1.25 1.29 1.16 1.48 1.00 1.02 1.13 1.02 1.24 1.98 2.12
C18orf54 chromosome 18 open readinchr18q21.2 0 --- -1.25 1.02 1.12 -1.13 1.12 -1.03 1.01 -1.10 -3.51 -1.80 -1.31 -1.82
C18orf54 chromosome 18 open readinchr18q21.2 0 --- 1.19 1.19 -1.10 -1.09 1.06 1.11 -1.62 -1.57 -1.73 -1.68 -1.71 -2.05
C18orf56 chromosome 18 open readinchr18p11.32 0 --- -1.10 -1.13 1.15 1.08 1.11 1.12 -1.28 1.13 -1.22 -1.11 -1.17 -1.05
C18orf8 chromosome 18 open readinchr18q11.2 0 --- 1.11 1.10 1.07 -1.02 1.00 1.08 -1.19 -1.14 1.14 -1.11 1.57 1.37
C19orf10 chromosome 19 open readinchr19p13.3  activation of signaling protein activity inv--- -1.08 -1.17 1.05 1.01 1.11 1.01 1.10 -1.00 1.31 1.31 1.37 1.60
C19orf10 chromosome 19 open readinchr19p13.3  activation of signaling protein activity inv--- -1.13 -1.14 -1.08 1.01 1.05 -1.15 1.22 1.13 1.44 1.28 1.52 1.57
C19orf24 chromosome 19 open readinchr19p13.3 0 --- -1.09 -1.21 -1.16 -1.11 1.04 -1.07 1.29 1.15 1.26 1.06 1.33 1.36
C19orf26 chromosome 19 open readinchr19p13.3 0 --- -1.11 -1.23 -1.09 -1.21 -1.08 1.13 -1.01 1.10 1.07 1.01 1.49 1.68
C19orf40 chromosome 19 open readinchr19q13.11  DNA repair --- -1.02 -1.11 1.03 1.03 1.13 1.16 -1.29 -1.20 1.20 1.14 1.26 1.46
C19orf43 chromosome 19 open readinchr19p13.2 0 --- 1.00 -1.03 -1.06 -1.02 -1.01 -1.07 1.04 1.03 -1.21 -1.19 -1.15 -1.18
C19orf52 chromosome 19 open readinchr19p13.2 0 --- -1.07 -1.18 -1.12 1.77 1.14 1.12 1.69 1.34 1.15 1.18 -1.28 -1.03
C19orf53 chromosome 19 open readinchr19p13.2 0 --- -1.16 -1.10 -1.04 -1.02 1.05 -1.09 1.16 1.06 1.40 1.19 1.30 1.28
C19orf57 chromosome 19 open readinchr19p13.12  multicellular organismal development --- 2.82 1.82 -1.13 1.74 1.07 -1.39 -1.35 -1.31 -2.74 -1.37 -1.89 -1.74
C19orf60 chromosome 19 open readinchr19p13.11 0 --- 1.07 -1.10 1.05 1.23 1.07 -1.04 1.45 1.33 1.60 1.26 -1.52 -1.40
C19orf60 chromosome 19 open readinchr19p13.11 0 --- 1.04 -1.10 1.06 1.17 1.02 -1.10 1.27 1.26 1.31 1.15 -1.74 -1.56
C19orf77 chromosome 19 open readinchr19p13.3 0 --- 1.05 1.05 -1.00 1.41 1.22 -2.08 -1.10 1.27 1.79 1.62 1.64 1.87
C19orf82 chromosome 19 open readinchr19p13.2 0 --- -1.16 -1.09 1.40 1.46 1.14 1.03 -1.19 1.11 -2.11 -1.47 -2.77 -2.09
C1GALT1 core 1 synthase, glycoproteichr7p21.3  angiogenesis --- 1.04 -1.05 1.25 -1.05 -1.38 -1.08 -1.07 1.03 1.37 1.58 1.35 1.62
C1GALT1 core 1 synthase, glycoproteichr7p21.3  angiogenesis --- -1.02 1.03 1.20 1.18 1.01 1.01 -1.01 1.06 1.52 1.75 1.47 1.53
C1GALT1 core 1 synthase, glycoproteichr7p21.3  angiogenesis --- 1.30 1.15 -1.11 -1.30 1.20 1.12 -1.36 -1.23 1.29 1.71 1.47 1.48
C1orf106 chromosome 1 open readingchr1q32.1 0 --- 1.06 -1.06 -1.04 -1.19 -1.20 -1.15 -1.14 1.03 -1.69 -1.89 -2.61 -3.09
C1orf109 chromosome 1 open readingchr1p34.3 0 --- 1.32 1.03 1.15 1.08 1.08 1.35 -1.26 1.01 1.10 1.11 1.15 -1.16
C1orf116 chromosome 1 open readingchr1q32.1 0 --- -1.18 -1.35 1.08 1.08 1.08 -1.10 -1.05 1.09 1.12 -1.46 4.09 4.08
C1orf116 chromosome 1 open readingchr1q32.1 0 --- -1.03 -1.05 -1.08 -1.03 1.05 -1.14 1.40 -1.01 -1.05 -1.62 2.39 2.14
C1orf123 chromosome 1 open readingchr1p32.3 0 --- -1.03 -1.05 1.01 -1.04 1.16 -1.03 -1.07 -1.09 -1.39 -1.34 -1.35 -1.12
C1orf131 chromosome 1 open readingchr1q42.2 0 --- 1.18 1.18 1.08 -1.02 -1.05 -1.08 -1.10 -1.09 -1.63 -2.22 -1.37 -1.68
C1orf145 chromosome 1 open readingchr1q42.13 0 --- -1.13 -1.15 1.08 1.27 1.03 -1.09 1.30 1.48 -2.15 -1.39 -1.63 -2.38
C1orf148 chromosome 1 open readingchr1q42.13 0 --- 1.44 1.45 -1.36 -1.09 1.11 1.22 -1.27 1.00 1.41 1.55 1.60 1.78
C1orf162 chromosome 1 open readingchr1p13.2 0 --- -1.43 1.31 1.32 1.43 -1.48 1.05 -1.42 -1.79 1.20 1.29 2.46 3.20
C1orf173 chromosome 1 open readingchr1p31.1 0 --- -1.07 -1.58 -1.07 -1.07 1.64 3.19 -2.55 -2.29 1.27 -1.57 14.36 12.67
C1orf177 chromosome 1 open readingchr1p32.3 0 --- 1.16 1.56 -1.55 1.13 -2.45 1.07 -1.30 -2.03 -1.09 -1.53 1.86 3.81
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C1orf191 chromosome 1 open readingchr1p32.3 0 --- -1.08 -1.08 -1.03 -1.03 1.35 1.29 -1.02 1.06 -2.06 -1.96 -1.27 -1.18
C1orf213 chromosome 1 open readingchr1p36.12 0 --- -1.52 -1.34 -1.00 1.12 1.15 -1.29 -1.22 -1.03 1.22 1.22 1.39 2.04
C1orf216 chromosome 1 open readingchr1p34.3 0 --- -1.19 -1.18 1.01 1.24 -1.12 -1.14 1.10 1.17 -1.75 -1.89 -1.85 -1.49
C1orf228 chromosome 1 open readingchr1p34.1 0 --- -1.67 -6.90 2.04 -1.01 4.63 2.43 -3.19 -1.33 1.92 2.20 -2.03 -1.60
C1orf233 chromosome 1 open readingchr1p36.33 0 --- -1.04 -1.01 -1.16 1.08 1.22 1.19 1.10 1.31 1.04 -1.07 -1.82 -1.65
C1orf27 chromosome 1 open readingchr1q25  oxidation-reduction process --- 1.01 -1.05 1.06 1.07 1.23 1.05 1.19 -1.03 1.55 1.40 1.24 1.38
C1orf43 chromosome 1 open readingchr1q21.2  oxidation-reduction process --- -1.01 -1.06 1.06 1.03 1.09 1.05 1.15 1.00 1.98 1.68 -1.31 -1.94
C1orf43 chromosome 1 open readingchr1q21.2  oxidation-reduction process --- -1.11 -1.05 -1.07 -1.12 1.01 -1.01 -1.00 -1.02 1.04 1.15 1.17 1.18
C1orf43 chromosome 1 open readingchr1q21.2  oxidation-reduction process --- -1.04 -1.02 -1.03 1.02 1.03 1.02 1.07 -1.04 1.23 1.13 1.13 1.13
C1orf50 chromosome 1 open readingchr1p34.2 0 --- -1.04 1.02 1.01 1.11 1.01 1.09 1.12 1.11 1.13 1.01 1.29 1.70
C1orf50 /// LOchromosome 1 open readingchr1p34.2 0 --- -1.02 -1.07 -1.05 1.10 1.04 -1.06 1.19 1.08 1.10 1.10 1.28 1.59
C1orf51 chromosome 1 open readingchr1q21.2 0 --- 1.00 1.06 1.17 -1.54 1.38 1.09 1.27 1.24 -1.28 -1.46 1.06 1.06
C1orf52 chromosome 1 open readingchr1p22.3 0 --- 1.12 1.14 1.12 1.04 1.02 -1.01 -1.08 -1.11 1.04 -1.09 1.45 1.35
C1orf53 chromosome 1 open readingchr1q31.3 0 --- -1.04 -1.15 1.03 1.10 -1.05 1.00 -1.07 1.17 -1.49 -1.22 -2.67 -2.30
C1orf53 chromosome 1 open readingchr1q31.3 0 --- 1.25 1.17 -1.36 1.53 1.08 1.01 1.15 -1.37 -1.79 -1.75 -3.22 -2.06
C1orf54 chromosome 1 open readingchr1q21.2 0 --- -1.12 -1.12 -1.18 -1.37 -1.03 -1.05 1.23 1.06 2.00 1.60 2.36 2.30
C1orf56 chromosome 1 open readingchr1q21.3 0 --- 1.16 1.37 1.31 1.51 1.32 1.44 1.08 1.03 -1.72 -1.54 -2.84 -1.88
C1orf61 chromosome 1 open readingchr1q22 0 --- 1.94 2.08 -1.76 -1.43 1.03 1.96 -1.52 1.92 2.50 3.73 1.57 1.87
C1orf63 chromosome 1 open readingchr1p36.13-p35.1 0 --- 1.04 1.20 1.08 1.19 1.09 1.24 -1.20 -1.11 1.08 1.09 -1.37 -1.54
C1orf85 chromosome 1 open readingchr1q22  intracellular receptor signaling pathway --- -1.05 -1.20 1.06 1.08 1.05 -1.04 -1.03 -1.10 -1.14 -1.03 -1.40 -1.34
C1orf85 chromosome 1 open readingchr1q22  intracellular receptor signaling pathway --- -1.01 -1.06 1.20 1.16 1.05 -1.01 -1.04 -1.07 -1.09 1.04 -1.20 -1.32
C1orf85 chromosome 1 open readingchr1q22  intracellular receptor signaling pathway --- 1.01 -1.13 -1.08 -1.02 -1.24 1.07 -1.05 1.16 -1.07 1.08 1.15 1.18
C1orf86 chromosome 1 open readingchr1p36.33  DNA repair --- -1.02 3.54 2.07 4.30 -1.86 -1.46 -2.37 -1.82 2.40 2.58 -1.50 1.06
C1orf86 chromosome 1 open readingchr1p36.33  DNA repair --- 1.54 1.49 1.07 -1.23 1.30 1.25 -1.18 -1.19 -1.67 1.20 -1.26 -1.69
C1QL1 complement component 1, qchr17q21  locomotory behavior --- 1.01 -1.02 1.13 1.25 1.00 1.09 1.09 -1.01 1.18 1.50 1.37 1.79
C1QL1 complement component 1, qchr17q21  locomotory behavior --- 1.03 -1.26 1.84 2.65 -2.50 -1.75 1.18 -1.46 2.27 1.66 2.04 2.91
C1QTNF1 C1q and tumor necrosis factchr17q25.3  regulation of glucose metabolic process --- -1.01 -1.08 -1.10 1.12 1.10 -1.00 1.03 1.06 2.71 2.45 2.52 2.63
C1QTNF1 C1q and tumor necrosis factchr17q25.3  regulation of glucose metabolic process --- -1.31 -1.47 -1.34 -1.61 1.83 1.18 1.78 1.41 2.46 1.59 3.37 2.93
C1QTNF1-ASC1QTNF1 antisense RNA 1--- 0 --- -1.33 -1.14 1.11 1.68 -1.19 -1.17 -1.25 -1.25 3.34 2.14 5.13 5.31
C1QTNF3 C1q and tumor necrosis factchr5p13  negative regulation of gene expression --- 1.19 1.22 -1.02 1.07 1.10 1.01 -1.01 1.08 -1.74 -1.65 -1.50 -1.24
C1QTNF3 C1q and tumor necrosis factchr5p13  negative regulation of gene expression --- 1.46 1.37 1.06 1.08 1.24 -1.27 -1.11 -1.48 -2.23 -1.58 -1.75 -1.57
C1QTNF6 C1q and tumor necrosis factchr22q13.1  protein oligomerization --- -1.05 -1.37 -1.44 -1.19 1.27 -1.14 -1.25 -1.16 -1.10 1.16 -2.12 -1.60
C1QTNF6 C1q and tumor necrosis factchr22q13.1  protein oligomerization --- -1.13 -1.15 -1.01 -1.00 1.09 -1.07 1.13 1.05 -1.01 1.08 -1.97 -1.56
C1QTNF7 C1q and tumor necrosis factchr4p15.3  protein homooligomerization --- 1.21 2.14 -1.04 -1.14 1.53 1.40 -2.05 4.00 1.60 -1.04 -1.31 -4.48
C1QTNF9B-AC1QTNF9B antisense RNAchr13q12 0 --- -1.17 -1.15 -1.09 -1.11 1.16 1.12 1.02 1.09 -1.76 -2.58 -1.47 -1.10
C1R complement component 1, rchr12p13  proteolysis Complement_Activation_Classical // GenMA -1.17 -1.21 1.12 1.18 1.04 -1.09 1.40 1.25 1.80 1.55 1.34 1.71
C1RL-AS1 C1RL antisense RNA 1 chr12p13.31 0 --- 1.29 1.42 1.14 1.12 1.17 1.48 1.12 1.20 -1.64 -1.70 -1.71 -1.84
C1S complement component 1, schr12p13  proteolysis Complement_Activation_Classical // GenMA 1.09 -1.07 1.00 1.03 1.14 1.29 1.18 1.09 1.25 1.43 1.65 1.90
C1S complement component 1, schr12p13  proteolysis Complement_Activation_Classical // GenMA 1.13 1.21 -1.15 1.09 2.10 1.51 -1.10 -1.33 1.40 1.68 1.96 2.17
C2 complement component 2 chr6p21.3  proteolysis Complement_Activation_Classical // GenMA -1.45 -1.18 1.76 1.54 1.53 -1.87 1.07 -1.04 1.72 1.40 2.48 3.08
C20orf112 chromosome 20 open readinchr20q11.21 0 --- -1.36 -1.41 -1.32 1.20 1.14 -1.01 -1.43 -1.11 -1.10 -1.11 -1.60 -1.74
C20orf144 chromosome 20 open readinchr20q11.22 0 --- -1.14 -1.94 -2.72 -1.14 -1.35 1.51 -1.52 -1.11 1.77 -1.79 -4.40 1.32
C20orf166-ASC20orf166 antisense RNA 1chr20q13.33 0 --- -2.26 -4.15 -2.30 -1.03 -1.97 -10.41 -1.30 -1.16 1.49 1.88 -1.12 -2.24
C20orf194 chromosome 20 open readinchr20p13 0 --- -1.50 -1.65 1.01 1.06 1.08 -1.03 -1.46 -1.05 -1.18 -1.31 -1.38 -1.13
C20orf194 chromosome 20 open readinchr20p13 0 --- 1.24 1.24 1.36 1.23 -1.09 -1.40 -1.23 1.17 -1.53 -1.51 -1.22 -1.44
C20orf196 chromosome 20 open readinchr20p12.3 0 --- -1.37 -1.00 -1.04 -1.02 -1.08 -1.04 -1.48 -1.34 -1.98 -1.74 -1.66 -1.46
C20orf196 chromosome 20 open readinchr20p12.3 0 --- -1.24 -1.20 1.08 1.10 1.22 -1.07 1.02 1.22 -1.00 -1.02 1.30 1.37
C20orf24 /// Tchromosome 20 open readinchr20q /// chr20q11. negative regulation of transcription from --- -1.04 -1.02 -1.01 -1.01 1.04 -1.03 1.04 1.04 1.35 1.24 1.36 1.33
C20orf24 /// Tchromosome 20 open readinchr20q /// chr20q11. negative regulation of transcription from --- -1.04 -1.06 1.02 -1.05 1.03 -1.06 1.09 1.14 1.27 1.18 1.30 1.46
C20orf24 /// Tchromosome 20 open readinchr20q /// chr20q11. negative regulation of transcription from --- -1.10 -1.07 1.01 1.05 1.08 -1.03 1.04 -1.07 1.41 1.25 1.40 1.38
C20orf96 chromosome 20 open readinchr20p13 0 --- 1.07 1.05 1.32 -1.17 1.18 1.04 -1.38 -1.27 -1.91 -1.69 -3.22 -2.19
C21orf15 chromosome 21 open readinchr21q11 0 --- 1.13 1.14 -1.14 -1.02 -1.06 -1.06 1.03 1.01 1.22 1.05 -2.02 -1.58
C21orf15 chromosome 21 open readinchr21q11 0 --- 1.09 1.15 1.51 2.33 1.58 1.10 -1.11 -1.06 -3.79 -1.26 -8.05 -2.39
C21orf2 chromosome 21 open readinchr21q22.3  cytoskeleton organization --- 1.84 1.03 1.11 1.58 -1.36 1.03 1.05 -1.01 -1.48 -1.56 -8.46 -3.91
C21orf2 chromosome 21 open readinchr21q22.3  cytoskeleton organization --- 1.54 1.08 -1.17 1.04 -1.04 1.04 1.07 -1.06 -2.22 -2.60 -1.86 -1.95
C21orf2 chromosome 21 open readinchr21q22.3  cytoskeleton organization --- 1.09 -1.03 1.33 1.59 -1.19 -1.17 1.10 1.04 -1.12 -1.10 -1.64 -1.62
C21orf33 chromosome 21 open readinchr21q22.3 0 --- -1.02 1.01 -1.07 1.05 1.02 -1.02 1.17 1.09 -1.30 -1.18 -1.71 -1.59
C21orf33 chromosome 21 open readinchr21q22.3 0 --- -1.09 -1.12 -1.05 -1.03 1.21 -1.06 1.35 -1.02 -1.32 -1.24 -1.92 -1.93
C21orf58 chromosome 21 open readinchr21q22.3 0 --- -1.28 1.16 1.05 1.16 1.16 1.11 1.14 1.33 -1.62 -1.69 -2.98 -2.21
C21orf67 chromosome 21 open readinchr21q22.3 0 --- -1.38 -1.14 -1.40 -1.09 -1.23 -1.12 -1.02 1.25 -1.82 -2.55 -1.85 -1.72
C21orf91 chromosome 21 open readinchr21q21.1 0 --- -1.02 -1.02 1.18 1.00 1.16 -1.00 1.53 1.28 1.34 1.06 1.63 1.50
C21orf91 chromosome 21 open readinchr21q21.1 0 --- 1.30 1.21 1.05 -1.03 -1.12 1.12 -1.33 -1.12 -1.74 -1.53 -1.23 -1.35
C22orf26 chromosome 22 open readinchr22q13.31 0 --- 1.34 -1.09 -1.20 1.11 -1.24 1.10 -1.87 -2.31 -2.29 -2.44 -8.10 -2.29
C22orf29 chromosome 22 open readinchr22q11.21  apoptotic process --- -1.05 -1.03 1.00 -1.01 1.06 -1.03 -1.01 1.16 -1.40 -1.49 -1.68 -1.36
C22orf29 chromosome 22 open readinchr22q11.21  apoptotic process --- -1.02 -1.10 -1.15 1.00 -1.08 -1.10 1.49 1.14 -1.58 -2.12 -2.80 -2.64
C22orf34 /// Cchromosome 22 open readin--- 0 --- -1.46 -1.21 2.20 -1.65 1.25 -2.37 1.47 -1.46 -2.47 -1.24 -2.72 -2.03
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C22orf46 chromosome 22 open readinchr22q13.2 0 --- 1.10 1.06 1.06 1.02 1.10 1.04 -1.24 -1.15 -1.85 -2.35 -1.07 -1.06
C2CD2L C2CD2-like chr11q23.3 0 --- 1.04 -1.90 1.14 1.26 2.33 2.20 1.13 -1.42 1.37 1.46 1.52 1.17
C2CD2L C2CD2-like chr11q23.3 0 --- -1.01 -1.12 -1.06 -1.11 1.01 -1.02 1.12 -1.06 1.41 1.09 1.31 1.39
C2CD3 C2 calcium-dependent dom chr11q13.4  in utero embryonic development --- 1.20 1.34 1.44 -1.06 -1.30 1.01 1.50 1.21 1.54 1.75 2.30 1.20
C2CD3 C2 calcium-dependent dom chr11q13.4  in utero embryonic development --- 1.14 1.13 1.11 1.05 1.05 1.04 1.27 1.14 -1.21 -1.36 -1.65 -1.84
C2CD3 C2 calcium-dependent dom chr11q13.4  in utero embryonic development --- 1.21 1.24 1.07 -1.04 1.00 1.03 1.06 -1.01 -1.40 -1.37 -1.62 -1.63
C2CD4A C2 calcium-dependent dom chr15q22.2 0 --- -1.71 -1.94 1.27 -1.35 1.04 1.04 1.15 1.02 -1.01 1.14 -1.30 1.32
C2CD5 C2 calcium-dependent dom chr12p12.1  transport --- 1.12 1.04 1.05 1.03 -1.08 1.08 -1.28 -1.03 -2.32 -1.82 -1.93 -1.89
C2orf15 /// MRchromosome 2 open readingchr2q11.2 0 --- 1.16 -1.30 1.61 1.18 -1.04 1.19 -1.42 -1.20 -3.12 -2.04 -2.94 -2.13
C2orf42 chromosome 2 open readingchr2p13.3 0 --- -1.22 -1.18 1.14 1.23 -1.13 -1.06 -1.05 1.13 -1.36 -1.48 -1.39 -1.34
C2orf43 chromosome 2 open readingchr2p24.1 0 --- 1.13 -1.13 -1.27 -1.03 1.05 -1.05 -1.03 1.12 -1.52 -1.41 -1.35 -1.32
C2orf43 chromosome 2 open readingchr2p24.1 0 --- -1.05 -1.05 1.05 1.00 1.01 1.00 -1.11 -1.04 -1.34 -1.16 -1.01 -1.06
C2orf44 chromosome 2 open readingchr2p23.3 0 --- 1.05 -1.04 1.12 1.24 -1.03 1.00 1.03 1.07 -1.36 -1.50 -1.36 -1.23
C2orf49 chromosome 2 open readingchr2q12.1  embryonic morphogenesis --- 1.21 1.17 1.08 -1.08 -1.04 -1.03 -1.11 -1.16 -1.61 -1.38 -1.59 -2.13
C2orf49 chromosome 2 open readingchr2q12.1  embryonic morphogenesis --- 1.04 1.04 -1.03 -1.01 1.02 -1.14 1.24 1.12 1.40 1.18 1.80 1.71
C2orf68 chromosome 2 open readingchr2p11.2 0 --- 1.10 -1.00 -1.08 -1.17 1.17 1.22 -1.17 -1.23 -1.79 -1.59 -2.34 -1.84
C2orf68 chromosome 2 open readingchr2p11.2 0 --- 1.05 -1.04 1.03 -1.03 -1.03 1.16 -1.21 -1.17 -2.09 -1.86 -2.57 -2.25
C2orf68 chromosome 2 open readingchr2p11.2 0 --- -1.00 1.03 1.10 1.05 1.12 1.16 -1.37 -1.21 -2.15 -1.98 -2.23 -1.81
C2orf69 chromosome 2 open readingchr2q33.1 0 --- -1.02 -1.05 -1.03 -1.11 -1.01 1.02 -1.14 1.08 1.13 1.27 1.12 1.29
C2orf70 chromosome 2 open readingchr2p23.3 0 --- 1.48 2.02 1.18 1.30 -3.19 -1.90 2.54 2.48 1.24 1.44 -2.56 -2.07
C2orf72 chromosome 2 open readingchr2q37.1 0 --- -1.07 -1.16 -1.88 -1.48 -1.78 1.01 1.60 1.60 1.69 1.88 -1.06 1.09
C2orf74 /// KIchromosome 2 open readingchr2p15 /// chr2q14 0 --- 1.27 1.05 1.02 1.19 -1.05 1.02 -1.16 -1.13 -1.43 -1.38 1.03 -1.01
C2orf81 chromosome 2 open readingchr2p13.1 0 --- -1.35 -1.70 -1.55 1.37 -2.57 -3.89 -1.42 1.56 -1.23 1.07 -1.68 -1.30
C3AR1 complement component 3a chr12p13.31  complement receptor mediated signaling GPCRDB_Class_A_Rhodopsin-like // GenM 1.71 -1.33 -1.14 -1.25 1.14 1.21 -1.17 1.04 1.28 1.10 -2.67 1.01
C3orf17 chromosome 3 open readingchr3q13.2 0 --- -1.08 -1.02 -1.03 -1.06 1.02 1.06 1.10 -1.04 -1.15 -1.14 -1.16 -1.25
C3orf30 chromosome 3 open readingchr3q13.32  signal transduction --- -1.02 -1.52 -8.80 -5.13 -1.76 1.08 -5.55 1.00 -1.59 1.11 1.95 1.30
C3orf35 chromosome 3 open readingchr3p22.2 0 --- 1.28 -1.23 -2.18 -1.53 5.03 3.67 -2.45 1.10 3.78 1.80 3.01 2.24
C3orf37 chromosome 3 open readingchr3q21.3 0 --- -1.11 -1.09 -1.03 -1.13 1.06 -1.04 1.01 1.13 -1.07 -1.01 -1.22 -1.20
C3orf38 chromosome 3 open readingchr3p11.1  apoptotic process --- -1.59 -2.01 1.01 1.10 -1.12 1.30 -1.27 -1.38 -1.48 -1.34 -1.62 -2.19
C3orf38 chromosome 3 open readingchr3p11.1  apoptotic process --- -1.00 -1.02 1.09 -1.08 1.07 1.16 1.05 1.01 1.02 1.02 1.30 1.20
C3orf38 chromosome 3 open readingchr3p11.1  apoptotic process --- -1.03 -1.10 1.02 -1.03 1.06 1.26 -1.20 -1.12 -1.34 -1.23 -1.59 -1.74
C3orf58 chromosome 3 open readingchr3q24  regulation of phosphatidylinositol 3-kinasG13_Signaling_Pathway // GenMAPP 1.37 1.21 1.20 1.03 -1.03 1.17 -1.27 -1.15 -1.56 -1.29 -1.32 -1.64
C3orf67 chromosome 3 open readingchr3p14.2 0 --- -1.55 -1.46 1.40 3.01 1.08 2.78 -1.15 1.47 -1.69 -1.13 1.16 1.48
C4A /// C4B //complement component 4A chr6p21.3  inflammatory response Complement_Activation_Classical // GenMA -1.15 1.52 1.03 1.04 -1.42 1.38 1.09 1.80 -1.02 -1.13 2.38 3.56
C4BPA complement component 4 b chr1q32  complement activation, classical pathway--- 3.32 1.94 1.70 -1.08 -1.13 -1.37 1.47 1.17 1.42 1.14 -1.24 -2.53
C4BPB complement component 4 b chr1q32  complement activation, classical pathway--- -1.01 -1.06 -1.07 -1.04 1.03 -1.02 1.08 1.06 -1.04 -1.12 -1.52 -1.64
C4orf21 chromosome 4 open readingchr4q25 0 --- 1.36 1.14 1.09 -1.33 1.15 1.48 1.77 1.05 -2.66 -2.17 -1.51 -1.14
C4orf21 chromosome 4 open readingchr4q25 0 --- 1.39 1.61 1.73 1.32 -1.72 1.60 -1.12 -1.06 -2.20 -1.59 -1.70 -1.62
C4orf21 chromosome 4 open readingchr4q25 0 --- 1.03 1.03 -1.02 -1.00 -1.03 -1.03 -1.06 -1.12 -1.83 -2.00 -1.74 -1.72
C4orf21 chromosome 4 open readingchr4q25 0 --- -1.23 -1.01 -1.06 1.13 1.08 1.17 -1.39 -1.45 -1.72 -1.67 -1.69 -1.63
C4orf29 chromosome 4 open readingchr4q28.2 0 --- -1.13 -1.09 -1.04 1.04 1.02 1.08 -1.18 -1.42 1.22 1.16 1.10 -1.38
C4orf3 chromosome 4 open readingchr4q26 0 --- -1.09 -1.09 1.04 1.21 1.09 1.25 -1.05 -1.10 -1.02 1.15 -1.47 1.04
C4orf3 chromosome 4 open readingchr4q26 0 --- -1.09 -1.05 -1.06 -1.23 -1.05 -1.03 -1.02 -1.21 -1.14 1.25 -1.50 -1.14
C4orf3 chromosome 4 open readingchr4q26 0 --- -1.09 -1.15 1.10 -1.03 1.16 1.07 1.13 1.02 1.38 1.54 1.97 2.39
C4orf32 chromosome 4 open readingchr4q25 0 --- 1.19 1.10 -1.02 -1.11 -1.06 1.04 -1.20 -1.06 -1.64 -1.43 -1.99 -2.05
C4orf33 chromosome 4 open readingchr4q28.2 0 --- 1.86 1.55 -1.58 1.38 -1.09 -1.14 2.72 1.76 3.59 1.53 -1.26 -1.10
C4orf46 chromosome 4 open readingchr4q32.1 0 --- 1.05 1.02 1.01 -1.03 -1.01 -1.13 -1.38 -1.30 -1.29 -1.32 -1.17 -1.26
C4orf46 /// TOchromosome 4 open readingchr4q32.1 /// chr7p1 protein targeting to mitochondrion --- -1.01 -1.00 1.03 1.04 -1.05 -1.02 1.15 1.08 1.36 1.14 1.16 1.11
C4orf47 chromosome 4 open readingchr4q35.1 0 --- 1.27 1.34 1.22 1.36 1.05 1.28 -1.16 -1.16 1.26 1.46 2.78 4.16
C4orf47 chromosome 4 open readingchr4q35.1 0 --- 1.09 -1.10 1.13 1.11 -1.49 -1.43 1.15 1.13 1.28 1.56 1.96 2.97
C5 complement component 5 chr9q33-q34  activation of MAPK activity Complement_Activation_Classical // GenMA -1.33 -1.14 -1.02 1.17 1.32 1.17 1.01 -1.12 -2.62 -1.84 -5.86 -4.95
C5AR1 complement component 5a chr19q13.3-q13.4  activation of MAPK activity GPCRDB_Class_A_Rhodopsin-like // GenM -1.03 -1.05 1.11 1.03 1.01 1.26 -1.13 1.40 -2.58 -1.68 -2.15 -1.54
C5orf20 /// TI chromosome 5 open readingchr5q31.1 0 --- -3.15 -1.81 2.24 1.63 -2.43 -4.45 -1.74 -2.27 5.21 11.78 6.67 9.60
C5orf22 chromosome 5 open readingchr5p13.3 0 --- 1.27 1.07 -1.00 -1.01 -1.01 -1.04 1.06 1.19 1.19 1.34 1.54 1.14
C5orf24 chromosome 5 open readingchr5q31.1 0 --- 1.20 1.12 1.10 -1.01 -1.02 1.04 -1.07 -1.13 -2.19 -1.69 -1.70 -1.62
C5orf24 chromosome 5 open readingchr5q31.1 0 --- 1.26 1.10 1.04 -1.01 -1.03 1.01 -1.10 -1.22 -1.28 -1.20 -1.36 -1.66
C5orf24 chromosome 5 open readingchr5q31.1 0 --- 1.43 1.24 1.14 1.23 -1.38 1.20 -1.52 -1.02 -2.10 -1.44 -2.21 -2.66
C5orf28 chromosome 5 open readingchr5p12 0 --- -1.17 -1.28 1.10 1.18 1.09 1.32 -1.12 1.07 -1.84 -2.12 -1.92 -1.58
C5orf28 chromosome 5 open readingchr5p12 0 --- 1.08 1.05 -1.02 1.19 -1.06 1.06 -1.33 -1.13 -1.47 -1.31 -1.31 -1.36
C5orf34 chromosome 5 open readingchr5p12 0 --- 1.06 1.03 1.08 1.08 1.06 1.17 -1.31 -1.13 -1.49 -1.26 -1.23 -1.31
C5orf42 chromosome 5 open readingchr5p13.2 0 --- 1.39 1.16 1.28 1.04 -1.19 -1.17 -1.25 -1.34 -3.73 -2.67 -2.76 -3.32
C5orf42 chromosome 5 open readingchr5p13.2 0 --- -1.16 -1.00 1.02 -1.13 1.16 1.20 -1.61 -1.26 -2.83 -2.58 -2.53 -2.21
C5orf45 chromosome 5 open readingchr5q35.3 0 --- -1.11 -1.07 -1.01 1.01 1.21 1.07 1.08 1.05 1.03 -1.11 1.28 1.33
C5orf46 chromosome 5 open readingchr5q32 0 --- 1.01 -1.10 -1.53 -1.30 -1.26 -1.08 1.08 1.09 1.07 -1.01 -1.34 -1.42
C5orf54 chromosome 5 open readingchr5q33.3 0 --- -1.05 -1.03 1.16 1.06 1.04 -1.04 -1.36 -1.21 -2.79 -2.42 -1.49 -1.37
C5orf55 chromosome 5 open readingchr5p15.33 0 --- 1.02 -1.19 1.03 1.09 1.06 1.25 -1.39 -1.07 -1.86 -1.66 -1.91 -1.53

28 of 293



ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

C5orf56 chromosome 5 open readingchr5q31.1 0 --- -1.03 -1.10 1.06 -1.01 1.13 -1.36 1.14 1.09 1.43 1.05 1.42 1.20
C5orf63 /// LOchromosome 5 open readingchr5q23.2  electron transport chain --- 1.20 1.07 -1.12 -1.13 1.43 1.44 -1.13 -1.02 -1.68 -1.16 -1.55 -2.39
C5orf63 /// LOchromosome 5 open readingchr5q23.2  electron transport chain --- -1.03 -1.22 -1.03 -1.13 1.11 -1.16 1.02 1.06 -1.71 -2.25 -2.50 -1.54
C5orf63 /// LOchromosome 5 open readingchr5q23.2  electron transport chain --- -1.05 -1.13 1.03 1.01 1.10 -1.03 1.15 1.21 -1.52 -1.73 -1.30 -1.26
C6orf1 chromosome 6 open readingchr6p21.31 0 --- 1.00 -1.00 -1.09 1.01 1.01 -1.02 1.10 1.00 1.26 1.03 1.37 1.53
C6orf106 chromosome 6 open readingchr6p21.31 0 --- -1.07 -1.08 -1.03 -1.05 -1.03 -1.04 1.15 1.04 1.34 1.18 1.14 1.12
C6orf106 chromosome 6 open readingchr6p21.31 0 --- -1.17 -1.10 1.17 1.14 1.37 -1.08 1.42 1.38 1.42 1.30 1.18 1.21
C6orf120 chromosome 6 open readingchr6q27  apoptotic process --- -1.03 -1.02 1.06 1.08 -1.07 1.05 -1.12 -1.09 -1.69 -1.35 -1.66 -1.55
C6orf120 chromosome 6 open readingchr6q27  apoptotic process --- 1.03 1.17 1.02 1.03 -1.07 1.03 -1.03 -1.10 -1.79 -1.37 -1.55 -1.59
C6orf136 chromosome 6 open readingchr6p21.33 0 --- -1.12 -1.13 1.15 1.19 1.02 -1.02 1.48 1.39 1.34 1.33 1.58 1.39
C6orf136 chromosome 6 open readingchr6p21.33 0 --- 1.08 -1.02 1.04 1.06 1.06 -1.05 1.12 1.11 1.29 1.22 1.40 1.33
C6orf147 /// Kchromosome 6 open readingchr6q13 0 --- 1.17 1.28 1.08 -1.08 -1.13 1.03 -1.07 -1.12 -1.54 -1.07 -1.84 -2.53
C6orf163 chromosome 6 open readingchr6q15 0 --- -1.46 -1.06 -1.14 -1.43 1.14 1.24 -1.03 1.09 -1.50 -1.38 -1.48 -1.29
C6orf170 chromosome 6 open readingchr6q22.31  multicellular organismal development --- -1.19 -1.28 -1.16 -2.10 -1.12 2.00 -1.27 -2.04 -4.37 -2.63 -1.24 -1.10
C6orf195 chromosome 6 open readingchr6p25.2 0 --- 1.01 1.37 -1.12 1.17 -1.70 -2.76 1.30 1.06 1.60 1.68 -1.00 1.88
C6orf203 chromosome 6 open readingchr6q21 0 --- 1.13 1.08 1.03 -1.03 -1.00 1.09 -1.27 -1.10 -1.64 -1.43 -1.41 -1.35
C6orf223 chromosome 6 open readingchr6p21.1 0 --- 1.03 -1.05 -1.01 1.00 -1.03 -1.04 1.30 1.28 1.99 1.96 3.65 4.64
C6orf223 chromosome 6 open readingchr6p21.1 0 --- -1.19 -1.13 -1.02 -1.03 1.07 1.16 1.15 1.02 2.18 1.67 3.47 3.29
C6orf226 chromosome 6 open readingchr6p21.1 0 --- 1.03 -1.01 1.05 -1.14 1.06 -1.06 -1.07 -1.25 -1.10 -1.15 1.27 1.37
C6orf47 chromosome 6 open readingchr6p21.3 0 --- -1.08 -1.05 1.10 1.06 1.02 1.08 1.20 1.18 -1.19 -1.16 -1.50 -1.26
C6orf52 chromosome 6 open readingchr6p24.1 0 --- -1.48 -4.82 -1.78 1.47 -1.03 -1.79 -2.54 -1.33 -2.61 -2.23 -1.44 -1.28
C6orf57 chromosome 6 open readingchr6q13 0 --- 1.36 1.20 -1.23 -1.27 1.13 1.07 1.60 1.30 1.95 2.26 1.38 1.25
C6orf62 chromosome 6 open readingchr6p22.3 0 --- -1.08 1.09 -1.01 -1.12 -1.05 1.03 -1.29 -1.08 -1.75 -1.52 -1.40 -1.63
C6orf70 chromosome 6 open readingchr6q27 0 --- -1.12 -1.16 1.08 1.23 1.03 -1.02 1.12 1.02 -1.33 -1.42 -1.47 -1.32
C6orf89 chromosome 6 open readingchr6p21.2  wound healing --- -1.03 -1.07 1.12 1.11 -1.06 -1.03 -1.06 -1.03 -1.33 -1.20 -1.18 1.02
C6orf89 chromosome 6 open readingchr6p21.2  wound healing --- 1.01 -1.10 1.04 1.06 1.08 -1.03 1.01 -1.19 -1.40 -1.28 -1.25 -1.06
C6orf89 chromosome 6 open readingchr6p21.2  wound healing --- 1.00 -1.14 -1.09 -1.09 -1.08 -1.00 -1.20 -1.21 -1.65 -1.56 -1.91 -1.78
C7orf13 /// LOchromosome 7 open readingchr7q36.3 0 --- -1.60 1.02 -2.23 1.57 2.79 1.14 1.58 1.34 1.04 2.62 5.82 4.13
C7orf25 /// PSchromosome 7 open readingchr7p13 /// chr7p14. cell cycle checkpoint Proteasome_Degradation // GenMAPP 1.08 1.01 1.04 1.20 -1.01 1.14 1.11 1.05 -1.40 -1.30 -1.65 -1.45
C7orf25 /// PSchromosome 7 open readingchr7p13 /// chr7p14. cell cycle checkpoint Proteasome_Degradation // GenMAPP -1.35 -1.09 -1.01 -1.02 1.15 1.04 1.22 1.09 -1.34 -1.31 -1.53 -1.56
C7orf26 chromosome 7 open readingchr7p22.1 0 --- -1.00 1.07 1.13 -1.35 1.11 1.02 -1.39 1.19 -1.21 -1.29 -1.24 -1.34
C7orf41 chromosome 7 open readingchr7p14.3 0 --- -1.08 1.04 -1.07 -1.03 1.08 1.07 -1.81 -1.30 -3.68 -2.81 -3.13 -2.88
C7orf49 /// LOchromosome 7 open readingchr7q33 0 --- -1.01 -1.13 -1.13 1.09 1.19 1.05 -1.04 1.08 -1.16 -1.39 -1.63 -1.45
C7orf50 chromosome 7 open readingchr7p22.3 0 --- -1.10 -1.01 1.08 -1.02 1.06 1.34 -1.78 -1.18 -1.36 -1.71 -3.90 -2.66
C7orf50 chromosome 7 open readingchr7p22.3 0 --- -1.06 -1.19 -1.12 -1.00 -1.10 -1.00 1.21 1.17 -1.21 -1.24 -1.43 -1.38
C7orf55 chromosome 7 open readingchr7q34 0 --- -1.17 -1.20 -1.06 -1.14 1.09 -1.01 1.08 1.12 -1.20 -1.11 -1.76 -1.35
C7orf55 /// C7chromosome 7 open readingchr7q /// chr7q34 0 --- -1.01 -1.02 -1.02 -1.10 1.09 1.06 1.04 1.01 -1.48 -1.30 -1.73 -1.52
C7orf55-LUC C7orf55-LUC7L2 readthrouchr7q /// chr7q34 0 --- -1.01 -1.09 1.02 1.06 1.04 1.09 -1.18 -1.04 -1.08 -1.01 -1.25 -1.21
C7orf57 chromosome 7 open readingchr7p12.3 0 --- 1.55 1.34 -1.29 -1.45 -1.17 1.59 -1.31 -1.52 -2.61 -1.41 -1.96 -1.43
C7orf60 chromosome 7 open readingchr7q31.1  methylation --- 1.04 1.05 1.16 1.04 -1.11 -1.10 -1.09 -1.02 -1.55 -1.17 -1.40 -1.45
C7orf61 chromosome 7 open readingchr7q22.1 0 --- -1.14 1.02 -1.32 -1.03 1.04 1.68 1.27 -1.03 1.42 1.11 1.52 1.76
C7orf63 chromosome 7 open readingchr7q21.13 0 --- -1.40 -1.09 -1.50 -1.10 -1.19 1.22 -1.08 -1.13 -2.12 -2.35 -1.82 -1.39
C7orf63 chromosome 7 open readingchr7q21.13 0 --- -1.32 -1.16 1.02 -1.04 1.20 1.02 1.34 1.08 -2.23 -2.53 -2.49 -1.97
C7orf73 chromosome 7 open readingchr7q33 0 --- 1.04 -1.03 -1.02 1.05 1.03 -1.09 -1.00 -1.03 1.33 1.22 1.20 1.35
C7orf73 chromosome 7 open readingchr7q33 0 --- 1.06 1.08 1.04 -1.04 -1.07 1.07 -1.44 -1.31 -1.63 -1.27 -2.44 -2.30
C7orf73 chromosome 7 open readingchr7q33 0 --- 1.17 1.12 1.04 -1.01 -1.07 1.11 -1.20 -1.12 -1.21 -1.18 -1.30 -1.45
C7orf73 /// SLchromosome 7 open readingchr7q33  transport --- 1.18 -1.06 1.08 1.24 1.03 1.16 -1.12 -1.15 1.96 1.86 2.19 1.94
C8orf31 chromosome 8 open readingchr8q24.3 0 --- 1.03 -1.41 1.11 1.09 -1.19 1.02 1.05 -1.30 -3.03 -2.85 -2.83 -1.37
C8orf33 chromosome 8 open readingchr8q24.3 0 --- -1.06 -1.09 1.05 1.16 1.01 1.03 1.07 1.06 1.37 1.33 1.18 1.37
C8orf34 chromosome 8 open readingchr8q13  signal transduction --- 1.59 6.26 1.75 -1.47 1.06 -1.58 1.13 -3.06 12.41 1.55 -4.07 -4.19
C8orf34 chromosome 8 open readingchr8q13  signal transduction --- 1.87 4.48 -1.29 1.55 1.36 1.77 1.44 1.81 20.85 15.39 1.40 -1.19
C8orf4 chromosome 8 open readingchr8p11.2  apoptotic process --- 1.15 1.13 1.06 1.13 1.07 1.15 1.48 1.36 1.56 1.41 1.42 1.07
C8orf44 chromosome 8 open readingchr8q13.1 0 --- 1.51 1.60 -1.10 -1.01 -1.30 -1.22 -1.09 1.09 -2.96 -2.00 -1.75 -2.55
C8orf44 /// C8chromosome 8 open readingchr8q12 /// chr8q13. regulation of cell growth --- 1.27 1.00 -1.04 1.00 -1.03 -1.25 -1.33 1.28 1.58 1.12 1.92 1.67
C8orf46 chromosome 8 open readingchr8q13.1 0 --- 5.01 12.69 1.22 -1.57 4.02 2.29 -1.04 -1.57 5.46 1.86 1.71 1.23
C8orf46 chromosome 8 open readingchr8q13.1 0 --- -1.87 -3.32 1.65 -1.22 1.63 -1.04 -3.71 1.92 5.80 6.56 1.56 -1.26
C8orf58 chromosome 8 open readingchr8p21 0 --- -1.00 -1.05 1.08 1.21 -1.01 -1.17 1.23 1.14 1.24 1.41 1.19 1.92
C8orf59 chromosome 8 open readingchr8q21.2 0 --- 1.07 1.04 1.02 1.15 -1.08 -1.02 1.00 1.11 1.14 1.05 1.19 1.45
C8orf59 chromosome 8 open readingchr8q21.2 0 --- -1.28 -1.20 -1.08 1.02 -1.07 1.00 -1.11 -1.02 1.12 1.08 1.18 1.34
C8orf59 chromosome 8 open readingchr8q21.2 0 --- -1.17 -1.16 -1.02 -1.00 -1.05 -1.08 1.05 1.07 1.31 1.17 1.27 1.39
C8orf76 chromosome 8 open readingchr8q24.13 0 Integrin-mediated_cell_adhesion_KEGG // G -1.18 1.06 1.05 1.05 -1.12 -1.07 1.04 -1.07 1.46 1.59 1.42 1.73
C9orf114 chromosome 9 open readingchr9q34.11 0 --- 1.09 1.02 -1.08 1.31 -1.16 -1.03 1.15 1.11 -1.08 -1.10 -1.25 -1.36
C9orf116 chromosome 9 open readingchr9q34.3 0 --- 1.01 1.02 1.01 1.27 -1.06 -1.01 1.11 -1.01 -1.51 -1.76 -1.41 -1.20
C9orf116 chromosome 9 open readingchr9q34.3 0 --- 1.18 1.06 1.00 1.18 -1.13 1.11 1.11 1.36 -1.19 -1.03 -1.81 -1.56
C9orf117 chromosome 9 open readingchr9q34.11 0 --- -1.07 -1.11 -1.22 -1.05 1.03 1.01 -1.15 -1.10 -1.01 -1.23 -1.39 -1.29
C9orf123 chromosome 9 open readingchr9p24.1 0 --- 1.07 1.08 1.07 -1.22 1.07 1.14 -1.12 -1.16 -2.73 -2.25 -5.22 -4.00
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C9orf156 chromosome 9 open readingchr9q22.33  virus-host interaction --- -1.04 1.00 -1.01 -1.07 1.03 -1.06 1.03 -1.06 -1.54 -1.35 -1.02 -1.02
C9orf156 chromosome 9 open readingchr9q22.33  virus-host interaction --- 1.25 -1.03 -1.07 1.04 1.09 1.29 -1.18 -1.15 -1.73 -1.64 1.01 -1.06
C9orf16 chromosome 9 open readingchr9q34.1 0 --- 1.15 1.01 -1.03 1.03 1.00 -1.15 1.20 1.09 1.38 1.18 1.05 1.04
C9orf169 chromosome 9 open readingchr9q34.3 0 --- -1.03 1.02 -1.04 -1.03 1.04 -1.10 -1.01 -1.05 -1.17 -1.61 -1.29 -1.50
C9orf3 /// LOCchromosome 9 open readingchr9q22.32  proteolysis --- 1.18 1.04 1.02 1.03 -1.04 1.04 -1.19 -1.14 -2.44 -2.31 -2.59 -2.57
C9orf3 /// LOCchromosome 9 open readingchr9q22.32  proteolysis --- -1.09 -1.03 -1.07 1.03 -1.00 -1.04 -1.09 1.02 -1.46 -1.86 -1.01 1.02
C9orf38 chromosome 9 open readingchr9p24.1 0 --- 1.51 1.16 -1.29 1.06 -1.03 1.26 1.40 1.05 -9.31 -2.96 -3.49 -2.08
C9orf40 chromosome 9 open readingchr9q21.13 0 --- 1.18 1.11 -1.04 1.03 -1.04 1.07 -1.15 1.00 -1.15 -1.11 1.21 1.11
C9orf40 chromosome 9 open readingchr9q21.13 0 --- 1.03 -1.02 -1.27 -1.40 -1.01 1.02 -1.82 -1.24 -1.30 -1.13 1.20 1.10
C9orf41 chromosome 9 open readingchr9q21.13 0 --- 1.06 1.01 -1.04 1.05 -1.16 1.01 -1.36 -1.05 -1.28 -1.13 -1.10 -1.10
C9orf43 chromosome 9 open readingchr9q32 0 --- -1.23 -1.14 1.24 1.03 1.37 1.33 1.35 1.26 -2.55 -2.45 -1.53 -2.22
C9orf47 chromosome 9 open readingchr9q22.1 0 S1P_Signaling // GenMAPP /// Small_ligand -1.10 -1.17 1.20 1.27 -1.54 1.09 1.37 1.06 -1.37 -1.41 -2.10 -1.74
C9orf47 chromosome 9 open readingchr9q22.1 0 S1P_Signaling // GenMAPP /// Small_ligand -1.20 1.00 1.34 1.15 -1.42 -1.12 -1.11 -1.31 -2.92 -1.85 -1.09 -1.14
C9orf69 chromosome 9 open readingchr9q34.3  cell cycle --- -1.22 -1.26 -1.01 -1.11 1.06 1.00 -1.14 -1.13 -1.39 -1.28 -1.48 -1.17
C9orf72 chromosome 9 open readingchr9p21.2  cell death --- 1.25 -1.08 1.24 1.67 1.66 1.16 2.02 1.54 1.50 1.49 3.06 1.70
C9orf72 chromosome 9 open readingchr9p21.2  cell death --- 2.26 1.41 -1.17 -1.19 -1.42 1.03 2.09 1.32 1.96 1.83 2.43 2.42
C9orf84 chromosome 9 open readingchr9q31.3 0 --- 1.33 1.12 1.26 1.33 -1.21 -1.36 -1.16 -1.49 -1.63 -6.29 -3.16 -5.41
C9orf85 chromosome 9 open readingchr9q21.13 0 --- -1.18 -1.06 -1.01 -1.24 -1.05 1.18 1.02 -1.06 -1.86 -1.50 -4.55 -3.64
C9orf85 chromosome 9 open readingchr9q21.13 0 --- -1.33 -1.34 1.12 1.77 -2.94 -1.02 2.49 2.18 -1.64 1.29 -1.43 -2.24
C9orf89 chromosome 9 open readingchr9q22.31  negative regulation of I-kappaB kinase --- 1.10 1.12 -1.01 -1.08 1.11 1.02 1.12 1.02 1.74 1.56 1.41 1.21
C9orf91 chromosome 9 open readingchr9q32 0 --- 1.06 1.03 -1.02 -1.04 -1.02 -1.03 1.01 1.10 -1.41 -1.01 -1.28 -1.38
C9orf96 chromosome 9 open readingchr9q34.2  protein phosphorylation --- -1.77 -2.03 -1.40 1.12 1.19 -1.05 -1.27 1.37 -2.09 -1.69 1.49 2.45
CA1 carbonic anhydrase I chr8q21.2  one-carbon metabolic process --- -1.21 -1.77 -1.05 1.00 -1.61 -1.46 1.12 -1.62 1.28 -1.11 1.12 1.72
CA11 carbonic anhydrase XI chr19q13.3 0 --- 1.04 -1.06 1.05 1.10 1.02 1.06 1.04 1.16 -1.52 -1.34 -1.64 -1.04
CA12 carbonic anhydrase XII chr15q22  one-carbon metabolic process --- 1.06 -1.14 1.28 -1.01 -1.07 -1.01 1.18 1.01 2.58 3.23 2.80 3.40
CA12 carbonic anhydrase XII chr15q22  one-carbon metabolic process --- -1.12 -1.13 -1.03 -1.07 1.12 1.15 1.03 -1.00 2.00 2.19 2.29 2.62
CA12 carbonic anhydrase XII chr15q22  one-carbon metabolic process --- -1.08 -1.05 1.05 1.04 -1.02 1.11 1.30 1.17 1.87 2.64 1.92 2.35
CA12 carbonic anhydrase XII chr15q22  one-carbon metabolic process --- -1.02 1.14 -1.41 -1.07 1.50 1.26 -1.24 -1.11 1.44 2.12 1.73 1.93
CA12 carbonic anhydrase XII chr15q22  one-carbon metabolic process --- -1.03 -1.01 1.11 1.06 1.07 1.09 1.29 1.05 2.52 2.93 2.43 2.77
CA13 /// LOCcarbonic anhydrase XIII /// uchr8q21.2  one-carbon metabolic process --- -1.04 -1.25 1.04 1.15 -1.23 1.09 -1.68 -1.09 -1.54 -1.37 -2.41 -3.08
CA2 carbonic anhydrase II chr8q22  kidney development --- 1.28 1.30 1.13 1.05 -1.08 1.10 -1.42 -1.28 1.21 1.23 1.09 1.01
CA3 carbonic anhydrase III, muschr8q21.2  one-carbon metabolic process --- 4.17 5.26 3.07 1.98 1.04 -1.47 -2.38 -23.19 10.97 7.62 6.81 9.88
CA5B carbonic anhydrase VB, mitchrXp21.1  one-carbon metabolic process --- 1.25 -1.18 1.28 -1.79 -1.66 1.56 1.48 1.13 5.56 3.74 7.10 6.97
CA5BP1 carbonic anhydrase VB pseuchrXp22.2 0 --- -1.02 -1.15 1.03 1.15 1.13 1.07 1.08 1.00 -1.11 -1.33 1.28 1.66
CA5BP1 carbonic anhydrase VB pseuchrXp22.2 0 --- -1.03 1.05 1.29 -1.14 1.10 1.22 -1.19 -1.15 -2.11 -1.96 -1.57 -1.55
CA8 carbonic anhydrase VIII chr8q12.1  one-carbon metabolic process --- 1.11 -1.00 -3.13 1.11 2.33 1.43 3.30 1.94 2.76 4.78 -1.38 1.06
CA9 carbonic anhydrase IX chr9p13.3  morphogenesis of an epithelium --- -1.13 -1.24 1.04 -1.04 1.11 1.17 1.11 -1.01 1.31 1.29 1.39 1.63
CAAP1 caspase activity and apoptoschr9p21.2  apoptotic process --- -1.01 -1.03 -1.14 1.01 -1.10 1.11 -1.11 -1.03 -1.28 -1.18 -1.03 -1.10
CAB39 calcium binding protein 39 chr2q37.1  cell cycle arrest --- 1.06 1.15 1.03 -1.08 1.06 -1.08 1.07 -1.07 1.04 1.08 1.30 1.21
CAB39L calcium binding protein 39- chr13q14.2  cell cycle arrest --- 1.13 1.41 1.50 1.18 -1.03 -1.08 -1.17 1.10 1.23 1.20 1.93 1.71
CAB39L calcium binding protein 39- chr13q14.2  cell cycle arrest --- 2.42 1.74 1.39 -1.08 -1.31 1.21 1.10 -1.16 -1.38 -1.06 2.02 2.21
CAB39L calcium binding protein 39- chr13q14.2  cell cycle arrest --- 1.18 1.21 1.50 1.87 1.34 1.16 -1.71 1.04 -1.17 -1.10 2.15 1.79
CABIN1 calcineurin binding protein chr22q11.23  cell surface receptor signaling pathway --- 1.04 1.00 1.02 1.20 -1.07 -1.02 -1.13 -1.04 1.22 1.44 -1.16 1.13
CABIN1 calcineurin binding protein chr22q11.23  cell surface receptor signaling pathway --- -1.12 -1.10 1.02 -1.04 1.03 1.00 1.23 -1.07 1.41 1.25 1.13 1.26
CABLES1 Cdk5 and Abl enzyme substchr18q11.2  cell cycle --- -1.02 -1.10 -1.01 -1.09 1.03 -1.01 -1.03 1.08 -3.04 -2.31 -2.84 -2.62
CABLES1 Cdk5 and Abl enzyme substchr18q11.2  cell cycle --- -1.12 -1.13 1.10 1.19 1.08 1.02 1.10 1.05 -2.22 -2.23 -1.85 -1.78
CABLES2 Cdk5 and Abl enzyme substchr20q13.33  cell cycle --- 1.08 -1.01 1.14 1.15 1.03 -1.04 -1.06 -1.12 -1.48 -1.05 -1.73 -1.40
CABP4 calcium binding protein 4 chr11q13.2  signal transduction --- 1.09 1.05 -1.27 -1.03 1.12 1.29 -1.15 1.49 -1.41 -1.92 -2.09 -2.01
CABP7 calcium binding protein 7 chr22q12.2 0 --- 1.84 1.81 -1.39 1.11 -1.02 -1.31 1.03 1.34 1.13 1.23 -1.54 -2.01
CABYR calcium binding tyrosine-(Ychr18q11.2  ciliary or flagellar motility --- 1.13 -1.03 -1.08 1.17 1.00 -1.23 1.43 1.35 1.81 -1.11 1.49 1.95
CABYR calcium binding tyrosine-(Ychr18q11.2  ciliary or flagellar motility --- 1.14 1.01 -1.08 1.13 1.07 -1.24 1.04 -1.02 1.19 -1.01 1.39 1.73
CACNA1C calcium channel, voltage-dechr12p13.3  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 3.14 2.66 -1.23 -1.31 -3.26 -1.10 -1.85 -1.55 -1.75 2.12 -2.11 -2.09
CACNA1C calcium channel, voltage-dechr12p13.3  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM -1.19 -1.90 1.05 1.90 -7.95 -2.97 2.81 3.52 -1.47 -2.08 -2.12 -1.37
CACNA1C calcium channel, voltage-dechr12p13.3  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 3.51 2.12 1.32 -1.67 -1.94 -1.03 -9.18 -4.01 -1.18 -2.17 -1.42 -1.09
CACNA1D calcium channel, voltage-dechr3p14.3  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 1.26 1.13 -2.03 -2.59 -2.55 -1.59 -1.67 1.40 1.55 1.77 2.23 2.09
CACNA1D calcium channel, voltage-dechr3p14.3  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 1.01 -1.10 -1.16 1.09 1.12 -1.08 -1.42 1.01 -1.50 -1.29 -2.05 -1.63
CACNA1F calcium channel, voltage-dechrXp11.23  transport --- 1.52 2.46 1.09 -1.81 -1.94 -5.46 1.02 2.31 -2.23 1.64 -1.31 1.39
CACNA1G calcium channel, voltage-dechr17q22  regulation of action potential --- -1.47 -1.50 1.12 1.33 1.40 1.53 -1.23 1.08 2.57 2.57 1.81 -1.13
CACNA2D1 calcium channel, voltage-dechr7q21-q22  transport --- 1.18 1.17 -1.00 -1.03 -1.01 -1.02 -1.08 1.14 -1.47 -1.20 -1.28 -1.66
CACNA2D2 calcium channel, voltage-dechr3p21.3  energy reserve metabolic process --- 2.65 1.55 1.64 1.30 1.30 1.12 1.01 -1.89 1.38 -1.45 1.27 1.15
CACNA2D3 calcium channel, voltage-dechr3p21.1  transport --- 1.08 1.11 1.05 1.23 1.15 1.07 -1.00 -1.03 -1.44 -1.23 -1.10 1.02
CACNA2D4 calcium channel, voltage-dechr12p13.33  transport --- 1.23 -2.27 1.20 1.72 -1.00 1.14 1.35 1.48 -2.37 -1.50 -3.63 -2.61
CACNB1 calcium channel, voltage-dechr17q21-q22  protein targeting to membrane Calcium_regulation_in_cardiac_cells // GenM 1.09 -1.12 -1.00 -1.35 1.14 -1.11 -1.18 -1.01 1.29 -1.43 2.56 2.79
CACNB2 calcium channel, voltage-dechr10p12  transport --- -1.59 -1.76 -1.36 1.26 -1.22 1.25 -1.37 -1.82 -5.82 -1.73 -2.33 -3.07
CACNB3 calcium channel, voltage-dechr12q13  transport Calcium_regulation_in_cardiac_cells // GenM 1.15 1.06 -1.11 1.05 -1.03 -1.16 1.06 -1.05 1.14 1.11 1.21 1.26
CACNB3 calcium channel, voltage-dechr12q13  transport Calcium_regulation_in_cardiac_cells // GenM -1.12 -1.27 -1.12 1.05 1.21 1.02 -1.46 -1.03 1.27 1.18 1.23 1.20
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CACTIN cactin, spliceosome C compchr19p13.3  mRNA splicing, via spliceosome --- 1.16 -1.06 -1.24 -1.21 1.10 1.45 1.35 1.66 1.16 -1.49 1.11 1.28
CACTIN cactin, spliceosome C compchr19p13.3  mRNA splicing, via spliceosome --- -1.05 1.07 1.12 1.09 -1.31 -1.37 1.14 1.04 1.79 1.38 1.40 1.78
CACUL1 CDK2-associated, cullin do chr10q26.11  G1 --- -1.10 -1.24 1.08 1.04 -1.04 -1.01 1.16 -1.16 -1.08 1.16 -1.03 1.23
CACUL1 CDK2-associated, cullin do chr10q26.11  G1 --- 1.02 1.00 -1.07 -1.02 -1.04 1.02 -1.01 1.07 -1.08 1.04 -1.05 -1.05
CACUL1 CDK2-associated, cullin do chr10q26.11  G1 --- -1.11 -1.23 1.15 1.15 1.17 1.07 1.11 -1.07 1.28 1.26 -1.05 -1.01
CACUL1 CDK2-associated, cullin do chr10q26.11  G1 --- 1.07 -1.18 1.09 1.14 -1.08 -1.06 1.18 -1.03 1.34 1.52 -1.04 -1.13
CACYBP calcyclin binding protein chr1q24-q25  heart development --- 1.18 1.08 -1.01 1.17 1.04 1.08 -1.19 -1.18 -2.87 -2.26 -3.38 -2.65
CACYBP calcyclin binding protein chr1q24-q25  heart development --- -1.00 1.02 -1.06 1.02 -1.01 1.04 -1.12 -1.11 -1.03 -1.06 -1.25 -1.21
CAD carbamoyl-phosphate synth chr2p22-p21  pyrimidine nucleobase metabolic process--- 1.28 1.16 -1.35 1.06 -1.03 -1.08 -1.24 -1.14 1.84 1.33 -1.01 1.50
CADM1 cell adhesion molecule 1 chr11q23.2  liver development --- 2.59 1.65 -3.15 -4.33 1.07 -2.20 1.15 -1.04 1.77 2.03 2.81 3.14
CADM2 cell adhesion molecule 2 chr3p12.1  cell adhesion --- -1.01 -1.22 1.10 1.24 -1.30 -1.02 1.42 1.28 -2.06 -1.41 -3.47 -2.94
CADM2 cell adhesion molecule 2 chr3p12.1  cell adhesion --- 1.31 -1.06 1.57 1.49 -1.42 1.17 -1.02 1.66 -3.47 -2.90 -4.54 -5.16
CALB1 calbindin 1, 28kDa chr8q21.3  learning or memory --- 1.58 1.05 1.25 1.86 2.20 -1.31 1.66 3.36 1.73 1.76 2.26 1.41
CALB2 calbindin 2 chr16q22.2 0 --- 2.32 1.55 1.15 2.15 1.16 1.12 1.67 -1.11 2.38 1.88 -1.92 2.86
CALCOCO1 calcium binding and coiled-chr12q13.13  transcription, DNA-dependent --- 1.03 -1.09 -1.02 1.04 1.13 1.04 1.09 1.01 -1.74 -1.61 -1.73 -1.39
CALCOCO2 calcium binding and coiled-chr17q21.32  viral reproduction --- 1.00 -1.28 -1.18 -1.17 1.10 1.00 -1.15 1.27 -1.20 -1.07 1.14 1.26
CALD1 caldesmon 1 chr7q33  cellular component movement --- 1.81 -1.10 1.29 1.51 -1.13 1.03 1.26 -1.36 -2.28 -1.67 -3.44 -2.11
CALD1 caldesmon 1 chr7q33  cellular component movement --- 1.07 1.07 1.02 1.02 1.07 1.10 -1.13 -1.17 -1.08 1.01 -1.26 -1.31
CALHM2 calcium homeostasis modul chr10q24.33  transport --- -1.00 -1.15 -1.26 -1.23 1.09 1.17 1.37 1.30 -1.11 -1.18 -1.66 -1.31
CALHM2 calcium homeostasis modul chr10q24.33  transport --- 1.09 -1.08 -1.38 -1.29 -1.09 -1.09 1.04 -1.33 -1.14 -1.23 -1.79 -2.00
CALM1 calmodulin 1 (phosphorylaschr14q32.11 0 --- 1.17 1.06 1.05 -1.16 -1.17 1.13 -1.31 -1.20 -1.18 -1.40 -1.23 -1.45
CALM1 /// CAcalmodulin 1 (phosphorylaschr14q32.11 /// chr1 response to amphetamine Calcium_regulation_in_cardiac_cells // GenM 1.09 1.14 1.01 1.03 1.02 1.02 -1.48 -1.30 -1.83 -1.51 -1.36 -1.49
CALM1 /// CAcalmodulin 1 (phosphorylaschr14q32.11 /// chr1 response to amphetamine Calcium_regulation_in_cardiac_cells // GenM 1.01 1.07 -1.02 -1.04 1.02 -1.02 -1.36 -1.25 -1.63 -1.30 -1.49 -1.54
CALM1 /// CAcalmodulin 1 (phosphorylaschr14q32.11 /// chr1 response to amphetamine Calcium_regulation_in_cardiac_cells // GenM -1.03 1.03 -1.02 -1.04 1.00 -1.01 -1.04 -1.04 1.01 -1.00 -1.14 -1.16
CALM1 /// CAcalmodulin 1 (phosphorylaschr14q32.11 /// chr1 response to amphetamine Calcium_regulation_in_cardiac_cells // GenM -1.04 1.01 1.02 -1.01 1.06 -1.01 1.02 -1.03 1.08 1.03 -1.10 -1.12
CALML4 calmodulin-like 4 chr15q23 0 --- 1.31 1.23 1.33 -1.01 1.10 1.16 1.22 1.13 2.62 2.46 2.73 1.91
CALML4 calmodulin-like 4 chr15q23 0 --- 1.12 1.09 1.18 1.09 -1.04 -1.10 1.16 1.19 2.49 2.32 1.97 1.70
CALU calumenin chr7q32.1  platelet degranulation --- -1.06 1.00 -1.02 1.01 1.09 -1.03 -1.19 -1.17 1.09 1.16 1.61 2.05
CALU calumenin chr7q32.1  platelet degranulation --- -1.08 -1.01 1.02 -1.14 1.20 -1.00 -1.11 -1.14 1.18 1.20 1.63 1.78
CALU calumenin chr7q32.1  platelet degranulation --- -1.06 -1.02 1.07 -1.05 1.11 1.07 -1.11 -1.16 1.13 1.21 1.46 1.36
CALU calumenin chr7q32.1  platelet degranulation --- 1.21 1.16 1.11 1.02 1.09 1.02 -1.28 -1.18 1.54 1.50 1.73 1.67
CAMK1 calcium/calmodulin-dependchr3p25.3  protein phosphorylation Calcium_regulation_in_cardiac_cells // GenM -1.05 -1.14 1.26 -1.18 1.27 -1.02 1.07 -1.09 -1.42 -1.25 -2.05 -1.71
CAMK1 calcium/calmodulin-dependchr3p25.3  protein phosphorylation Calcium_regulation_in_cardiac_cells // GenM -1.01 -1.04 -1.12 -1.08 1.16 1.05 1.20 -1.06 -1.01 -1.04 -2.32 -1.99
CAMK1D calcium/calmodulin-dependchr10p13  protein phosphorylation --- 1.00 -1.01 1.08 1.01 1.04 1.14 1.09 1.21 -1.21 -1.11 -1.71 -1.69
CAMK1D /// Lcalcium/calmodulin-dependchr10p13  protein phosphorylation --- -1.24 -1.19 1.12 1.09 1.03 1.01 1.00 1.09 -1.63 -1.31 -1.89 -1.59
CAMK1D /// Lcalcium/calmodulin-dependchr10p13  protein phosphorylation --- -1.02 -1.06 1.01 -1.15 1.06 1.06 -1.04 1.06 -1.75 -1.54 -2.15 -1.73
CAMK2D calcium/calmodulin-dependchr4q26  G1 Calcium_regulation_in_cardiac_cells // GenM 1.09 1.09 -1.10 -1.05 1.10 -1.05 -1.07 1.00 1.14 1.27 1.04 1.10
CAMK4 calcium/calmodulin-dependchr5q21.3  myeloid dendritic cell cytokine productioCalcium_regulation_in_cardiac_cells // GenM -1.16 -1.23 -1.25 1.14 1.14 1.08 1.24 1.08 -1.20 -1.46 -2.71 -1.27
CAMKK1 calcium/calmodulin-dependchr17p13.2  protein phosphorylation --- 1.20 1.13 1.00 1.07 1.02 -1.05 1.21 1.04 -1.51 -1.38 -1.38 -1.23
CAMKK2 calcium/calmodulin-dependchr12q24.2  MAPK cascade --- -1.06 -1.12 1.00 -1.00 1.02 -1.08 1.03 -1.08 -1.31 -1.35 -1.23 -1.11
CAMKK2 calcium/calmodulin-dependchr12q24.2  MAPK cascade --- -1.34 -1.06 1.00 -1.05 -1.02 -1.18 1.02 1.11 -1.32 -1.20 -1.44 -1.37
CAMKMT calmodulin-lysine N-methy chr2p21  methylation --- 1.27 1.20 1.15 1.01 -1.11 -1.10 -1.08 1.02 -1.29 1.03 -1.44 -1.69
CAMSAP1 calmodulin regulated spectr chr9q34.3  cytoskeleton organization --- -1.08 1.08 -1.14 -1.22 -1.08 -1.01 -1.35 -1.55 -1.46 -3.61 -2.05 -2.87
CAMSAP1 calmodulin regulated spectr chr9q34.3  cytoskeleton organization --- 1.12 1.26 1.26 1.28 1.06 -1.07 1.08 1.44 -1.31 -1.14 -1.47 -1.25
CAMSAP1 calmodulin regulated spectr chr9q34.3  cytoskeleton organization --- 1.03 -1.01 1.04 1.02 1.11 1.15 1.06 1.06 -1.20 -1.23 -1.04 1.01
CAMSAP1 calmodulin regulated spectr chr9q34.3  cytoskeleton organization --- -1.01 -1.09 1.12 1.05 -1.08 1.09 -1.32 -1.05 -1.46 -1.19 -1.22 -1.13
CAMSAP2 calmodulin regulated spectr chr1q32.1 0 --- 1.13 1.13 1.06 -1.02 -1.10 -1.02 -1.33 -1.09 -1.40 -1.37 -1.22 -1.47
CAMSAP2 calmodulin regulated spectr chr1q32.1 0 --- 1.03 1.06 1.09 -1.13 -1.12 -1.12 -1.18 -1.08 -1.96 -1.66 -1.52 -1.96
CAMSAP2 calmodulin regulated spectr chr1q32.1 0 --- -1.04 -1.02 1.08 -1.02 1.08 1.06 -1.08 1.01 -1.10 -1.03 1.02 1.17
CAMSAP3 calmodulin regulated spectr chr19p13.2  negative regulation of phosphatase activit--- -1.39 -1.41 1.35 1.79 1.93 1.96 1.62 1.21 1.02 1.22 2.64 2.02
CAMTA1 calmodulin binding transcripchr1p36.31-p36.23  transcription, DNA-dependent --- -1.38 -1.23 -1.14 -1.13 1.03 -1.07 1.24 1.13 1.43 1.51 1.20 -1.00
CAMTA1 calmodulin binding transcripchr1p36.31-p36.23  transcription, DNA-dependent --- -1.05 -1.01 -1.08 -1.10 -1.11 1.03 -1.24 -1.09 -1.08 1.06 -1.16 -1.31
CAMTA1 calmodulin binding transcripchr1p36.31-p36.23  transcription, DNA-dependent --- -1.11 -1.08 1.11 1.01 -1.01 -1.00 -1.01 -1.01 -1.09 -1.11 -1.40 -1.50
CAMTA1 calmodulin binding transcripchr1p36.31-p36.23  transcription, DNA-dependent --- 1.03 1.12 2.02 2.14 -1.01 1.14 1.96 1.34 1.38 1.53 1.47 1.96
CAMTA2 calmodulin binding transcripchr17p13.2  transcription, DNA-dependent --- -1.04 -1.10 1.19 1.22 1.22 1.03 1.19 1.20 2.70 1.98 2.00 2.13
CAND1 cullin-associated and neddy chr12q14  transcription, DNA-dependent --- -1.14 -1.01 1.01 -1.09 1.14 1.02 -1.41 -1.39 -1.74 -1.50 -2.39 -2.40
CAND1 cullin-associated and neddy chr12q14  transcription, DNA-dependent --- -1.05 -1.23 -1.01 -1.14 1.14 1.16 -1.60 -1.23 -1.55 -1.18 -1.51 -1.41
CAND1 cullin-associated and neddy chr12q14  transcription, DNA-dependent --- 1.01 1.07 -1.02 -1.01 -1.02 1.06 -1.14 -1.06 -1.40 -1.41 -1.11 -1.17
CAND1 cullin-associated and neddy chr12q14  transcription, DNA-dependent --- 1.11 1.05 1.03 1.07 -1.08 1.07 -1.26 -1.22 -1.36 -1.24 -1.30 -1.28
CAND2 cullin-associated and neddy chr3p25.2  transcription, DNA-dependent --- 1.63 1.80 -1.11 1.64 -1.95 -1.11 -1.38 -3.32 3.53 6.17 -1.85 -2.02
CAND2 cullin-associated and neddy chr3p25.2  transcription, DNA-dependent --- -1.13 -1.01 1.13 1.37 1.06 1.15 -1.33 -1.10 -1.67 -1.18 -1.40 -1.22
CANT1 calcium activated nucleotidachr17q25.3  signal transduction --- 1.05 -1.23 -1.26 1.02 1.17 -1.01 -1.15 -1.20 2.31 1.67 3.02 2.11
CANT1 calcium activated nucleotidachr17q25.3  signal transduction --- -1.03 -1.02 1.09 1.14 1.02 -1.12 -1.03 1.02 1.23 1.12 1.28 1.28
CANT1 calcium activated nucleotidachr17q25.3  signal transduction --- 1.03 1.01 1.08 1.16 1.09 1.05 -1.06 -1.04 1.18 1.16 1.23 1.31
CANX calnexin chr5q35  antigen processing and presentation of pe--- 1.17 1.22 1.02 -1.08 -1.05 -1.06 1.04 -1.11 1.01 1.02 1.55 1.36
CANX calnexin chr5q35  antigen processing and presentation of pe--- -1.46 -1.48 -1.58 -1.13 1.80 2.14 -1.33 -1.05 -1.66 -2.08 -1.46 -1.39
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ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

CANX calnexin chr5q35  antigen processing and presentation of pe--- 1.11 1.13 1.05 -1.02 1.02 1.03 1.13 -1.04 1.23 1.17 1.34 1.25
CANX calnexin chr5q35  antigen processing and presentation of pe--- 1.14 1.15 1.06 1.02 -1.05 1.08 -1.31 -1.18 -1.11 1.02 1.48 1.20
CAP1 CAP, adenylate cyclase-ass chr1p34.2  cell morphogenesis --- -1.06 -1.04 -1.08 -1.04 -1.01 -1.03 1.00 -1.04 1.22 1.13 1.15 1.12
CAP1 CAP, adenylate cyclase-ass chr1p34.2  cell morphogenesis --- -1.16 -1.11 -1.01 1.07 1.02 -1.07 1.14 1.04 1.47 1.16 1.18 1.20
CAP2 CAP, adenylate cyclase-ass chr6p22.3  cell morphogenesis --- 1.28 1.42 1.07 -1.20 -1.02 -1.05 -1.02 1.09 -2.30 -1.63 -1.78 -3.30
CAP2 CAP, adenylate cyclase-ass chr6p22.3  cell morphogenesis --- -1.03 -1.10 -1.00 -1.06 -1.04 1.03 -1.07 1.05 -1.54 -1.29 -1.45 -1.80
CAPG capping protein (actin filam chr2p11.2  protein complex assembly --- -1.09 -1.11 -1.08 -1.17 1.16 1.01 1.11 1.11 1.52 1.37 1.66 1.79
CAPN10 calpain 10 chr2q37.3  proteolysis Integrin-mediated_cell_adhesion_KEGG // G 3.35 1.52 -1.46 1.35 -4.77 -1.18 -1.08 1.31 1.60 -2.31 1.67 1.16
CAPN10 calpain 10 chr2q37.3  proteolysis Integrin-mediated_cell_adhesion_KEGG // G 1.14 1.29 1.07 1.07 1.24 -1.06 1.30 1.19 -1.25 -1.48 -1.38 -1.30
CAPN12 calpain 12 chr19q13.2  proteolysis --- 1.04 -1.17 -1.17 -1.22 1.32 1.40 1.06 1.47 -1.10 -1.05 -1.35 -1.14
CAPN3 calpain 3, (p94) chr15q15.1  autolysis Integrin-mediated_cell_adhesion_KEGG // G 1.49 1.57 1.32 1.89 1.23 -1.15 1.17 -1.07 -1.70 -2.38 -1.91 -1.36
CAPN3 calpain 3, (p94) chr15q15.1  autolysis Integrin-mediated_cell_adhesion_KEGG // G 1.70 2.16 1.05 1.19 1.36 1.02 -1.15 -1.45 -2.45 -1.25 -2.60 -3.69
CAPN6 calpain 6 chrXq23  microtubule bundle formation Integrin-mediated_cell_adhesion_KEGG // G -1.05 -2.86 -1.52 1.59 -1.42 1.56 2.44 1.90 -1.37 -2.33 -1.58 -1.32
CAPN9 calpain 9 chr1q42.11-q42.3  proteolysis Integrin-mediated_cell_adhesion_KEGG // G 1.27 1.82 -1.53 -1.31 -1.12 -1.17 -2.71 -1.34 -3.31 -3.17 -1.25 1.14
CAPNS1 calpain, small subunit 1 chr19q13.12  proteolysis Integrin-mediated_cell_adhesion_KEGG // G 1.01 1.06 -1.02 -1.07 -1.05 -1.09 1.04 -1.07 1.15 1.08 -1.04 -1.07
CAPRIN1 cell cycle associated proteinchr11p13  negative regulation of translation --- 1.00 1.05 1.08 1.10 1.08 -1.08 -1.30 -1.68 1.36 1.60 1.20 1.07
CAPRIN1 cell cycle associated proteinchr11p13  negative regulation of translation --- -1.03 -1.02 1.04 -1.10 1.01 1.12 -1.36 -1.11 -2.45 -1.69 -1.59 -1.65
CAPRIN1 cell cycle associated proteinchr11p13  negative regulation of translation --- -1.02 1.01 1.04 -1.01 1.12 -1.05 1.42 1.07 -2.67 -2.47 -1.67 -1.38
CAPRIN2 caprin family member 2 chr12p11  negative regulation of translation --- 1.09 1.05 1.06 1.23 1.15 -1.29 1.14 1.12 1.44 1.72 1.90 1.54
CAPRIN2 caprin family member 2 chr12p11  negative regulation of translation --- 1.06 -1.08 -1.11 1.10 1.40 1.23 1.64 1.14 1.53 1.27 1.35 1.43
CAPSL calcyphosine-like chr5p13.2 0 --- -1.01 -1.55 1.21 1.15 -1.25 -1.24 -1.04 -1.18 3.33 2.89 3.61 3.00
CAPZA2 capping protein (actin filam chr7q31.2-q31.3  protein complex assembly --- 1.16 1.11 -1.04 -1.08 -1.05 1.04 -1.03 -1.06 -1.25 -1.11 -1.13 -1.33
CAPZB capping protein (actin filam chr1p36.1  cellular component movement --- -1.03 -1.03 -1.09 -1.01 -1.08 -1.06 1.02 1.01 1.00 1.01 -1.25 -1.16
CAPZB capping protein (actin filam chr1p36.1  cellular component movement --- -1.01 -1.01 1.01 1.08 -1.01 1.05 1.00 -1.08 1.03 1.03 -1.25 -1.28
CARD10 caspase recruitment domainchr22q13.1  protein complex assembly --- 1.02 1.02 1.10 1.16 1.03 -1.05 1.20 1.10 -1.14 -1.12 -1.81 -1.49
CARD10 caspase recruitment domainchr22q13.1  protein complex assembly --- 1.05 1.00 1.08 1.03 -1.01 -1.01 1.19 1.04 -1.42 -1.24 -1.61 -1.31
CARD14 caspase recruitment domainchr17q25  positive regulation of protein phosphoryl --- 1.47 1.25 -1.02 1.35 1.03 -1.80 -1.04 1.27 2.66 2.03 1.28 1.12
CARD16 /// Ccaspase recruitment domainchr11q23  response to hypoxia Apoptosis // GenMAPP /// Apoptosis_KEGG 1.22 1.07 -1.28 -1.22 -1.01 1.09 1.19 1.05 1.42 1.13 1.24 1.16
CARD6 caspase recruitment domainchr5p13.1  apoptotic process --- -1.11 -1.08 -1.04 1.01 -1.08 -1.23 -1.13 1.06 -1.46 -1.68 -1.29 -1.20
CARD8 caspase recruitment domainchr19q13.33  apoptotic process --- 1.07 -1.01 1.07 1.20 -1.00 -1.02 1.25 1.33 1.08 -1.18 -1.99 -1.74
CARD8 caspase recruitment domainchr19q13.33  apoptotic process --- -1.32 -1.04 1.47 1.14 -1.24 -1.03 -1.50 -1.38 -1.75 -1.99 -1.44 -1.16
CARD8 caspase recruitment domainchr19q13.33  apoptotic process --- -1.03 -1.74 2.29 1.91 -1.11 -1.02 1.67 -1.80 1.52 2.17 1.67 1.49
CARD8 caspase recruitment domainchr19q13.33  apoptotic process --- 1.04 -1.04 -1.31 -1.53 1.18 1.23 -2.02 -1.54 -2.33 -1.58 -1.19 -1.57
CARHSP1 calcium regulated heat stablchr16p13.2  regulation of transcription, DNA-depende--- -1.02 -1.07 1.07 1.09 1.04 1.07 1.14 1.03 -1.04 1.08 -1.58 -1.34
CARM1 coactivator-associated arginchr19p13.2  tRNA wobble uridine modification --- -1.08 -1.07 -1.00 -1.04 -1.04 1.03 1.06 1.08 1.31 1.27 1.23 1.41
CARS cysteinyl-tRNA synthetase chr11p15.5  translation --- -1.05 -1.06 -1.02 1.01 1.02 1.06 -1.08 1.07 1.12 1.03 1.19 1.33
CARS cysteinyl-tRNA synthetase chr11p15.5  translation --- -1.00 -1.13 -1.09 -1.26 1.24 1.00 -1.19 -1.04 -1.03 1.05 1.54 1.73
CARS cysteinyl-tRNA synthetase chr11p15.5  translation --- 1.03 1.05 1.08 1.04 1.09 -1.09 1.16 1.02 1.08 -1.06 1.45 1.55
CARS2 cysteinyl-tRNA synthetase 2chr13q34  translation --- -1.11 -1.12 1.04 1.02 1.14 1.03 1.16 -1.05 1.04 -1.08 -1.43 -1.34
CARS2 cysteinyl-tRNA synthetase 2chr13q34  translation --- 1.06 1.12 1.03 1.11 1.08 1.06 1.44 1.10 1.16 1.03 -1.73 -1.42
CASC2 cancer susceptibility candid chr10q26.11 0 --- 2.16 1.87 -1.03 -2.60 -1.95 1.01 -1.38 -1.52 -7.13 -3.26 -4.94 -4.42
CASC2 cancer susceptibility candid chr10q26.11 0 --- -1.23 -1.50 -1.15 1.03 -1.18 1.14 -1.54 -1.22 -4.33 -6.36 -4.73 -5.90
CASC3 cancer susceptibility candid chr17q21.1  nuclear-transcribed mRNA catabolic proc--- -1.14 -1.05 -1.05 -1.09 -1.15 -1.15 -1.10 -1.00 -1.18 1.03 -1.13 1.08
CASC4 cancer susceptibility candid chr15q15.3 0 --- 1.33 1.34 -1.14 -1.29 -1.21 1.05 -1.38 -1.11 -1.74 -1.25 -1.91 -2.35
CASC5 cancer susceptibility candid chr15q14  mitotic cell cycle --- 1.53 4.80 1.51 4.23 -2.86 -1.31 -1.07 -1.69 3.67 3.32 -3.34 3.29
CASC5 cancer susceptibility candid chr15q14  M phase of mitotic cell cycle --- -1.01 -1.32 1.06 -1.02 1.13 1.25 1.05 -1.13 1.62 1.80 1.61 1.34
CASD1 CAS1 domain containing 1 chr7q21.3 0 --- 1.16 1.14 -1.02 -1.06 -1.12 -1.04 -1.08 -1.04 -3.03 -2.13 -2.84 -3.53
CASK calcium/calmodulin-dependchrXp11.4  negative regulation of cell-matrix adhesio--- 1.04 1.05 -1.01 1.05 -1.14 -1.09 1.06 1.07 -1.17 1.04 -1.21 -1.40
CASK calcium/calmodulin-dependchrXp11.4  negative regulation of cell-matrix adhesio--- -1.28 1.11 -1.38 -1.11 1.50 1.12 1.18 1.38 1.57 1.82 2.02 1.53
CASK calcium/calmodulin-dependchrXp11.4  negative regulation of cell-matrix adhesio--- 1.14 -1.11 1.17 1.27 1.15 1.06 -1.06 -1.03 1.21 1.04 1.31 1.08
CASK calcium/calmodulin-dependchrXp11.4  negative regulation of cell-matrix adhesio--- -1.17 -1.07 1.07 -1.03 -1.04 -1.01 -1.02 1.06 -1.45 -1.15 -1.72 -1.38
CASK calcium/calmodulin-dependchrXp11.4  negative regulation of cell-matrix adhesio--- -1.49 -1.18 1.07 1.28 1.08 1.03 1.25 -1.36 1.29 1.32 1.83 1.67
CASKIN2 CASK interacting protein 2 chr17q25.1 0 --- -1.02 -1.17 1.39 1.49 1.04 -1.10 -1.07 1.18 -1.35 -1.36 -1.56 -1.15
CASP1 caspase 1, apoptosis-related chr11q23  response to hypoxia Apoptosis // GenMAPP /// Apoptosis_KEGG 1.06 1.03 -1.22 -1.26 1.00 -1.02 1.35 1.32 1.92 1.24 1.68 1.42
CASP1 caspase 1, apoptosis-related chr11q23  response to hypoxia Apoptosis // GenMAPP /// Apoptosis_KEGG -1.51 -1.18 -1.10 -1.30 1.13 -1.43 1.40 -1.06 1.18 1.23 -2.91 -1.79
CASP1 caspase 1, apoptosis-related chr11q23  response to hypoxia Apoptosis // GenMAPP /// Apoptosis_KEGG -1.09 1.16 -1.40 -1.36 1.19 1.35 1.17 1.22 1.74 1.36 1.29 1.13
CASP1 caspase 1, apoptosis-related chr11q23  response to hypoxia Apoptosis // GenMAPP /// Apoptosis_KEGG 1.26 1.16 1.07 -1.05 -1.04 1.06 1.22 1.39 1.56 1.13 1.63 1.44
CASP1 caspase 1, apoptosis-related chr11q23  response to hypoxia Apoptosis // GenMAPP /// Apoptosis_KEGG 1.15 1.17 -1.14 -1.08 1.03 1.01 1.22 1.09 1.39 1.02 1.68 1.66
CASP14 caspase 14, apoptosis-relate chr19p13.1  proteolysis --- -1.36 -1.18 1.18 1.51 1.07 -1.09 -1.16 -1.04 1.25 1.52 1.30 2.26
CASP16 caspase 16, apoptosis-relate chr16p13.3  proteolysis --- 2.03 2.35 -1.15 1.06 -1.38 -1.06 1.38 1.95 -1.43 1.31 -1.27 1.51
CASP2 caspase 2, apoptosis-related chr7q34-q35  luteolysis Apoptosis // GenMAPP /// Apoptosis_GenM -1.05 -1.07 1.12 1.20 -1.05 -1.10 1.19 1.19 1.12 -1.05 -1.22 -1.16
CASP2 caspase 2, apoptosis-related chr7q34-q35  luteolysis Apoptosis // GenMAPP /// Apoptosis_GenM 1.33 1.47 1.01 1.17 2.24 2.64 -1.08 1.08 -3.21 -2.80 -2.77 -1.03
CASP2 caspase 2, apoptosis-related chr7q34-q35  luteolysis Apoptosis // GenMAPP /// Apoptosis_GenM 1.22 1.20 1.01 -1.07 1.01 1.07 -1.31 -1.27 -1.48 -1.57 -1.66 -1.68
CASP4 caspase 4, apoptosis-related chr11q22.2-q22.3  proteolysis Apoptosis // GenMAPP /// Apoptosis_KEGG -1.06 -1.11 1.03 1.07 1.06 -1.02 1.34 1.13 1.65 1.19 1.63 1.64
CASP6 caspase 6, apoptosis-related chr4q25  lens development in camera-type eye Apoptosis // GenMAPP /// Apoptosis_GenM -1.14 -1.15 1.03 -1.18 -1.04 -1.18 -1.12 -1.26 -1.93 -2.06 -1.19 -1.27
CASP8AP2 caspase 8 associated proteinchr6q15  transcription, DNA-dependent --- 1.36 1.36 1.18 1.10 -1.15 -1.10 -1.16 -1.11 -1.70 -1.80 -1.45 -1.90
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ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
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CASP9 caspase 9, apoptosis-related chr1p36.21  proteolysis Apoptosis // GenMAPP /// Apoptosis_GenM 1.12 1.10 1.04 -1.03 -1.04 1.09 1.27 1.07 1.33 1.23 1.19 -1.03
CASP9 caspase 9, apoptosis-related chr1p36.21  proteolysis Apoptosis // GenMAPP /// Apoptosis_GenM 1.06 -1.05 -1.05 -1.06 -1.05 -1.05 1.09 1.07 1.32 1.09 1.22 1.07
CASP9 caspase 9, apoptosis-related chr1p36.21  proteolysis Apoptosis // GenMAPP /// Apoptosis_GenM 1.55 1.38 1.10 -1.69 1.09 1.29 1.04 1.24 1.60 -1.36 1.48 2.06
CAST calpastatin chr5q15  negative regulation of peptidase activity --- -1.05 1.00 1.02 1.09 -1.09 -1.03 -1.05 -1.06 -1.17 -1.08 -1.41 -1.35
CAST calpastatin chr5q15  negative regulation of endopeptidase acti --- -1.10 1.22 1.11 -1.16 -1.03 1.58 1.51 -1.16 -1.23 -1.16 1.25 2.22
CASZ1 castor zinc finger 1 chr1p36.22  transcription, DNA-dependent --- -1.01 2.58 1.03 -1.34 -1.52 -1.45 6.82 4.70 1.40 1.05 2.05 2.02
CASZ1 castor zinc finger 1 chr1p36.22  transcription, DNA-dependent --- 2.02 1.48 -1.00 -1.19 -1.06 -1.03 -1.40 1.03 1.74 1.50 2.54 1.64
CASZ1 castor zinc finger 1 chr1p36.22  transcription, DNA-dependent --- 1.01 3.65 1.32 -1.15 -1.16 -1.52 -1.45 3.57 -1.05 -1.47 4.88 4.26
CAT catalase chr11p13  response to reactive oxygen species --- 1.17 1.09 -1.02 -1.01 -1.05 -1.03 -1.32 -1.21 -1.55 -1.21 -1.56 -1.66
CAT catalase chr11p13  response to reactive oxygen species --- 1.10 1.20 1.06 -1.23 1.27 1.07 -1.25 -1.55 -1.11 -1.32 -1.39 -1.76
CATSPER1 cation channel, sperm assocchr11q12.1  ciliary or flagellar motility --- -1.09 -1.47 -1.12 -1.22 -1.05 -1.10 1.33 1.23 1.77 1.50 1.75 1.87
CATSPER2 // cation channel, sperm assocchr15q15.3  ciliary or flagellar motility --- -1.69 -1.86 1.09 1.25 -1.28 1.15 1.21 1.03 -1.19 1.13 -2.25 -1.06
CATSPERG catsper channel auxiliary su chr19q13.1  multicellular organismal development --- 2.44 2.28 2.30 2.75 1.48 -1.12 -1.45 1.76 -2.13 -3.22 -1.18 -2.63
CAV1 caveolin 1, caveolae proteinchr7q31.1  negative regulation of transcription from Integrin-mediated_cell_adhesion_KEGG // G 1.19 1.18 -1.08 -1.07 -1.15 1.03 -1.16 -1.09 -1.48 -1.21 -2.17 -2.08
CAV2 caveolin 2 chr7q31.1  negative regulation of endothelial cell proIntegrin-mediated_cell_adhesion_KEGG // G 1.09 1.07 1.03 -1.13 -1.14 -1.10 1.05 1.01 -1.26 -1.13 -1.81 -1.62
CBFA2T2 core-binding factor, runt do chr20q11  transcription, DNA-dependent --- -1.03 1.05 1.05 -1.02 1.09 -1.02 1.09 -1.01 -1.39 -1.45 -1.06 -1.13
CBFB core-binding factor, beta subchr16q22.1  ossification --- 1.25 1.06 1.25 1.22 -1.05 -1.02 1.03 -1.11 2.13 1.31 2.41 2.11
CBLB Cbl proto-oncogene, E3 ubi chr3q13.11  positive regulation of T cell anergy --- 1.14 1.11 1.05 -1.10 -1.14 -1.04 1.01 1.04 -1.93 -1.64 1.11 1.03
CBLC Cbl proto-oncogene, E3 ubi chr19q13.2  cell surface receptor signaling pathway --- -1.16 1.32 1.38 2.14 1.08 -1.27 1.01 1.44 2.12 2.48 -3.56 -3.84
CBLL1 Cbl proto-oncogene, E3 ubi chr7q22.3  negative regulation of cell adhesion --- 1.24 -1.03 -1.00 -1.20 1.15 1.31 1.02 1.12 1.59 1.44 1.64 -1.20
CBLL1 Cbl proto-oncogene, E3 ubi chr7q22.3  negative regulation of cell adhesion --- 1.15 1.06 1.10 1.06 -1.01 1.14 -1.23 -1.17 -1.10 1.01 1.22 1.16
CBR1 carbonyl reductase 1 chr21q22.13  metabolic process --- -1.16 -1.20 -1.06 1.04 1.03 -1.03 1.01 1.03 1.25 1.40 1.08 1.26
CBR3 carbonyl reductase 3 chr21q22.2  metabolic process --- -1.10 -1.12 -1.01 -1.04 1.14 -1.03 1.37 1.23 -1.03 1.04 -1.29 -1.17
CBR4 carbonyl reductase 4 chr4q32.3  lipid metabolic process --- -1.07 -1.34 1.06 1.06 -1.25 -1.00 -1.04 1.08 -1.56 -1.34 -1.02 -1.01
CBR4 carbonyl reductase 4 chr4q32.3  lipid metabolic process --- 1.16 -1.36 -1.02 -1.02 -1.01 1.09 -1.80 -1.01 -2.61 -1.58 -1.74 -1.54
CBR4 carbonyl reductase 4 chr4q32.3  lipid metabolic process --- 1.11 1.17 -1.02 1.01 -1.05 -1.07 -1.41 -1.35 -1.51 -1.21 -1.09 -1.15
CBS cystathionine-beta-synthase chr21q22.3  sulfur amino acid metabolic process --- -1.22 -1.20 -1.01 1.05 1.34 -1.01 1.14 1.05 -1.06 -1.10 -1.88 -1.74
CBS cystathionine-beta-synthase chr21q22.3  sulfur amino acid metabolic process --- -1.17 -1.17 -1.02 1.03 1.16 1.05 1.10 1.05 1.02 -1.06 -1.53 -1.25
CBWD1 /// CBCOBW domain containing chr2q13 /// chr9p12 0 --- -1.04 -1.06 -1.14 1.04 -1.01 1.05 1.04 1.09 1.03 1.11 1.04 1.30
CBWD1 /// CBCOBW domain containing chr9p12 /// chr9p24.0 --- -1.07 -1.07 -1.00 -1.01 1.06 1.05 1.19 1.00 1.62 1.50 1.22 1.13
CBX1 chromobox homolog 1 chr17q21.32  negative regulation of transcription, DNA--- -1.07 -1.07 -1.02 1.00 -1.02 -1.06 1.09 -1.02 1.02 1.03 -1.11 -1.15
CBX2 chromobox homolog 2 chr17q25.3  negative regulation of transcription from --- -1.01 -1.15 -1.03 -1.06 -1.04 -1.01 -1.09 1.10 -1.45 -1.33 -1.45 -1.17
CBX2 chromobox homolog 2 chr17q25.3  negative regulation of transcription from --- 1.04 1.07 1.21 1.54 -1.07 -1.44 1.72 1.66 2.85 2.39 1.41 1.10
CBX3 chromobox homolog 3 chr7p15.2  chromatin remodeling Circadian_Exercise // GenMAPP -1.02 1.04 -1.00 1.03 -1.05 -1.00 1.04 1.17 1.08 -1.01 -1.05 -1.17
CBX3 NULL --- 0 --- 1.02 1.04 1.33 1.03 1.19 1.05 -1.21 -1.03 -2.42 -1.95 -2.23 -2.03
CBX3 chromobox homolog 3 chr7p15.2  chromatin remodeling Circadian_Exercise // GenMAPP 1.07 1.04 -1.04 1.00 -1.09 1.03 -1.09 -1.16 -1.07 -1.06 -1.11 -1.11
CBX4 chromobox homolog 4 chr17q25.3  negative regulation of transcription from --- 1.19 -1.54 2.11 1.93 1.35 1.39 1.46 1.16 1.33 1.06 1.60 1.74
CBX4 chromobox homolog 4 chr17q25.3  negative regulation of transcription from --- 1.02 -1.04 1.16 1.04 -1.06 1.11 -1.03 1.04 1.30 1.22 1.36 1.18
CBX5 chromobox homolog 5 chr12q13.13  blood coagulation --- -1.03 -1.02 -1.01 -1.01 1.09 1.01 -1.02 1.13 -1.14 1.03 -1.24 -1.14
CBX5 chromobox homolog 5 chr12q13.13  blood coagulation --- -1.08 1.10 -1.05 -1.20 1.14 1.01 -1.39 -1.23 -1.86 -1.19 -1.76 -1.45
CBX5 chromobox homolog 5 chr12q13.13  blood coagulation --- -1.04 1.00 1.07 1.08 1.11 -1.02 -1.11 1.08 1.08 1.09 1.15 1.22
CBX5 chromobox homolog 5 chr12q13.13  blood coagulation --- 1.02 1.05 -1.03 -1.06 -1.02 -1.01 -1.09 -1.12 -1.50 -1.42 -1.50 -1.65
CBX6 chromobox homolog 6 chr22q13.1  negative regulation of transcription from --- -1.09 -1.06 1.01 -1.07 1.05 1.10 -1.25 -1.18 -1.31 -1.13 -1.39 -1.45
CBX6 chromobox homolog 6 chr22q13.1  negative regulation of transcription from --- 1.02 -1.03 -1.10 -1.05 -1.11 -1.03 -1.02 1.20 -1.09 -1.22 -1.49 -1.52
CBY1 chibby homolog 1 (Drosophchr22q12  protein localization --- -1.04 1.03 1.34 1.27 -1.01 1.06 1.05 1.24 -1.07 -1.05 -1.40 -1.12
CBY1 chibby homolog 1 (Drosophchr22q12  protein localization --- 1.08 1.02 1.10 -1.11 1.06 -1.04 1.15 1.06 -1.10 -1.16 -1.24 -1.28
CBY3 chibby homolog 3 (Drosophchr5q35.3 0 --- 1.10 1.15 -1.24 1.21 1.20 1.31 -1.18 -1.05 -1.55 -1.61 -1.79 -1.43
CC2D1B coiled-coil and C2 domain cchr1p32.3  negative regulation of transcription from --- -1.06 -1.12 -1.01 1.00 -1.04 -1.00 -1.08 -1.04 -1.18 -1.07 -1.97 -1.71
CC2D1B coiled-coil and C2 domain cchr1p32.3  negative regulation of transcription from --- 1.15 1.34 -1.32 -1.13 -1.49 -1.07 -1.18 1.06 -1.32 -1.19 -2.37 -2.30
CC2D2A coiled-coil and C2 domain cchr4p15.32  smoothened signaling pathway --- -1.01 -1.20 1.05 1.35 -1.05 -1.00 1.24 1.24 -2.78 -3.03 -3.62 -3.52
CC2D2A coiled-coil and C2 domain cchr4p15.32  smoothened signaling pathway --- -2.09 -1.18 -1.19 1.37 1.08 -1.07 1.07 -1.45 -1.92 1.16 -8.44 -2.13
CC2D2A coiled-coil and C2 domain cchr4p15.32  smoothened signaling pathway --- -1.39 -1.08 1.09 1.09 1.60 1.46 2.81 -1.35 -4.45 -1.79 -3.31 -3.15
CCAR1 cell division cycle and apopchr10q21.3  mRNA splicing, via spliceosome --- 1.91 -1.18 1.04 -1.13 -1.60 -1.10 -1.03 1.16 -5.81 -2.64 -2.80 -3.50
CCBL1 cysteine conjugate-beta lyaschr9q34.11  L-phenylalanine catabolic process --- -1.55 -1.44 -1.05 -1.17 3.19 2.21 1.82 -1.56 -2.12 -1.95 -1.47 -4.72
CCBL1 cysteine conjugate-beta lyaschr9q34.11  L-phenylalanine catabolic process --- 1.52 1.87 1.18 1.44 -1.02 -2.19 1.41 1.69 1.09 -1.24 1.06 -1.36
CCBL1 cysteine conjugate-beta lyaschr9q34.11  L-phenylalanine catabolic process --- 1.06 1.04 1.13 1.23 1.24 1.03 1.18 -1.01 1.62 1.45 1.58 1.72
CCBL2 cysteine conjugate-beta lyaschr1p22.2  2-oxoglutarate metabolic process --- -1.04 -1.03 -1.08 -1.02 1.09 -1.04 1.15 1.17 1.28 1.32 1.26 1.25
CCBP2 chemokine binding protein 2chr3p21.3  chemotaxis GPCRDB_Class_A_Rhodopsin-like // GenM 3.51 3.75 1.37 1.00 1.77 -1.10 -1.68 1.27 -1.44 -1.39 2.57 1.36
CCBP2 chemokine binding protein 2chr3p21.3  chemotaxis GPCRDB_Class_A_Rhodopsin-like // GenM -1.09 -1.37 1.15 2.05 -1.85 1.13 2.55 2.85 3.48 2.04 1.06 1.33
CCDC104 coiled-coil domain containinchr2p16.1 0 --- -1.08 -1.09 1.01 1.04 1.01 -1.04 1.16 1.03 1.23 1.26 1.06 1.21
CCDC107 coiled-coil domain containinchr9p13.3 0 --- 1.06 -1.11 1.03 1.11 1.11 1.01 1.30 1.32 1.71 1.62 1.41 1.88
CCDC109B coiled-coil domain containinchr4q25 0 --- 1.01 1.05 1.06 -1.07 -1.02 -1.07 -1.06 -1.08 -1.05 1.04 -1.19 -1.10
CCDC110 coiled-coil domain containinchr4q35.1 0 --- -1.38 -1.05 -1.19 1.16 1.64 1.93 -1.36 -1.14 -1.45 1.06 2.86 2.16
CCDC111 coiled-coil domain containinchr4q35.1  DNA replication --- 1.12 1.21 1.05 1.00 -1.00 1.05 -1.20 -1.12 -1.88 -1.78 -1.46 -1.78
CCDC113 coiled-coil domain containinchr16q21 0 --- 1.16 1.15 1.01 -1.02 1.08 1.05 -1.07 -1.14 -1.17 1.06 -1.12 -1.05
CCDC121 coiled-coil domain containinchr2p23.3 0 --- 1.89 2.02 -1.14 1.27 -1.37 1.14 1.17 -1.03 -2.68 -2.18 -2.92 -2.27

33 of 293



ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

CCDC122 coiled-coil domain containinchr13q14.11 0 --- 1.38 1.02 -1.13 1.22 1.00 1.19 -1.02 1.32 -3.97 -3.62 -10.77 -7.67
CCDC125 coiled-coil domain containinchr5q13.2 0 --- -1.01 1.02 1.09 -1.00 1.04 1.00 1.04 -1.05 -1.63 -1.48 -1.62 -1.68
CCDC127 coiled-coil domain containinchr5p15.33 0 Ribosomal_Proteins // GenMAPP -1.08 -1.18 1.08 1.06 1.11 -1.03 1.19 1.06 1.32 1.15 1.37 1.42
CCDC13 coiled-coil domain containinchr3p22.1 0 --- 1.06 -1.38 1.06 -1.62 1.16 1.52 1.74 3.63 1.02 1.21 -1.27 -3.96
CCDC132 coiled-coil domain containinchr7q21.3 0 --- 1.05 1.06 1.01 1.07 1.02 1.07 -1.12 -1.12 -1.22 -1.34 -1.17 -1.12
CCDC132 coiled-coil domain containinchr7q21.3 0 --- -1.12 1.12 1.35 1.48 -1.03 1.80 -2.73 -1.21 1.05 -1.05 1.25 1.64
CCDC132 coiled-coil domain containinchr7q21.3 0 --- 1.05 1.17 1.01 -1.20 -1.11 -1.21 1.04 1.15 -1.93 -1.07 -2.16 -2.61
CCDC136 coiled-coil domain containinchr7q33 0 --- -4.18 1.21 1.96 -1.06 1.17 1.50 -2.82 1.14 9.39 5.67 -2.46 -2.99
CCDC137 coiled-coil domain containinchr17q25.3 0 --- 1.05 -1.05 1.10 1.10 1.08 -1.02 -1.02 1.04 1.20 -1.05 1.65 1.51
CCDC138 coiled-coil domain containinchr2q12.3 0 --- -1.05 -1.08 -1.02 -1.06 1.04 1.12 -1.37 -1.28 -2.06 -2.05 -1.59 -1.59
CCDC14 coiled-coil domain containinchr3q21.1 0 --- 1.12 1.01 -1.03 1.08 -1.00 1.14 -1.04 -1.04 -1.72 -1.64 -1.60 -1.65
CCDC142 coiled-coil domain containinchr2p13.1 0 --- -1.13 -1.02 1.16 1.36 1.15 1.12 1.03 -1.20 -1.45 -1.83 -1.27 1.07
CCDC148 coiled-coil domain containinchr2q24.1 0 --- 1.32 -1.07 1.55 1.01 1.38 -1.36 1.73 1.46 1.28 1.29 1.15 -1.41
CCDC149 coiled-coil domain containinchr4p15.2 0 --- -1.07 1.52 1.51 -1.29 -1.87 1.02 -2.32 -1.65 -4.87 -3.77 -1.78 -2.71
CCDC149 coiled-coil domain containinchr4p15.2 0 --- -1.20 -1.62 1.28 1.53 1.58 1.01 1.05 1.17 -2.16 -1.39 -1.05 -1.74
CCDC149 coiled-coil domain containinchr4p15.2 0 --- 4.17 5.93 -1.67 1.99 1.18 1.41 -1.50 2.53 13.16 4.74 1.10 1.32
CCDC15 coiled-coil domain containinchr11q24.2 0 --- 1.31 -1.06 1.34 1.37 -2.29 1.22 -1.22 -1.00 1.07 -1.14 1.79 -1.62
CCDC151 coiled-coil domain containinchr19p13.2 0 --- -1.58 -1.66 1.17 1.55 1.20 -1.38 1.12 1.26 1.85 -1.04 1.37 1.61
CCDC152 coiled-coil domain containinchr5p12 0 Integrin-mediated_cell_adhesion_KEGG // G 1.25 1.10 -1.03 1.14 -1.05 1.11 -1.09 1.00 -2.12 -2.36 -2.46 -2.14
CCDC152 coiled-coil domain containinchr5p12 0 Integrin-mediated_cell_adhesion_KEGG // G -1.03 -1.06 1.06 1.03 -1.01 1.03 -1.11 -1.07 -1.68 -1.69 -2.15 -1.99
CCDC157 coiled-coil domain containinchr22q12.2 0 --- 1.15 1.24 -1.23 -1.14 1.09 1.13 -1.76 -1.06 -1.28 -1.30 -3.86 -10.28
CCDC163P coiled-coil domain containinchr1p34.1 0 --- 1.13 1.02 1.02 1.03 1.04 1.05 -1.16 -1.12 -1.12 -1.02 1.16 1.16
CCDC167 coiled-coil domain containinchr6p21.2 0 --- 1.06 -1.10 -1.02 -1.07 1.04 -1.13 -1.04 -1.04 1.46 1.31 1.08 1.08
CCDC168 coiled-coil domain containinchr13q33.1 0 --- 1.52 3.53 -1.15 -1.77 -2.20 -1.09 -6.60 -4.85 5.69 1.35 -2.37 2.09
CCDC169 coiled-coil domain containinchr13q13.3 0 --- -1.06 -1.03 1.02 1.65 1.34 1.70 -2.23 -1.31 -1.05 -1.10 1.35 1.30
CCDC169 coiled-coil domain containinchr13q13.3 0 --- 1.95 1.67 1.11 1.06 -1.25 -1.05 1.24 1.30 -1.28 -1.16 1.15 1.31
CCDC169-SOCCDC169-SOHLH2 readthchr13q /// chr13q13. transcription, DNA-dependent --- 1.51 1.32 -1.20 1.08 1.23 1.52 -1.00 1.76 -1.70 -2.45 1.58 1.08
CCDC171 coiled-coil domain containinchr9p22.3  regulation of transcription, DNA-depende--- -1.25 -1.48 1.17 1.11 1.68 1.41 -1.36 -1.17 -10.81 -2.75 -1.32 -1.66
CCDC172 coiled-coil domain containinchr10q25.3 0 --- -3.16 1.40 1.94 3.47 -2.51 -1.05 4.50 4.91 2.23 4.20 -3.04 -1.97
CCDC174 coiled-coil domain containinchr3p25.1 0 --- -1.09 -1.02 1.07 1.06 -1.02 1.05 1.24 1.08 1.07 1.00 1.29 1.55
CCDC174 coiled-coil domain containinchr3p25.1 0 --- -1.11 -1.13 1.02 -1.18 1.07 1.01 1.34 1.20 1.27 1.25 1.87 1.82
CCDC18 coiled-coil domain containinchr1p22.1 0 --- 1.01 1.02 -1.01 -1.10 1.00 1.04 1.04 1.02 -1.45 -1.44 -1.22 -1.37
CCDC18 coiled-coil domain containinchr1p22.1 0 --- 1.06 -1.22 1.44 1.15 1.07 1.10 -1.07 -1.32 -3.43 -3.00 -2.67 -2.81
CCDC18 coiled-coil domain containinchr1p22.1 0 --- 1.03 -1.11 1.04 1.04 -1.06 -1.06 -1.11 -1.13 1.01 1.10 1.35 1.42
CCDC180 /// Lcoiled-coil domain containinchr9q22.33 0 --- 1.17 1.63 1.08 1.02 -1.29 -1.26 -1.15 1.09 -1.54 -1.25 -2.58 -1.87
CCDC19 coiled-coil domain containinchr1q22 0 --- -1.31 1.00 1.12 1.25 -1.25 -1.39 2.10 1.40 2.19 2.50 1.09 1.15
CCDC22 coiled-coil domain containinchrXp11.23 0 --- -1.15 -1.14 1.04 1.11 1.04 -1.12 1.24 1.15 1.51 1.17 1.12 1.38
CCDC22 coiled-coil domain containinchrXp11.23 0 --- -1.05 1.02 1.02 1.15 -1.02 -1.03 1.06 1.08 1.24 1.19 1.08 1.26
CCDC23 coiled-coil domain containinchr1p34.2  protein secretion --- -1.09 -1.07 -1.14 -1.10 1.14 1.08 -1.04 -1.05 -1.56 -1.53 -1.38 -1.41
CCDC25 coiled-coil domain containinchr8p21.1 0 --- -1.08 -1.11 1.01 -1.02 1.10 -1.00 1.08 -1.01 -1.09 -1.18 -1.29 -1.11
CCDC25 coiled-coil domain containinchr8p21.1 0 --- -1.20 -1.18 1.15 1.25 1.06 1.10 1.20 1.18 1.16 1.07 1.25 1.30
CCDC3 coiled-coil domain containinchr10p13 0 --- 1.07 -1.06 1.17 -1.19 1.35 1.08 -1.08 -1.33 -1.75 -1.44 -3.58 -3.40
CCDC30 /// P coiled-coil domain containinchr1p34.2  vitamin metabolic process --- 1.02 -1.21 1.25 -1.03 1.06 1.11 1.41 1.52 -1.15 -1.39 -1.28 -1.18
CCDC34 coiled-coil domain containinchr11p14.1 0 --- -1.01 -1.17 1.35 1.24 -1.44 1.26 1.35 1.19 -2.49 -2.13 -17.82 -2.08
CCDC34 coiled-coil domain containinchr11p14.1 0 --- 1.04 1.06 -1.04 -1.03 -1.12 -1.09 -1.05 1.06 -1.24 -1.10 -1.62 -1.55
CCDC37 coiled-coil domain containinchr3q21.3 0 --- -2.22 -1.50 -1.37 1.28 -1.89 -2.56 -1.37 1.13 -1.21 -1.72 -1.33 1.00
CCDC40 coiled-coil domain containinchr17q25.3  heart looping --- -1.80 -1.28 -1.00 2.19 1.01 -1.14 1.46 1.59 -1.30 -1.13 -2.41 -1.29
CCDC40 coiled-coil domain containinchr17q25.3  heart looping --- 1.60 2.13 1.05 -1.32 -1.90 -2.19 1.61 1.67 -1.09 -1.04 -2.99 -1.32
CCDC40 coiled-coil domain containinchr17q25.3  heart looping --- 1.32 1.45 -1.05 1.21 -1.16 -1.15 1.13 -1.60 -1.15 -1.51 -1.78 -1.50
CCDC41 coiled-coil domain containinchr12q22  cell projection organization --- -1.03 -1.01 -1.09 -1.11 1.01 1.13 1.61 1.34 1.54 1.58 2.30 1.56
CCDC42B coiled-coil domain containinchr12q24.13 0 --- 1.12 -1.06 -1.05 -1.09 -1.12 -1.05 1.01 -1.01 1.05 -1.04 1.21 1.30
CCDC47 coiled-coil domain containinchr17q23.3  ER overload response --- -1.07 -1.06 -1.06 -1.03 1.14 -1.01 1.01 -1.01 1.10 1.20 1.45 1.40
CCDC50 coiled-coil domain containinchr3q28 0 --- -1.13 -1.16 1.00 -1.10 1.15 1.01 -1.10 -1.07 -1.64 -1.40 -2.68 -2.54
CCDC50 coiled-coil domain containinchr3q28 0 --- 1.22 1.27 1.02 -1.17 -1.18 -1.27 -1.28 -1.14 -1.58 -1.61 -3.13 -3.92
CCDC50 coiled-coil domain containinchr3q28 0 --- 1.08 1.02 1.51 1.12 1.02 1.04 -1.08 -1.21 -1.31 -1.24 -1.43 -1.35
CCDC53 coiled-coil domain containinchr12q23.2 0 --- 1.11 1.04 -1.03 -1.00 -1.03 1.03 1.24 1.04 -1.64 -1.56 -1.44 -1.52
CCDC57 coiled-coil domain containinchr17q25.3 0 --- -1.21 -1.22 1.00 -1.05 -1.01 -1.03 1.25 -1.01 -1.48 -2.37 -1.59 -1.61
CCDC57 coiled-coil domain containinchr17q25.3 0 --- -1.12 1.03 -1.16 -1.00 -1.01 -1.01 1.29 1.11 1.01 -1.17 -1.30 -1.43
CCDC58 coiled-coil domain containinchr3q21.1 0 --- 1.05 -1.11 -1.20 -1.17 -1.08 -1.21 1.13 1.00 1.31 1.09 1.68 1.41
CCDC59 coiled-coil domain containinchr12q21.31  transcription, DNA-dependent --- 1.06 -1.03 1.00 1.02 -1.05 -1.01 -1.02 1.20 1.32 1.13 1.23 1.31
CCDC59 coiled-coil domain containinchr12q21.31  transcription, DNA-dependent --- -1.03 -1.00 -1.04 1.06 -1.02 -1.05 1.24 1.35 1.43 1.07 1.28 1.28
CCDC6 coiled-coil domain containinchr10q21 0 --- -1.01 1.06 -1.05 -1.06 1.03 -1.03 1.06 -1.03 -1.09 -1.10 -1.01 -1.08
CCDC62 coiled-coil domain containinchr12q24.31 0 --- 1.27 -1.98 -1.26 -1.78 2.92 -1.14 2.66 3.43 1.05 1.83 1.45 1.76
CCDC66 coiled-coil domain containinchr3p14.3  retinal rod cell development --- 1.16 1.11 1.16 1.04 -1.12 1.00 -1.25 -1.08 -2.13 -2.25 -1.51 -1.79
CCDC66 coiled-coil domain containinchr3p14.3  retinal rod cell development --- 1.90 1.31 -1.23 1.04 -1.54 1.19 1.65 -1.60 -1.38 -1.92 1.66 -1.21
CCDC68 coiled-coil domain containinchr18q21 0 --- -1.31 -1.42 -1.00 -1.42 1.08 1.23 1.16 1.12 -1.01 1.06 1.32 1.24
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CCDC71 coiled-coil domain containinchr3p21.31 0 --- -1.30 -1.21 1.38 1.68 2.73 4.00 1.04 -1.19 1.82 2.47 1.38 2.56
CCDC71L coiled-coil domain containinchr7q22.3 0 --- 1.16 1.06 1.78 1.55 1.32 -1.21 -1.03 1.31 1.31 -1.48 1.40 -1.06
CCDC74A /// coiled-coil domain containinchr2q21.1 0 --- 1.19 1.27 -1.33 -1.06 -1.02 -1.36 -1.03 -1.13 -1.07 1.21 -3.02 -1.75
CCDC77 coiled-coil domain containinchr12p13.33 0 --- 1.05 1.02 -1.03 1.01 -1.11 -1.13 -1.18 -1.02 -1.53 -1.59 -1.13 -1.09
CCDC78 coiled-coil domain containinchr16p13.3  skeletal muscle contraction --- 1.25 1.22 -1.28 1.36 1.21 1.08 1.19 1.44 -1.09 -1.28 -2.22 -1.80
CCDC82 coiled-coil domain containinchr11q21 0 --- 1.79 1.47 1.23 1.22 -1.14 1.17 -1.12 1.00 -2.24 -1.58 -1.25 -3.74
CCDC82 coiled-coil domain containinchr11q21 0 --- 1.18 1.18 1.04 -1.06 1.04 -1.03 1.05 1.10 1.63 1.36 1.34 1.26
CCDC84 coiled-coil domain containinchr11q23.3 0 --- 1.12 1.01 -1.01 1.08 -1.03 1.04 1.25 1.21 -1.48 -1.38 -1.48 -1.46
CCDC85A coiled-coil domain containinchr2p16.1 0 --- 1.48 1.81 -1.09 -1.55 -1.10 1.09 -3.50 -1.00 -3.53 -2.03 -2.48 -4.45
CCDC85B coiled-coil domain containinchr11q12.1  transcription, DNA-dependent --- 1.02 1.06 1.14 1.08 1.07 -1.02 1.72 1.34 2.50 1.80 1.58 1.47
CCDC85B coiled-coil domain containinchr11q12.1  transcription, DNA-dependent --- -1.11 -1.06 -1.22 -1.24 -1.09 -1.06 1.51 1.57 1.88 1.79 1.39 1.33
CCDC87 coiled-coil domain containinchr11q13.2  microtubule cytoskeleton organization --- -2.52 -1.69 -1.10 1.03 1.11 -1.66 1.72 1.39 -2.55 -2.12 -1.37 -1.24
CCDC88A coiled-coil domain containinchr2p16.1  microtubule cytoskeleton organization --- -1.52 -1.70 1.04 -1.19 1.24 1.15 -1.00 -1.09 1.05 1.16 3.52 2.56
CCDC88A coiled-coil domain containinchr2p16.1  microtubule cytoskeleton organization --- -1.01 -1.00 -1.04 -1.07 1.32 1.24 1.10 -1.07 1.30 1.24 1.01 -1.06
CCDC88A coiled-coil domain containinchr2p16.1  microtubule cytoskeleton organization --- 1.10 1.05 1.03 1.16 1.04 1.04 1.04 1.22 1.35 1.27 1.09 1.13
CCDC88C coiled-coil domain containinchr14q32.11  microtubule cytoskeleton organization --- -1.05 -1.12 1.12 -1.00 -1.01 -1.26 -1.31 -1.02 2.16 1.26 1.96 2.52
CCDC89 coiled-coil domain containinchr11q14.1 0 --- -1.47 -1.87 1.05 -1.64 1.84 -1.65 -2.63 -1.64 -1.33 -1.05 3.24 1.76
CCDC9 coiled-coil domain containinchr19q13.32 0 --- 1.05 -1.09 -1.07 1.13 -1.56 -1.24 -1.21 -1.18 1.48 1.29 1.09 1.27
CCDC90B coiled-coil domain containinchr11q14.1 0 --- 1.07 -1.01 1.11 -1.22 1.82 -1.05 -1.28 1.11 -1.36 -2.23 -1.27 -2.42
CCDC90B coiled-coil domain containinchr11q14.1 0 --- -1.03 1.01 -1.01 -1.05 -1.02 -1.03 -1.05 1.09 -1.18 -1.10 -1.17 -1.11
CCDC91 coiled-coil domain containinchr12p11.22  protein transport --- -1.11 -1.47 1.08 1.00 1.22 1.20 -1.01 1.04 -2.29 -1.86 -1.72 -1.50
CCDC91 coiled-coil domain containinchr12p11.22  transport --- -1.07 -1.04 1.01 -1.01 -1.01 -1.05 -1.07 -1.03 -1.49 -1.31 -1.21 -1.28
CCDC92 coiled-coil domain containinchr12q24.31 0 --- -1.07 1.04 1.15 1.24 -1.03 -1.14 1.09 1.17 -1.22 -1.13 -1.37 -1.31
CCDC93 coiled-coil domain containinchr2q14.1 0 --- -1.04 1.13 -1.08 -1.22 -1.29 -1.21 1.01 1.06 2.12 1.70 1.58 1.27
CCDC93 coiled-coil domain containinchr2q14.1 0 --- -1.01 1.05 1.11 -1.01 1.03 1.12 -1.05 -1.04 -1.23 1.06 -1.02 1.16
CCDC97 coiled-coil domain containinchr19q13.2 0 --- 1.06 -1.06 1.03 1.04 1.00 1.04 -1.12 -1.11 -1.27 -1.44 -1.44 -1.42
CCDC97 coiled-coil domain containinchr19q13.2 0 --- 1.21 1.29 1.07 1.37 1.17 -1.10 1.07 -1.65 -1.27 -1.42 -1.52 -1.47
CCL2 chemokine (C-C motif) liga chr17q11.2-q12  MAPK cascade --- 1.34 1.24 -1.03 1.00 -1.03 -1.08 1.29 1.31 1.59 -1.25 -1.35 -1.31
CCL20 chemokine (C-C motif) liga chr2q36.3  chemotaxis --- 1.57 -2.57 -1.01 -1.09 1.92 5.48 -2.07 -3.05 18.40 5.51 26.45 8.13
CCL26 chemokine (C-C motif) liga chr7q11.23  positive regulation of endothelial cell pro--- 1.01 1.16 -2.06 -2.24 -2.23 3.41 1.76 1.54 2.38 1.50 2.53 2.12
CCL28 chemokine (C-C motif) liga chr5p12  chemotaxis --- 1.07 1.17 1.03 1.23 -1.05 -1.01 -1.06 -1.10 -1.98 -1.27 -2.28 -1.27
CCL28 chemokine (C-C motif) liga chr5p12  chemotaxis --- 1.15 1.11 1.32 1.18 -1.23 -1.21 1.12 -1.06 -1.93 -1.13 -6.13 -5.22
CCL3 /// CCLchemokine (C-C motif) liga chr17q12 /// chr17q2 MAPK cascade --- 1.11 -1.45 1.77 2.12 1.78 1.34 -1.81 -1.39 -1.62 -3.77 1.68 2.09
CCL5 chemokine (C-C motif) liga chr17q11.2-q12  MAPK cascade --- -1.18 -1.10 -1.01 1.30 -2.37 1.19 10.05 5.81 14.24 7.21 6.71 4.98
CCL5 chemokine (C-C motif) liga chr17q11.2-q12  MAPK cascade --- -1.79 -1.47 -1.20 -1.22 -1.02 -1.02 5.67 3.93 13.26 6.82 7.95 5.21
CCL5 chemokine (C-C motif) liga chr17q11.2-q12  MAPK cascade --- -1.35 -1.28 -1.30 -1.13 1.16 -1.08 4.22 2.89 5.65 4.18 3.25 2.09
CCL7 chemokine (C-C motif) liga chr17q11.2-q12  monocyte chemotaxis --- -1.63 -1.07 -4.00 -1.25 -1.29 -1.19 -4.68 -1.05 9.55 7.46 -1.34 -1.50
CCL8 chemokine (C-C motif) liga chr17q11.2  protein phosphorylation --- 1.09 -1.03 -1.34 -1.12 -2.87 -2.37 1.69 -1.36 3.39 2.84 3.51 3.46
CCNA1 cyclin A1 chr13q12.3-q13  regulation of cyclin-dependent protein se Cell_cycle_KEGG // GenMAPP /// G1_to_S 1.08 -1.03 -1.07 -1.08 1.36 1.52 -1.75 1.09 1.50 1.45 1.16 1.06
CCNA2 cyclin A2 chr4q27  regulation of cyclin-dependent protein se Cell_cycle_KEGG // GenMAPP 1.01 1.10 -1.02 -1.06 1.01 -1.04 -1.06 -1.01 1.45 1.34 1.72 1.25
CCNB1 cyclin B1 chr5q12  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// G1_to_S -1.03 -1.05 -1.03 1.03 -1.04 -1.01 -1.17 -1.04 1.28 1.27 1.22 1.27
CCNB1IP1 cyclin B1 interacting proteinchr14q11.2  blastocyst formation --- -1.05 -1.08 1.09 1.12 1.11 1.00 1.42 1.11 1.39 1.12 1.51 1.53
CCNB2 cyclin B2 chr15q22.2  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP -1.01 -1.02 -1.01 -1.05 1.03 -1.02 -1.02 -1.07 1.17 1.08 1.30 1.26
CCNB2 cyclin B2 chr15q22.2  regulation of cyclin-dependent protein se Cell_cycle_KEGG // GenMAPP 1.12 -1.12 1.04 1.10 -1.16 -1.26 -1.11 -1.42 -1.18 -1.83 -2.50 -2.49
CCND1 cyclin D1 chr11q13  regulation of cyclin-dependent protein se G1_to_S_cell_cycle_Reactome // GenMAPP -1.16 -1.33 1.11 -1.05 -1.36 1.06 1.02 -1.06 1.37 1.29 -1.03 -1.06
CCND1 cyclin D1 chr11q13  regulation of cyclin-dependent protein se G1_to_S_cell_cycle_Reactome // GenMAPP 1.15 -1.11 -1.04 1.02 1.01 -1.01 1.07 1.10 1.57 1.26 1.03 1.02
CCND3 cyclin D3 chr6p21  regulation of cyclin-dependent protein se Cell_cycle_KEGG // GenMAPP /// G1_to_S -1.17 -1.16 -1.01 1.01 1.10 -1.01 1.34 1.28 1.95 1.55 1.17 1.30
CCNDBP1 cyclin D-type binding-protechr15q14-q15  cell cycle --- -1.05 -1.12 1.09 1.04 1.17 -1.04 -1.15 -1.28 -1.57 -1.48 -1.35 -1.23
CCNE1 cyclin E1 chr19q12  regulation of cyclin-dependent protein se Cell_cycle_KEGG // GenMAPP /// G1_to_S 1.03 -1.04 -1.03 -1.02 -1.08 -1.06 -1.31 -1.08 -1.33 -1.25 -1.38 -1.33
CCNE2 cyclin E2 chr8q22.1  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// G1_to_S 1.05 -1.02 -1.03 -1.16 1.08 -1.10 -1.46 -1.19 -2.17 -1.69 -1.06 -1.25
CCNF cyclin F chr16p13.3  re-entry into mitotic cell cycle --- -1.08 -1.07 -1.01 1.21 -1.12 -1.02 -1.15 1.12 1.32 1.18 1.19 1.21
CCNH cyclin H chr5q13.3-q14  regulation of cyclin-dependent protein se Cell_cycle_KEGG // GenMAPP /// G1_to_S 1.06 1.12 -1.01 -1.06 -1.02 -1.02 1.13 -1.07 1.48 1.29 1.33 1.27
CCNJ cyclin J chr10q23.33 0 --- -1.18 -1.11 -1.18 -1.11 -1.09 1.23 -1.28 1.07 -1.01 1.18 1.19 1.13
CCNJL cyclin J-like chr5q33.3 0 --- -1.01 -1.09 1.04 1.04 1.17 1.08 -1.22 -1.04 -1.38 -1.43 -1.79 -1.62
CCNK cyclin K chr14q32  regulation of cyclin-dependent protein se --- 1.02 1.10 -1.00 -1.01 -1.02 1.03 -1.02 -1.07 1.22 1.20 1.39 1.32
CCNK cyclin K chr14q32  regulation of cyclin-dependent protein se --- -1.02 1.03 1.05 -1.13 1.16 1.20 1.21 1.09 1.33 1.22 1.96 1.55
CCNL2 cyclin L2 chr1p36.33  regulation of cyclin-dependent protein se --- -1.07 -1.24 1.06 1.13 1.12 1.02 1.16 -1.04 -1.49 -1.43 -1.40 -1.13
CCNL2 cyclin L2 chr1p36.33  regulation of cyclin-dependent protein se --- -1.03 -1.06 1.02 1.26 -1.00 -1.09 1.06 1.10 -1.50 -1.68 -2.06 -1.49
CCNL2 cyclin L2 chr1p36.33  regulation of cyclin-dependent protein se --- 1.05 -1.10 -1.15 -1.03 1.25 1.28 -1.21 -1.39 -1.61 -1.40 -1.63 -1.43
CCNT1 cyclin T1 chr12q13.11  regulation of cyclin-dependent protein se --- -1.04 -1.13 -1.08 -1.01 -1.06 1.12 -1.15 1.01 1.12 1.34 1.15 1.22
CCNT2 cyclin T2 chr2q21.3  regulation of cyclin-dependent protein se --- 1.07 -1.07 1.13 -1.02 1.58 1.27 -1.06 -1.00 -1.49 -1.13 1.09 -1.28
CCNT2 cyclin T2 chr2q21.3  regulation of cyclin-dependent protein se --- -1.01 1.04 -1.07 1.04 -1.08 -1.02 1.17 1.04 -1.07 -1.18 1.24 1.15
CCNY cyclin Y chr10p11.21  regulation of cyclin-dependent protein se --- 1.10 1.23 1.12 -1.12 -1.08 -1.07 -1.21 1.03 -1.65 -1.26 -1.45 -1.61
CCNY cyclin Y chr10p11.21  regulation of cyclin-dependent protein se --- -1.02 1.04 -1.07 -1.06 -1.05 -1.08 -1.02 -1.00 -1.13 -1.16 -1.08 -1.11
CCNYL1 cyclin Y-like 1 chr2q33.3  regulation of cyclin-dependent protein se --- 1.13 1.02 1.04 1.04 -1.23 1.03 -1.33 -1.02 -1.75 -1.26 -1.31 -1.22
CCPG1 /// DYcell cycle progression 1 /// Dchr15q /// chr15q21. cell cycle --- 1.05 1.09 -1.02 1.01 1.10 -1.02 -1.01 -1.00 -1.10 -1.06 1.13 -1.13
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CCPG1 /// DYcell cycle progression 1 /// Dchr15q /// chr15q21. cell cycle --- -1.01 1.07 1.03 1.08 -1.12 1.00 -1.06 1.01 -1.19 1.03 -1.27 -1.22
CCPG1 /// DYcell cycle progression 1 /// Dchr15q /// chr15q21. cell cycle --- -1.05 1.01 1.06 -1.04 -1.09 1.10 -1.14 1.03 -1.34 1.01 -1.18 -1.21
CCR1 chemokine (C-C motif) recechr3p21  dendritic cell chemotaxis GPCRDB_Class_A_Rhodopsin-like // GenM 1.25 2.23 -1.10 -1.82 3.82 6.75 -3.08 -2.44 -2.09 -1.65 -1.78 -2.02
CCR1 chemokine (C-C motif) recechr3p21  dendritic cell chemotaxis GPCRDB_Class_A_Rhodopsin-like // GenM 1.16 1.00 -1.47 1.04 1.86 -1.12 -1.32 1.16 -1.12 -1.33 -2.16 -1.70
CCR3 chemokine (C-C motif) recechr3p21.3  positive regulation of endothelial cell proGPCRDB_Class_A_Rhodopsin-like // GenM 1.05 -1.13 1.16 -2.18 -3.50 -1.52 -1.04 -1.01 -1.39 -1.19 1.08 1.15
CCR5 chemokine (C-C motif) recechr3p21.31  MAPK cascade GPCRDB_Class_A_Rhodopsin-like // GenM 2.83 2.84 6.99 1.42 -6.81 -2.76 1.88 1.57 6.07 4.24 4.07 1.28
CCRN4L CCR4 carbon catabolite rep chr4q31.1  deadenylation-dependent decapping of nu--- -1.03 1.11 -1.05 -1.08 1.10 1.07 1.27 1.15 2.15 1.99 2.37 1.97
CCSAP centriole, cilia and spindle-achr1q42.13  multicellular organismal development --- 1.11 1.05 1.02 1.09 1.03 -1.03 1.03 -1.01 1.23 1.39 1.28 1.23
CCSER1 coiled-coil serine-rich prote chr4q22.1 0 --- -1.80 -1.09 -1.22 1.78 -1.36 -1.24 -1.72 -1.80 1.17 -1.19 2.03 2.59
CCSER2 coiled-coil serine-rich prote chr10q23.1  microtubule bundle formation --- 1.06 1.09 1.12 -1.09 -1.09 -1.00 1.15 -1.01 1.36 1.54 1.68 1.55
CCSER2 coiled-coil serine-rich prote chr10q23.1  microtubule bundle formation --- -1.01 1.00 1.10 -1.01 -1.01 -1.02 1.37 1.17 1.07 1.21 1.25 1.18
CCSER2 coiled-coil serine-rich prote chr10q23.1  microtubule bundle formation --- 1.01 -1.02 -1.11 -1.23 -1.04 1.13 -1.16 -1.19 -1.64 -1.14 -1.01 -1.05
CCSER2 coiled-coil serine-rich prote chr10q23.1  microtubule bundle formation --- -1.41 -1.49 -1.01 1.17 1.75 2.15 -1.14 1.16 3.44 4.61 2.69 2.11
CCT4 chaperonin containing TCP chr2p15  protein folding --- -1.04 -1.00 -1.01 1.02 1.01 -1.02 1.09 -1.00 1.36 1.12 1.15 1.14
CCT5 chaperonin containing TCP chr5p15.2  protein folding --- 1.04 1.03 -1.10 -1.06 1.10 1.08 -1.36 -1.26 -1.58 -1.48 -1.35 -1.24
CCT6A chaperonin containing TCP chr7p11.2  protein folding --- -1.05 -1.01 -1.01 1.05 -1.00 -1.06 -1.05 1.00 1.04 -1.08 1.01 1.08
CCT6P1 /// CCchaperonin containing TCP chr7q11.21 0 --- -1.02 -1.00 1.14 1.21 1.12 1.12 1.25 1.13 1.06 -1.03 1.57 1.41
CD109 CD109 molecule chr6q13  negative regulation of peptidase activity --- 1.22 1.21 1.02 -1.07 -1.08 1.06 -1.19 -1.10 -1.29 -1.10 -2.27 -2.70
CD109 CD109 molecule chr6q13  negative regulation of peptidase activity --- 1.16 1.12 -1.00 1.02 1.01 1.00 1.07 1.04 -1.21 -1.03 -1.24 -1.20
CD109 CD109 molecule chr6q13  negative regulation of peptidase activity --- 1.12 1.33 1.21 -1.08 1.03 -1.15 1.25 1.03 -1.51 -1.50 -1.68 -1.55
CD164 CD164 molecule, sialomucichr6q21  immune response --- 1.24 -1.00 -1.03 1.08 -1.12 1.10 1.01 -1.10 1.15 1.18 1.60 1.53
CD1A CD1a molecule chr1q22-q23  immune response --- 1.55 2.92 -1.29 1.10 2.31 1.76 1.90 1.63 -3.53 -1.09 2.47 3.70
CD209 CD209 molecule chr19p13  endocytosis --- 4.14 5.31 1.54 1.55 -1.20 -1.51 -1.28 -1.50 1.24 1.09 1.80 2.24
CD24 CD24 molecule chr6q21  response to hypoxia --- -1.02 1.03 -1.07 -1.01 -1.01 1.03 -1.07 -1.12 -1.14 -1.12 -1.25 -1.41
CD24 CD24 molecule chr6q21  response to hypoxia --- -1.00 1.06 -1.04 1.00 -1.04 1.02 -1.04 -1.12 -1.11 -1.11 -1.25 -1.41
CD24 CD24 molecule chr6q21  response to hypoxia --- 1.03 -1.03 -1.12 -1.02 -1.02 1.14 -1.21 -1.12 -1.02 -1.12 -1.32 -1.29
CD24 CD24 molecule chr6q21  response to hypoxia --- 1.08 1.06 -1.12 -1.02 -1.15 1.08 -1.29 -1.20 -1.48 -1.17 -1.39 -1.49
CD24 CD24 molecule chr6q21  response to hypoxia --- 1.06 1.06 1.00 1.11 -1.03 1.02 -1.02 -1.01 -1.25 -1.12 -1.05 -1.09
CD274 CD274 molecule chr9p24  immune response --- -1.26 -1.39 -1.86 1.10 1.18 -1.50 3.79 3.09 2.30 1.65 4.05 1.91
CD274 CD274 molecule chr9p24  immune response --- 1.57 1.68 -1.30 -1.70 1.08 1.06 -1.04 -1.05 1.88 1.65 1.97 1.96
CD276 CD276 molecule chr15q23-q24  immune response --- -1.01 -1.07 1.11 -1.01 1.13 1.09 1.13 1.28 1.20 1.26 1.21 1.17
CD2AP CD2-associated protein chr6p12  protein complex assembly --- 1.00 -1.13 1.03 1.10 -1.11 1.06 -1.05 -1.24 -1.34 -1.08 -1.26 -1.40
CD2BP2 CD2 (cytoplasmic tail) bindchr16p11.2  assembly of spliceosomal tri-snRNP mRNA_processing_Reactome // GenMAPP -1.03 -1.08 -1.02 1.00 1.08 -1.00 1.13 -1.05 -1.62 -1.65 -1.49 -1.52
CD300LF CD300 molecule-like familychr17q25.1 0 --- -1.42 2.86 -1.56 -1.20 1.12 1.51 1.84 2.28 4.61 1.63 8.98 1.55
CD300LG CD300 molecule-like familychr17q21.31 0 --- 2.60 1.97 1.89 -1.52 1.37 4.13 -1.58 -1.17 4.82 5.31 -1.30 1.55
CD302 /// LY7CD302 molecule /// LY75-Cchr2q /// chr2q24.2  endocytosis --- 1.12 1.21 -1.01 1.03 -1.06 -1.12 -1.73 -1.36 -1.86 -1.63 -1.33 -1.29
CD33 CD33 molecule chr19q13.3  cell adhesion --- 2.85 2.08 -1.03 -1.05 1.04 1.29 -1.39 -1.90 -1.13 1.17 -1.02 -1.44
CD36 CD36 molecule (thrombospchr7q11.2  negative regulation of transcription from --- 1.07 -1.01 1.12 1.07 -1.48 -1.23 1.15 -1.14 -1.67 -1.24 -2.90 -2.27
CD36 CD36 molecule (thrombospchr7q11.2  negative regulation of transcription from --- 1.23 1.18 -1.26 -1.05 -1.20 -1.22 -1.39 1.05 -1.76 -1.23 -1.81 -1.85
CD36 CD36 molecule (thrombospchr7q11.2  negative regulation of transcription from --- 1.33 1.50 -1.05 -1.13 -1.05 1.10 -1.22 -1.02 -1.65 -1.78 1.22 1.30
CD38 CD38 molecule chr4p15  response to hypoxia --- 2.39 3.61 -2.43 -2.17 1.06 -1.22 -1.65 -1.67 -1.05 -2.74 1.46 1.74
CD3EAP CD3e molecule, epsilon ass chr19q13.3  transmembrane receptor protein tyrosine --- 1.03 1.01 -1.04 -1.01 1.01 1.08 -1.10 -1.01 1.18 1.16 1.30 1.12
CD44 CD44 molecule (Indian bloochr11p13  branching involved in ureteric bud morph--- -1.42 -1.41 -1.02 -1.08 1.41 1.21 1.03 1.41 1.51 1.24 2.96 4.03
CD44 CD44 molecule (Indian bloochr11p13  branching involved in ureteric bud morph--- -1.04 -1.04 -1.04 -1.05 -1.00 -1.02 1.20 1.11 1.56 1.56 2.24 2.51
CD44 CD44 molecule (Indian bloochr11p13  branching involved in ureteric bud morph--- -1.04 -1.20 1.29 1.91 1.36 -1.08 -2.03 -1.32 2.46 2.06 2.60 3.02
CD44 CD44 molecule (Indian bloochr11p13  branching involved in ureteric bud morph--- 1.20 1.11 -1.06 1.04 1.12 1.20 -3.49 -2.35 1.85 1.99 1.37 1.36
CD44 CD44 molecule (Indian bloochr11p13  branching involved in ureteric bud morph--- -1.00 -1.01 1.02 -1.02 1.04 -1.02 1.16 -1.01 1.57 1.50 2.05 2.17
CD44 CD44 molecule (Indian bloochr11p13  branching involved in ureteric bud morph--- -1.05 -1.05 -1.10 -1.09 1.02 -1.01 1.18 1.06 1.62 1.62 2.24 2.48
CD44 CD44 molecule (Indian bloochr11p13  branching involved in ureteric bud morph--- -1.03 1.02 -1.08 -1.11 -1.08 1.01 1.06 -1.01 1.21 1.26 1.42 1.32
CD44 CD44 molecule (Indian bloochr11p13  branching involved in ureteric bud morph--- -1.03 -1.02 1.05 -1.02 1.14 1.01 1.22 -1.02 1.82 1.61 2.32 2.49
CD44 CD44 molecule (Indian bloochr11p13  branching involved in ureteric bud morph--- -1.17 -1.11 -1.04 -1.43 1.27 -1.00 1.43 1.09 1.81 1.73 2.57 2.87
CD44 CD44 molecule (Indian bloochr11p13  branching involved in ureteric bud morph--- 1.05 1.09 1.01 -1.03 -1.10 1.01 -1.07 -1.14 -1.12 -1.13 -1.20 -1.25
CD46 CD46 molecule, complemenchr1q32  proteolysis --- 1.16 1.12 -1.07 -1.05 1.03 -1.01 1.05 -1.08 1.24 1.20 1.68 1.49
CD46 CD46 molecule, complemenchr1q32  proteolysis --- 1.04 1.02 1.08 1.15 1.22 1.14 1.06 1.25 1.36 1.31 1.82 1.71
CD46 CD46 molecule, complemenchr1q32  proteolysis --- -1.01 -1.08 1.21 1.14 1.26 1.05 1.19 1.15 1.52 1.27 1.95 1.88
CD47 CD47 molecule chr3q13.1-q13.2  cell adhesion --- -1.07 -1.03 1.00 1.04 1.05 -1.07 1.18 1.10 1.18 1.07 1.41 1.37
CD5 CD5 molecule chr11q13  cell recognition --- 2.51 -1.08 -2.44 -1.75 -1.34 -1.51 -4.65 -1.87 8.85 10.25 -3.43 -1.86
CD59 CD59 molecule, complemenchr11p13  cell activation --- -1.03 -1.02 -1.08 1.01 -1.01 1.03 -1.02 -1.06 -1.07 1.00 -1.29 -1.15
CD59 CD59 molecule, complemenchr11p13  cell activation --- 1.04 -1.03 -1.00 1.03 1.00 -1.06 1.18 1.15 1.22 1.05 1.13 1.30
CD59 CD59 molecule, complemenchr11p13  cell activation --- -1.02 1.04 -1.01 1.01 -1.02 -1.02 1.02 -1.04 1.13 1.03 -1.15 -1.14
CD59 CD59 molecule, complemenchr11p13  cell activation --- 1.09 -1.14 -1.10 1.02 -1.25 1.10 -1.21 -1.09 -1.77 -1.55 -3.59 -2.63
CD68 /// SNOCD68 molecule /// small nu chr17p13 /// chr17p  cellular response to organic substance --- 1.38 1.01 1.03 1.46 1.24 1.00 1.00 -1.25 2.74 2.09 2.67 2.87
CD70 CD70 molecule chr19p13  induction of apoptosis --- 1.00 1.02 1.05 -1.01 1.13 -1.01 1.10 1.03 1.20 1.13 2.05 1.91
CD74 CD74 molecule, major histochr5q32  activation of MAPK activity --- 1.16 -1.05 1.80 2.14 -1.05 1.10 1.25 -1.19 1.89 1.71 1.90 2.22
CD74 CD74 molecule, major histochr5q32  activation of MAPK activity --- -1.09 -1.33 -1.00 1.02 -1.17 1.25 1.34 -1.28 1.96 1.63 2.16 2.45
CD74 CD74 molecule, major histochr5q32  activation of MAPK activity --- -1.03 -1.15 1.07 1.09 1.04 -1.04 1.25 1.17 1.72 1.39 1.45 1.55
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CD79B CD79b molecule, immunog chr17q23  immune response --- -1.32 -1.50 -1.19 -1.06 -1.06 1.26 -1.77 -1.51 1.24 1.45 1.64 2.03
CD82 CD82 molecule chr11p11.2 0 --- -1.14 -1.05 -1.23 -1.11 -1.09 1.02 -1.27 1.02 -1.33 1.02 -1.36 -1.48
CD83 CD83 molecule chr6p23  defense response --- -1.09 -1.09 -1.02 1.14 1.08 1.07 1.14 1.26 1.08 -1.01 -1.46 -1.38
CD84 CD84 molecule chr1q24  defense response --- -1.29 -1.21 2.64 9.88 2.37 -2.59 1.46 -6.94 -3.27 -1.30 1.88 1.74
CD84 CD84 molecule chr1q24  defense response --- 3.41 2.85 1.16 1.54 -1.38 1.25 -2.11 1.21 3.62 1.71 1.15 1.43
CD96 CD96 molecule chr3q13.13-q13.2  immune response --- -1.29 3.81 -2.04 2.59 -5.20 -2.89 5.22 -3.00 -1.60 -1.10 9.29 13.47
CD97 CD97 molecule chr19p13  cellular component movement GPCRDB_Class_B_Secretin-like // GenMAP -1.09 -1.11 1.28 1.28 1.01 -1.00 1.08 1.02 1.26 1.16 1.44 1.62
CD99L2 CD99 molecule-like 2 chrXq28  cell adhesion --- -1.01 -1.12 1.18 1.13 1.08 -1.02 1.00 -1.18 -1.43 -1.23 -1.61 -1.32
CD99L2 CD99 molecule-like 2 chrXq28  cell adhesion --- 1.07 1.01 1.02 1.10 1.02 1.09 1.00 -1.02 -1.11 -1.09 -1.28 -1.23
CD99P1 CD99 molecule pseudogenechrXp22.33;Yp11.3 0 --- 1.01 1.04 1.21 1.04 -1.05 1.06 1.22 -1.04 1.18 1.12 1.38 1.16
CDADC1 cytidine and dCMP deaminachr13q14.2  metabolic process --- 1.06 1.02 -1.10 1.04 1.03 -1.00 1.08 1.10 1.28 1.26 1.64 1.88
CDADC1 cytidine and dCMP deaminachr13q14.2  metabolic process --- 1.31 1.22 -1.10 -1.09 -1.02 1.13 -1.38 -1.18 -1.69 -1.39 -1.19 -1.40
CDADC1 cytidine and dCMP deaminachr13q14.2  metabolic process --- -1.03 -1.08 1.03 1.15 1.04 1.04 1.12 1.23 1.37 1.10 1.27 1.34
CDADC1 cytidine and dCMP deaminachr13q14.2  metabolic process --- -1.08 -1.09 1.21 1.08 1.22 -1.03 1.12 1.12 1.00 1.01 1.46 1.37
CDC14A cell division cycle 14A chr1p21  protein dephosphorylation Cell_cycle_KEGG // GenMAPP 1.26 1.57 1.53 -1.15 1.47 -1.01 -1.05 -1.03 -1.16 -1.24 -1.94 -2.50
CDC14A cell division cycle 14A chr1p21  protein dephosphorylation Cell_cycle_KEGG // GenMAPP 1.07 -1.01 -1.35 -1.24 -1.19 1.00 1.33 1.13 -2.12 -1.21 -2.32 -2.38
CDC14B cell division cycle 14B chr9q22.3  DNA repair Cell_cycle_KEGG // GenMAPP 1.20 1.30 -1.39 -1.50 1.06 1.13 -1.42 -1.24 -1.37 -1.30 -1.26 -1.93
CDC14B cell division cycle 14B chr9q22.3  DNA repair Cell_cycle_KEGG // GenMAPP -1.21 -1.37 1.01 -1.01 1.09 1.06 1.08 1.13 -1.03 -1.08 -1.16 -1.28
CDC14B cell division cycle 14B chr9q22.3  DNA repair Cell_cycle_KEGG // GenMAPP -1.25 -1.37 -1.12 -1.10 -1.11 -1.21 1.14 1.26 1.13 -1.01 -1.20 -1.33
CDC14B cell division cycle 14B chr9q22.3  DNA repair Cell_cycle_KEGG // GenMAPP -1.31 -1.13 2.09 1.98 4.89 5.26 2.11 1.71 3.80 3.04 1.34 1.02
CDC14B cell division cycle 14B chr9q22.3  DNA repair Cell_cycle_KEGG // GenMAPP -1.05 1.05 -1.55 -1.33 -1.62 -1.35 -2.63 -1.83 -1.10 -1.13 1.18 1.17
CDC14B cell division cycle 14B chr9q22.3  DNA repair Cell_cycle_KEGG // GenMAPP -1.04 1.07 -1.09 1.02 1.11 1.13 -1.09 -1.22 1.29 -1.08 1.45 1.44
CDC16 cell division cycle 16 chr13q34  cell cycle checkpoint --- -1.02 -1.08 -1.04 1.10 -1.02 -1.00 -1.04 1.06 -1.95 -1.95 -2.19 -1.78
CDC16 cell division cycle 16 chr13q34  cell cycle checkpoint --- -1.03 1.02 -1.06 1.06 1.01 -1.08 -1.09 1.05 -1.50 -1.57 -1.52 -1.30
CDC16 cell division cycle 16 chr13q34  cell cycle checkpoint --- -1.09 -1.14 1.03 1.10 -1.01 -1.06 -1.03 -1.03 -1.69 -1.62 -1.33 -1.18
CDC20 cell division cycle 20 chr1p34.1  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP -1.09 -1.05 -1.04 1.02 1.01 -1.08 -1.07 -1.01 1.97 1.46 1.75 1.84
CDC23 cell division cycle 23 chr5q31  cell cycle checkpoint --- -1.01 1.03 1.02 1.03 -1.06 -1.01 -1.19 -1.05 1.06 1.08 1.23 1.15
CDC25A cell division cycle 25A chr3p21  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// G1_to_S -1.04 -1.08 1.10 1.11 1.12 -1.01 -1.16 -1.00 1.37 1.17 1.33 1.34
CDC25B cell division cycle 25B chr20p13  G2 Cell_cycle_KEGG // GenMAPP -1.11 -1.13 1.01 1.07 1.05 -1.03 1.09 1.12 1.54 1.28 1.34 1.40
CDC25C cell division cycle 25C chr5q31  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP -1.16 -1.21 -1.01 -1.10 -1.04 -1.22 -1.31 -1.10 -1.13 -1.14 1.31 1.15
CDC25C cell division cycle 25C chr5q31  regulation of cyclin-dependent protein se Cell_cycle_KEGG // GenMAPP 1.00 -1.03 1.02 -1.02 -1.11 -1.03 -1.27 1.04 -1.38 -1.62 1.35 1.18
CDC25C cell division cycle 25C chr5q31  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP 1.09 -1.02 1.03 -1.17 -1.16 -1.08 -1.18 -1.21 -1.34 -1.68 1.27 1.03
CDC26 cell division cycle 26 chr9q32  cell cycle checkpoint --- -1.11 -1.24 1.08 1.05 -1.02 1.07 1.07 1.12 1.25 1.04 1.36 1.32
CDC27 cell division cycle 27 chr17q21.32  cell cycle checkpoint --- 1.27 1.17 -1.06 1.07 1.23 1.12 1.01 -1.06 1.29 1.25 1.66 1.28
CDC27 cell division cycle 27 chr17q21.32  cell cycle checkpoint --- 1.05 1.04 1.05 1.02 1.04 -1.05 1.08 1.08 -1.19 -1.02 1.12 1.13
CDC27 cell division cycle 27 chr17q21.32  cell cycle checkpoint --- 1.14 1.03 -1.03 1.00 -1.19 1.02 -1.24 -1.11 -1.44 -1.14 -1.27 -1.34
CDC34 cell division cycle 34 chr19p13.3  G1 --- 1.20 1.07 1.29 1.15 -1.06 -1.08 1.13 1.04 1.60 1.19 2.09 1.81
CDC37L1 cell division cycle 37-like 1 chr9p24.1 0 --- -1.01 -1.01 1.21 -1.05 1.08 1.03 1.04 1.02 -1.11 -1.00 1.24 1.10
CDC40 cell division cycle 40 chr6q21  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.16 1.23 1.00 -1.16 1.04 1.03 1.22 1.03 1.08 -1.07 1.57 1.65
CDC42 cell division cycle 42 chr1p36.1  positive regulation of protein phosphoryl G13_Signaling_Pathway // GenMAPP /// Int -1.02 -1.02 -1.06 -1.10 -1.17 1.03 -1.18 -1.13 -1.02 1.07 -1.17 -1.12
CDC42 cell division cycle 42 chr1p36.1  positive regulation of protein phosphoryl G13_Signaling_Pathway // GenMAPP /// Int 1.59 1.09 -1.01 -1.10 -1.31 -1.16 1.41 1.35 1.93 1.86 1.20 1.04
CDC42 cell division cycle 42 chr1p36.1  positive regulation of protein phosphoryl G13_Signaling_Pathway // GenMAPP /// Int -1.04 -1.01 1.01 -1.01 1.04 -1.15 1.22 1.07 1.66 1.46 1.34 1.35
CDC42BPA CDC42 binding protein kinachr1q42.11  microtubule cytoskeleton organization --- -1.30 -1.27 1.08 -1.01 1.14 -1.11 -1.03 1.26 -1.98 -2.63 -1.78 -1.45
CDC42BPA CDC42 binding protein kinachr1q42.11  microtubule cytoskeleton organization --- 1.01 -1.35 1.11 1.22 1.37 1.20 -1.10 1.22 -1.32 -1.65 -2.05 -1.52
CDC42BPA CDC42 binding protein kinachr1q42.11  microtubule cytoskeleton organization --- -1.10 -1.02 -1.00 -1.07 -1.16 1.02 -1.50 -1.19 -2.10 -1.67 -1.63 -1.67
CDC42BPA CDC42 binding protein kinachr1q42.11  microtubule cytoskeleton organization --- -1.09 -1.05 1.08 1.13 1.15 1.08 1.08 -1.03 -1.50 -1.54 -1.25 -1.24
CDC42EP1 CDC42 effector protein (Rhchr22q13.1  Rho protein signal transduction --- -1.20 -1.33 -1.08 1.04 1.04 -1.09 -1.02 1.03 1.63 1.45 1.20 1.36
CDC42EP2 CDC42 effector protein (Rhchr11q13  actin filament organization --- 1.08 -1.00 1.07 1.20 1.02 -1.16 1.51 1.40 1.84 1.07 1.30 1.21
CDC42EP3 CDC42 effector protein (Rhchr2p21  signal transduction --- 1.13 1.06 1.07 -1.07 1.01 1.10 -1.14 1.06 -1.23 -1.22 -1.43 -1.66
CDC42EP3 CDC42 effector protein (Rhchr2p21  signal transduction --- -1.04 -1.04 -1.07 1.01 1.00 1.02 -1.10 -1.08 -1.60 -1.65 -1.97 -1.75
CDC42EP3 CDC42 effector protein (Rhchr2p21  signal transduction --- -1.06 -1.13 1.06 1.12 1.42 1.25 1.00 1.08 -1.11 1.07 1.39 1.09
CDC42EP3 CDC42 effector protein (Rhchr2p21  signal transduction --- 1.05 1.10 -1.04 -1.02 -1.00 -1.03 -1.28 -1.08 -1.61 -1.49 -1.80 -1.76
CDC42EP4 CDC42 effector protein (Rhchr17q24-q25  Rho protein signal transduction --- 1.14 1.09 1.06 1.00 -1.03 1.16 -1.06 -1.07 -1.03 1.03 -1.18 -1.32
CDC42EP4 CDC42 effector protein (Rhchr17q24-q25  Rho protein signal transduction --- 1.03 1.04 -1.05 -1.08 -1.02 1.01 -1.01 1.01 1.14 1.16 -1.12 -1.14
CDC42EP5 CDC42 effector protein (Rhchr19q13.42  JNK cascade --- 1.79 -1.05 -1.55 -1.59 2.18 6.43 -1.10 1.30 8.34 7.16 1.68 1.64
CDC45 cell division cycle 45 chr22q11.21  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep -1.04 -1.02 1.11 -1.04 1.13 1.09 1.11 -1.01 -1.11 -1.21 -1.26 -1.30
CDC5L cell division cycle 5-like chr6p21  mRNA splicing, via spliceosome --- 1.10 1.14 1.05 -1.04 1.03 1.16 -1.10 -1.02 -1.12 -1.12 -1.30 -1.54
CDC6 cell division cycle 6 chr17q21.3  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep 1.11 1.07 -1.01 -1.16 -1.04 1.04 -1.10 -1.12 -1.14 -1.20 -1.26 -1.39
CDC7 cell division cycle 7 chr1p22  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep -1.03 1.02 -1.09 -1.14 -1.13 1.01 -1.32 -1.07 -1.73 -1.27 -1.37 -1.30
CDC73 cell division cycle 73 chr1q25  negative regulation of transcription from --- 1.05 1.03 1.02 -1.04 1.11 1.01 -1.14 -1.09 -1.57 -1.28 -1.96 -2.33
CDCA2 cell division cycle associate chr8p21.2  cell cycle --- -1.09 -1.12 1.02 1.10 1.08 -1.07 1.07 1.08 1.83 1.90 1.93 2.19
CDCA2 cell division cycle associate chr8p21.2  cell cycle --- -1.22 -1.35 1.09 1.09 1.14 1.24 -1.12 -1.10 1.29 1.87 1.47 1.67
CDCA3 cell division cycle associate chr12p13  cell cycle --- 1.07 -1.04 -1.07 -1.03 -1.01 1.08 -1.22 -1.07 1.03 1.04 1.10 1.24
CDCA3 cell division cycle associate chr12p13  cell cycle --- -1.07 -1.24 1.11 1.04 1.10 1.06 -1.15 -1.14 1.14 1.06 1.17 1.35
CDCA4 cell division cycle associate chr14q32.33  cell division --- -1.03 -1.01 -1.05 -1.00 -1.04 -1.02 -1.05 -1.05 -1.01 1.01 -1.09 -1.07
CDCA5 cell division cycle associate chr11q12.1  G1 --- -1.06 -1.06 -1.04 1.05 -1.04 -1.08 1.15 1.12 1.68 1.46 1.46 1.61
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CDCA7 cell division cycle associate chr2q31  transcription, DNA-dependent --- 1.74 1.26 1.13 1.08 -1.03 1.23 1.42 1.23 -1.49 -1.82 -1.89 -1.76
CDCA7 cell division cycle associate chr2q31  transcription, DNA-dependent --- 1.11 1.08 -1.00 1.06 1.03 1.10 -1.26 -1.10 -1.29 -1.36 -1.82 -1.92
CDCA7L cell division cycle associate chr7p15.3  transcription, DNA-dependent --- -1.02 1.03 -1.04 1.01 -1.01 -1.03 1.11 1.02 -1.22 -1.14 -1.39 -1.27
CDCP1 CUB domain containing prochr3p21.31 0 --- 1.06 -1.06 1.06 1.10 -1.08 1.17 1.33 1.62 7.61 4.52 7.16 6.11
CDCP1 CUB domain containing prochr3p21.31 0 --- 1.22 1.33 1.18 -1.09 1.01 1.03 1.05 -1.02 2.73 2.25 2.87 2.43
CDCP1 CUB domain containing prochr3p21.31 0 --- -1.06 -1.09 1.06 1.08 1.20 1.04 1.69 1.15 2.91 2.24 2.15 2.00
CDH1 cadherin 1, type 1, E-cadherchr16q22.1  in utero embryonic development Cell_cycle_KEGG // GenMAPP -1.27 -1.10 1.80 1.37 -1.43 -1.53 -1.80 -1.12 1.16 1.58 1.12 1.26
CDH11 cadherin 11, type 2, OB-cadchr16q21  skeletal system development --- 1.08 1.01 1.25 -1.23 1.09 1.01 -1.01 1.21 -2.20 -1.64 -3.77 -2.69
CDH11 cadherin 11, type 2, OB-cadchr16q21  skeletal system development --- 1.25 1.93 -1.47 -1.75 1.57 1.17 1.08 -1.19 -1.81 -2.93 -2.77 -3.23
CDH18 cadherin 18, type 2 chr5p14.3  cell adhesion --- 1.09 -1.65 -2.16 -1.78 -1.95 -3.55 1.80 1.35 5.91 1.52 4.60 2.17
CDH19 cadherin 19, type 2 chr18q22.1  cell adhesion --- 1.38 1.68 1.38 -1.10 -5.99 -2.58 1.80 -3.06 -1.86 2.94 -1.60 1.61
CDH2 cadherin 2, type 1, N-cadhe chr18q11.2  cell adhesion --- -1.03 -1.08 -1.09 1.03 -1.12 1.07 -1.15 -1.00 -1.14 1.05 -1.19 -1.11
CDH24 cadherin 24, type 2 chr14q11.2  cell adhesion --- -1.15 -1.04 -1.20 1.10 1.02 1.14 -1.03 1.12 1.22 1.31 -1.27 -1.07
CDH3 cadherin 3, type 1, P-cadherchr16q22.1  cell adhesion --- 2.24 1.99 1.63 1.72 1.24 -1.06 -1.01 1.15 1.72 -1.08 1.72 1.59
CDH5 cadherin 5, type 2 (vascular chr16q22.1  blood vessel maturation --- -1.16 -1.98 -1.30 -1.38 1.11 1.13 -8.18 -1.48 -1.16 -3.53 1.41 1.47
CDH6 cadherin 6, type 2, K-cadhe chr5p13.3  cell adhesion --- 1.12 1.09 1.01 -1.04 1.02 -1.09 -1.43 -1.12 -5.02 -3.59 -2.56 -2.86
CDH9 cadherin 9, type 2 (T1-cadh chr5p14  cell adhesion --- 2.15 1.84 3.46 -1.43 -4.56 -1.04 3.24 -1.59 -2.11 -3.06 2.92 2.22
CDIPT CDP-diacylglycerol--inositochr16p11.2  lipid metabolic process --- 1.08 -1.00 -1.00 1.00 -1.13 1.10 -1.22 -1.20 -1.13 -1.07 -1.25 -1.13
CDIPT-AS1 CDIPT antisense RNA 1 (hechr16p11.2 0 --- -1.35 -1.08 1.52 1.17 -1.61 -1.36 1.19 -1.82 -1.09 -1.07 1.81 1.51
CDK1 cyclin-dependent kinase 1 chr10q21.1  G1 --- 1.30 1.23 1.06 -1.04 -1.12 -1.02 -1.09 1.01 1.33 1.13 1.56 1.27
CDK10 cyclin-dependent kinase 10 chr16q24  protein phosphorylation --- -1.12 -1.12 1.02 1.17 1.31 1.23 1.14 1.08 -1.11 -1.26 -1.23 -1.12
CDK11A /// Ccyclin-dependent kinase 11Achr1p36.33  regulation of cell growth --- 1.04 1.06 -1.06 -1.17 -1.03 -1.01 -1.09 -1.14 1.20 1.01 1.21 1.11
CDK12 cyclin-dependent kinase 12 chr17q12  mRNA processing --- 1.08 1.14 -1.13 -1.07 -1.16 1.04 -1.22 -1.05 -1.16 -1.15 1.29 1.00
CDK12 cyclin-dependent kinase 12 chr17q12  mRNA processing --- 1.22 1.16 -1.06 -1.12 1.02 1.05 -1.34 -1.17 -1.45 -1.22 -1.10 -1.13
CDK13 cyclin-dependent kinase 13 chr7p13  alternative mRNA splicing, via spliceoso --- 1.13 -1.03 1.09 1.07 1.04 1.05 -1.08 -1.08 -1.26 -1.36 -1.40 -1.43
CDK13 cyclin-dependent kinase 13 chr7p13  alternative mRNA splicing, via spliceoso --- -1.21 -1.15 1.11 1.12 1.18 1.12 1.22 1.18 1.09 1.14 1.33 1.46
CDK13 cyclin-dependent kinase 13 chr7p13  alternative mRNA splicing, via spliceoso --- 1.20 1.36 1.29 1.29 1.34 1.20 -1.12 -1.07 -1.33 -1.11 -2.02 -1.48
CDK13 cyclin-dependent kinase 13 chr7p13  alternative mRNA splicing, via spliceoso --- 1.13 -1.04 1.05 -1.05 -1.01 -1.06 -1.51 -1.00 -1.69 -1.57 -1.04 -1.32
CDK16 cyclin-dependent kinase 16 chrXp11  protein phosphorylation --- -1.11 -1.20 1.06 1.18 1.07 -1.07 1.25 1.11 1.91 1.47 1.18 1.34
CDK16 cyclin-dependent kinase 16 chrXp11  protein phosphorylation --- -1.07 -1.09 1.03 1.17 1.02 -1.12 1.24 1.16 1.90 1.29 1.18 1.28
CDK18 cyclin-dependent kinase 18 chr1q31-q32  protein phosphorylation --- 1.10 -1.11 1.15 1.68 1.03 1.02 1.80 1.28 1.97 1.78 2.40 3.30
CDK19 cyclin-dependent kinase 19 chr6q21  protein phosphorylation --- -1.08 -1.14 -1.01 -1.16 1.01 -1.05 -1.53 -1.13 -2.71 -1.70 -2.28 -1.44
CDK19 cyclin-dependent kinase 19 chr6q21  protein phosphorylation --- 1.07 1.02 1.12 1.11 1.06 1.35 -1.25 -1.18 -2.58 -1.82 -1.82 -2.21
CDK19 cyclin-dependent kinase 19 chr6q21  protein phosphorylation --- -7.27 -3.52 2.82 3.98 -1.66 1.29 1.54 2.95 -7.85 -1.77 2.51 1.34
CDK19 cyclin-dependent kinase 19 chr6q21  protein phosphorylation --- 1.01 -1.02 -1.08 -1.18 -1.07 1.02 1.41 1.08 1.55 1.80 2.15 1.76
CDK2AP2 cyclin-dependent kinase 2 a chr11q13  phosphorylation --- -1.02 1.01 -1.02 -1.05 -1.05 -1.08 1.15 1.07 1.40 1.42 1.42 1.53
CDK4 cyclin-dependent kinase 4 chr12q14  G1 phase of mitotic cell cycle Cell_cycle_KEGG // GenMAPP /// G1_to_S -1.09 -1.09 1.00 1.03 1.04 -1.01 1.07 -1.06 -1.08 -1.05 -1.32 -1.22
CDK5 cyclin-dependent kinase 5 chr7q36  neuron migration --- -1.03 -1.07 1.15 1.01 -1.06 -1.05 -1.10 -1.06 -1.22 -1.17 -1.28 -1.20
CDK6 cyclin-dependent kinase 6 chr7q21-q22  G1 phase of mitotic cell cycle --- 1.09 1.15 1.06 -1.07 -1.01 1.02 -1.04 -1.14 -1.41 -1.47 -1.28 -1.62
CDK6 cyclin-dependent kinase 6 chr7q21-q22  G1 phase of mitotic cell cycle --- 1.16 1.25 -1.04 -1.26 1.10 -1.07 1.02 -1.05 -1.88 -1.82 -1.32 -1.55
CDK7 cyclin-dependent kinase 7 chr5q12.1  regulation of cyclin-dependent protein se G1_to_S_cell_cycle_Reactome // GenMAPP -1.02 1.03 -1.06 -1.15 1.22 -1.01 1.23 -1.04 1.41 1.20 1.59 1.60
CDK8 cyclin-dependent kinase 8 chr13q12  transcription, DNA-dependent --- -1.06 -1.02 -1.02 1.00 -1.02 -1.04 -1.05 -1.04 1.03 1.04 1.28 1.25
CDK8 cyclin-dependent kinase 8 chr13q12  transcription, DNA-dependent --- 1.09 -1.05 1.00 -1.00 -1.10 1.03 -1.20 -1.10 -1.05 1.09 1.20 1.22
CDKL1 cyclin-dependent kinase-lik chr14q21.3  protein phosphorylation --- -1.11 -1.01 1.07 1.01 1.17 -1.06 -1.36 -1.31 -1.53 -1.54 -1.02 1.02
CDKL3 cyclin-dependent kinase-lik chr5q31  cellular protein modification process --- -1.05 -1.13 1.11 1.08 1.06 -1.09 -1.05 1.05 1.35 1.13 1.62 1.52
CDKL3 cyclin-dependent kinase-lik chr5q31  cellular protein modification process --- -1.11 -1.12 1.08 -1.22 1.08 1.88 1.06 1.18 1.40 1.47 2.10 1.68
CDKL5 cyclin-dependent kinase-lik chrXp22  neuron migration --- -1.92 1.27 -2.43 -1.62 -2.59 -4.18 1.07 2.55 -1.93 -1.17 6.11 5.32
CDKN1A cyclin-dependent kinase inhchr6p21.2  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// G1_to_S -1.08 -1.08 1.00 1.04 1.11 -1.00 1.19 1.16 2.13 1.96 1.65 2.07
CDKN1C cyclin-dependent kinase inhchr11p15.5  regulation of cyclin-dependent protein se G1_to_S_cell_cycle_Reactome // GenMAPP -1.08 -1.09 -1.03 1.01 1.09 1.03 -1.25 -1.06 1.42 1.66 1.82 2.15
CDKN1C cyclin-dependent kinase inhchr11p15.5  regulation of cyclin-dependent protein se G1_to_S_cell_cycle_Reactome // GenMAPP -1.01 -1.08 1.01 -1.09 -1.25 -1.14 -1.14 -1.02 1.13 1.53 1.35 1.47
CDKN1C cyclin-dependent kinase inhchr11p15.5  regulation of cyclin-dependent protein se G1_to_S_cell_cycle_Reactome // GenMAPP 1.02 1.10 1.02 -1.05 -1.07 -1.10 -1.33 -1.01 1.55 1.53 1.91 1.72
CDKN1C cyclin-dependent kinase inhchr11p15.5  regulation of cyclin-dependent protein se G1_to_S_cell_cycle_Reactome // GenMAPP 1.05 1.09 -1.04 -1.17 -1.21 -1.09 -1.50 -1.16 1.32 1.33 1.43 1.35
CDKN1C cyclin-dependent kinase inhchr11p15.5  regulation of cyclin-dependent protein se G1_to_S_cell_cycle_Reactome // GenMAPP 1.02 1.02 -1.05 -1.10 1.07 -1.15 1.08 1.08 1.13 1.06 1.45 1.34
CDKN2A cyclin-dependent kinase inhchr9p21  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// G1_to_S -1.03 -1.04 -1.07 -1.11 -1.03 -1.07 1.01 1.02 1.36 1.24 1.39 1.21
CDKN2AIP CDKN2A interacting proteichr4q35.1  positive regulation of signal transduction --- 1.14 1.10 1.07 1.12 -1.10 -1.08 -1.22 1.14 1.00 -1.01 1.20 -1.09
CDKN2AIPN CDKN2A interacting proteichr5q31.1 0 --- 1.23 -1.44 1.10 1.24 -1.01 1.18 1.22 1.50 1.41 1.38 2.25 2.54
CDKN2AIPN CDKN2A interacting proteichr5q31.1 0 --- 1.15 1.06 -1.09 -1.20 1.00 1.03 -1.14 -1.10 -1.64 -1.37 -1.65 -1.56
CDKN2B cyclin-dependent kinase inhchr9p21  regulation of cyclin-dependent protein se G1_to_S_cell_cycle_Reactome // GenMAPP 1.05 -1.01 -1.15 -1.06 -1.20 1.10 -1.26 -1.10 1.17 1.59 1.65 1.54
CDKN2C cyclin-dependent kinase inhchr1p32  regulation of cyclin-dependent protein se G1_to_S_cell_cycle_Reactome // GenMAPP 1.16 1.02 1.04 -1.07 -1.31 -1.07 1.07 -1.04 -1.58 -1.39 -1.68 -1.57
CDKN2C cyclin-dependent kinase inhchr1p32  regulation of cyclin-dependent protein se G1_to_S_cell_cycle_Reactome // GenMAPP 1.36 1.24 -1.06 -1.03 -1.03 1.14 -1.40 -1.20 -2.94 -2.11 -2.14 -2.23
CDKN2D cyclin-dependent kinase inhchr19p13  regulation of cyclin-dependent protein se --- 1.48 1.16 1.68 -1.01 1.36 -1.58 -1.29 -1.48 2.43 2.56 3.24 4.01
CDKN2D cyclin-dependent kinase inhchr19p13  regulation of cyclin-dependent protein se G1_to_S_cell_cycle_Reactome // GenMAPP 1.26 -1.58 1.51 -1.24 -2.71 -1.72 -1.39 -1.40 1.60 1.89 2.01 2.04
CDKN3 cyclin-dependent kinase inhchr14q22  regulation of cyclin-dependent protein se --- -1.07 -1.06 -1.00 1.12 1.04 -1.08 1.02 1.15 1.41 1.21 1.41 1.47
CDKN3 cyclin-dependent kinase inhchr14q22  regulation of cyclin-dependent protein se --- 1.02 -1.05 -1.01 1.14 1.06 1.08 -1.08 -1.01 1.25 1.17 1.43 1.48
CDON cell adhesion associated, on chr11q24.2  cell fate specification --- -1.01 1.10 -1.02 -1.17 -1.03 1.09 -1.32 -1.15 -2.39 -1.45 -1.46 -1.66
CDON cell adhesion associated, on chr11q24.2  cell fate specification --- 1.09 -1.73 -1.24 1.34 -1.09 -2.58 -1.57 -1.14 1.74 2.87 3.63 3.60
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CDR2 cerebellar degeneration-relachr16p12.3 0 --- 1.13 -1.03 1.16 -1.13 1.13 1.38 -1.21 -1.09 1.54 1.54 2.25 2.12
CDR2L cerebellar degeneration-relachr17q25.1 0 --- 1.06 1.01 1.14 1.11 1.05 1.01 1.02 1.01 1.43 1.35 1.35 1.48
CDRT1 CMT1A duplicated region t chr17p12 0 --- -1.02 1.32 -1.16 -1.09 -1.52 -1.95 -2.40 -1.01 2.01 1.51 8.05 7.69
CDRT1 CMT1A duplicated region t chr17p12 0 --- -2.22 -1.19 -1.06 -1.66 -1.56 -1.68 -1.71 -1.79 -1.83 -1.85 2.10 1.01
CDRT4 /// TVCMT1A duplicated region t chr17p /// chr17p12  transcription, DNA-dependent --- -1.29 -1.27 -1.03 1.00 1.18 1.27 1.22 -1.10 1.37 1.70 1.10 1.53
CDRT4 /// TVCMT1A duplicated region t chr17p /// chr17p12  transcription, DNA-dependent --- -1.17 -1.29 1.04 -1.10 1.10 1.03 1.23 1.10 1.60 1.45 1.41 1.65
CDS1 CDP-diacylglycerol synthaschr4q21.23  lipid metabolic process --- 1.30 1.23 -1.03 1.04 1.31 1.09 -1.41 -1.21 1.04 1.18 1.23 1.48
CDS1 CDP-diacylglycerol synthaschr4q21.23  lipid metabolic process --- 1.01 -1.05 -1.30 -1.39 -1.14 1.26 -1.02 1.06 1.06 1.34 1.13 1.18
CDS1 CDP-diacylglycerol synthaschr4q21.23  phospholipid metabolic process --- 1.19 1.35 -1.38 1.58 -2.21 1.63 1.15 1.57 4.89 4.91 -1.15 -1.24
CDS2 CDP-diacylglycerol synthaschr20p13  lipid metabolic process --- -1.01 1.01 1.02 -1.03 -1.03 -1.08 -1.01 -1.05 -3.09 -2.68 -3.11 -3.53
CDS2 CDP-diacylglycerol synthaschr20p13  lipid metabolic process --- 1.07 1.05 1.07 -1.04 1.18 1.08 -1.05 -1.01 -3.22 -2.79 -2.41 -2.13
CDS2 CDP-diacylglycerol synthaschr20p13  lipid metabolic process --- -1.04 1.06 -1.01 -1.05 1.02 1.05 1.09 1.01 -1.35 -1.26 -1.76 -1.73
CDT1 chromatin licensing and DNchr16q24.3  DNA replication checkpoint DNA_replication_Reactome // GenMAPP -1.02 -1.07 1.01 1.03 -1.08 -1.21 1.92 1.50 -1.04 -1.08 1.01 -1.02
CDV3 CDV3 homolog (mouse) chr3q22.1  cell proliferation --- -1.11 -1.20 1.06 -1.06 1.13 -1.01 1.58 1.27 -1.01 -1.20 1.18 1.28
CDV3 CDV3 homolog (mouse) chr3q22.1  cell proliferation --- 1.01 1.05 -1.05 1.04 1.05 -1.16 1.60 1.65 1.73 1.40 1.93 1.85
CDYL chromodomain protein, Y-lichr6p25.1  transcription, DNA-dependent --- 1.09 -1.02 -1.02 1.14 1.08 1.05 1.43 1.28 3.52 2.18 2.57 2.16
CDYL chromodomain protein, Y-lichr6p25.1  transcription, DNA-dependent --- -1.04 -1.01 -1.08 -1.09 -1.02 1.08 -1.14 -1.08 -1.22 -1.01 1.17 1.08
CDYL2 chromodomain protein, Y-lichr16q23.2  metabolic process --- -1.09 1.02 1.00 1.12 -1.10 1.05 1.05 1.10 1.03 1.19 1.78 1.53
CEACAM1 carcinoembryonic antigen-r chr19q13.2  angiogenesis --- -1.34 -1.41 -1.09 1.09 1.29 1.12 -1.09 -1.15 1.35 -1.01 1.36 1.26
CEACAM1 carcinoembryonic antigen-r chr19q13.2  angiogenesis --- 1.19 -1.31 1.44 2.09 -1.34 1.11 -2.39 -1.44 9.20 2.73 -1.17 -1.46
CEACAM1 carcinoembryonic antigen-r chr19q13.2  angiogenesis --- 1.31 -1.07 1.12 5.80 3.54 1.66 2.01 10.02 3.51 1.21 1.03 8.32
CEACAM19 carcinoembryonic antigen-r chr19q13.31 0 --- 2.08 1.79 1.28 1.85 -1.28 1.08 -2.51 -1.21 1.37 1.19 1.67 2.41
CEACAM21 carcinoembryonic antigen-r chr19q13.2 0 --- -2.52 -1.58 -1.90 1.03 1.26 -2.28 -1.43 1.59 1.25 -1.89 1.05 -1.24
CEACAM7 carcinoembryonic antigen-r chr19q13.2 0 --- 5.62 -1.16 -5.95 -1.87 1.76 1.38 7.19 10.00 -1.39 -4.56 -2.86 4.47
CEACAM7 carcinoembryonic antigen-r chr19q13.2 0 --- -1.46 -1.29 1.35 -1.42 1.06 1.04 2.27 2.50 8.85 6.27 -1.13 1.44
CEBPB CCAAT/enhancer binding pchr20q13.1  embryonic placenta development Circadian_Exercise // GenMAPP /// Ovarian_ 1.15 1.18 -1.06 -1.30 -1.14 1.05 1.21 1.07 1.51 1.47 1.65 1.24
CEBPD CCAAT/enhancer binding pchr8p11.2-p11.1  transcription, DNA-dependent --- 1.31 1.44 -1.01 -1.04 -1.13 -1.13 1.55 1.22 2.01 1.80 1.86 1.58
CEBPD CCAAT/enhancer binding pchr8p11.2-p11.1  transcription, DNA-dependent --- 1.18 1.02 1.06 -1.13 1.14 1.08 1.08 1.09 2.29 2.64 -1.01 1.24
CEBPG CCAAT/enhancer binding pchr19q13.11  liver development --- -1.00 -1.07 1.02 1.01 1.04 1.02 1.05 -1.02 1.25 1.12 1.39 1.45
CEBPZ CCAAT/enhancer binding pchr2p22.2  transcription, DNA-dependent --- 1.00 1.04 1.05 1.07 1.06 -1.03 1.10 1.15 1.34 1.07 1.45 1.47
CECR3 cat eye syndrome chromoso--- 0 --- -1.89 -1.32 -1.28 -1.63 -1.70 -1.64 -1.07 -1.30 1.36 1.13 -1.10 -1.46
CECR5-AS1 CECR5 antisense RNA 1 chr22q11.1 0 --- 1.41 1.02 1.77 2.99 2.33 1.49 -1.53 -1.68 -1.75 -2.48 1.47 1.33
CECR7 cat eye syndrome chromosochr22q11.1 0 --- -1.06 -1.12 1.11 1.13 -1.05 1.07 -1.82 -1.47 -1.71 -1.53 -1.49 -1.35
CELF1 CUGBP, Elav-like family mchr11p11  mRNA splice site selection mRNA_processing_Reactome // GenMAPP -1.06 -1.00 1.20 1.24 1.13 -1.02 -1.30 -1.60 -1.09 -1.07 1.17 -1.12
CELF1 CUGBP, Elav-like family mchr11p11  mRNA splice site selection mRNA_processing_Reactome // GenMAPP -1.18 -1.09 -1.05 1.02 -1.05 -1.08 -1.07 1.09 1.19 1.03 -1.04 1.01
CELF2 CUGBP, Elav-like family mchr10p13  mRNA splice site selection mRNA_processing_Reactome // GenMAPP 1.54 1.15 1.05 1.09 1.02 1.29 -2.23 -1.14 1.01 -1.26 -2.37 -1.14
CELF2 CUGBP, Elav-like family mchr10p13  mRNA splice site selection mRNA_processing_Reactome // GenMAPP -1.23 1.07 1.31 1.50 1.04 -1.12 1.08 1.38 -1.26 -1.14 -1.18 -1.36
CELF2 CUGBP, Elav-like family mchr10p13  RNA processing mRNA_processing_Reactome // GenMAPP 1.78 1.05 -1.29 1.44 1.85 1.91 1.71 2.34 1.49 1.22 1.90 1.22
CELF2 CUGBP, Elav-like family mchr10p13  mRNA splice site selection mRNA_processing_Reactome // GenMAPP -1.09 -1.15 -1.06 -1.14 1.11 1.03 -1.08 -1.15 -2.31 -1.73 -2.22 -2.29
CELF2 CUGBP, Elav-like family mchr10p13  mRNA splice site selection mRNA_processing_Reactome // GenMAPP 1.21 1.08 -1.12 -1.12 1.11 1.14 1.03 1.30 -1.93 -1.29 -2.41 -2.81
CELF3 CUGBP, Elav-like family mchr1q21  regulation of alternative mRNA splicing, --- -1.05 1.27 1.40 -1.74 1.45 6.49 -1.35 -1.92 -1.46 -1.44 -1.34 -1.48
CELF4 CUGBP, Elav-like family mchr18q12  alternative mRNA splicing, via spliceoso --- -1.04 -1.14 1.02 1.09 1.42 1.12 -1.53 -1.32 -1.01 -1.24 1.82 1.45
CELF4 CUGBP, Elav-like family mchr18q12  alternative mRNA splicing, via spliceoso --- 1.15 1.07 5.33 4.02 3.16 9.63 1.76 1.44 -1.00 1.07 -1.09 -1.22
CELSR1 cadherin, EGF LAG seven-pchr22q13.3  establishment of planar polarity GPCRDB_Other // GenMAPP 1.02 1.21 1.19 1.64 -1.06 -1.42 -1.03 -1.00 -1.03 -1.43 -1.38 -1.20
CELSR1 cadherin, EGF LAG seven-pchr22q13.3  establishment of planar polarity GPCRDB_Other // GenMAPP 1.12 1.05 1.04 1.16 1.15 1.09 1.06 -1.07 -1.30 -1.07 -1.32 -1.28
CELSR2 cadherin, EGF LAG seven-pchr1p21  neuron migration GPCRDB_Other // GenMAPP 1.03 1.02 1.04 1.02 -1.03 1.13 -1.13 -1.01 -1.68 -1.22 -1.83 -1.85
CELSR2 cadherin, EGF LAG seven-pchr1p21  neuron migration GPCRDB_Other // GenMAPP 1.14 1.10 -1.00 1.03 -1.05 1.05 -1.15 -1.04 -1.38 -1.22 -1.64 -1.75
CELSR3 cadherin, EGF LAG seven-pchr3p21.31  neuron migration GPCRDB_Other // GenMAPP -1.22 -1.18 -1.05 1.04 -1.02 -1.01 1.09 1.03 -1.54 -1.33 -1.14 1.03
CELSR3 cadherin, EGF LAG seven-pchr3p21.31  neuron migration GPCRDB_Other // GenMAPP -1.16 -1.18 -1.01 1.01 1.03 1.05 -1.02 -1.01 -1.46 -1.29 -1.16 1.04
CENPA centromere protein A chr2p23.3  M phase of mitotic cell cycle --- 1.15 1.08 1.33 1.12 -1.19 -1.18 -1.09 -1.08 1.72 1.46 1.85 2.08
CENPA /// SLcentromere protein A /// sol chr2p23.3  M phase of mitotic cell cycle --- 1.02 1.00 -1.01 -1.02 1.03 -1.05 -1.12 -1.09 1.06 -1.00 1.41 1.29
CENPBD1 CENPB DNA-binding dom chr16q24.3 0 --- -1.24 -1.21 1.18 -1.02 -1.21 -1.12 -1.05 -1.13 -1.79 -1.51 -1.66 -1.21
CENPBD1 CENPB DNA-binding dom chr16q24.3 0 --- -1.03 -1.09 1.01 -1.13 1.05 1.02 -1.02 -1.04 -1.45 -1.68 -1.44 -1.30
CENPC1 centromere protein C 1 chr4q13.2  M phase of mitotic cell cycle --- 1.04 -1.06 -1.01 1.06 1.03 1.23 -1.06 1.01 -1.19 1.10 1.32 1.29
CENPE centromere protein E, 312kDchr4q24-q25  M phase of mitotic cell cycle --- 1.17 1.15 1.08 1.08 -1.08 -1.04 -1.26 -1.10 -1.51 -1.47 -1.03 -1.15
CENPF centromere protein F, 350/4chr1q41  G2 phase of mitotic cell cycle --- 1.01 -1.02 1.03 1.09 1.04 -1.00 -1.04 -1.01 -1.23 -1.23 -1.10 1.04
CENPF centromere protein F, 350/4chr1q41  G2 phase of mitotic cell cycle --- 1.01 1.13 -1.03 -1.13 -1.09 -1.05 -1.41 -1.07 -1.84 -1.89 -1.41 -1.45
CENPI centromere protein I chrXq22.1  M phase of mitotic cell cycle --- -1.02 -1.05 1.00 -1.00 1.03 -1.03 1.00 1.08 -1.38 -1.72 1.14 1.25
CENPI centromere protein I chrXq22.1  M phase of mitotic cell cycle --- -1.17 -1.27 1.13 1.20 1.18 -1.04 -1.28 -1.02 1.09 -1.07 1.20 1.36
CENPJ centromere protein J chr13q12.12  G2 --- -1.02 -1.00 1.07 1.17 1.24 1.13 -1.05 1.01 1.21 1.20 1.33 1.29
CENPJ centromere protein J chr13q12.12  G2 --- 1.16 1.08 1.07 1.11 1.10 -1.02 1.08 1.04 1.29 1.06 1.25 1.39
CENPJ centromere protein J chr13q12.12  G2 --- 1.14 1.24 1.34 1.34 1.05 -1.13 -1.12 1.00 1.34 1.22 1.50 1.50
CENPK centromere protein K chr5q12.3  M phase of mitotic cell cycle --- 1.17 1.19 1.07 -1.08 -1.04 1.27 -1.44 -1.12 -1.71 -1.54 -2.43 -2.93
CENPN centromere protein N chr16q23.2  M phase of mitotic cell cycle --- 1.15 1.13 1.06 -1.01 1.15 1.07 1.06 1.04 -1.35 -1.35 -1.35 -1.46
CENPO centromere protein O chr2p23.3  M phase of mitotic cell cycle Calcium_regulation_in_cardiac_cells // GenM -1.00 1.01 -1.01 -1.03 1.02 -1.02 -1.12 -1.09 -1.31 -1.28 -1.27 -1.22
CENPP /// LOcentromere protein P /// uncchr9q22.31  M phase of mitotic cell cycle --- 1.13 1.09 1.15 1.09 1.11 -1.17 -1.15 -1.25 -3.82 -3.98 -9.49 -6.63
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CENPQ centromere protein Q chr6p12.3  M phase of mitotic cell cycle --- 1.12 1.04 -1.06 -1.09 1.04 1.23 -1.25 -1.14 -1.34 -1.32 -1.23 -1.42
CENPV centromere protein V chr17p11.2  ameboidal cell migration --- -1.03 -1.19 -1.01 1.15 -1.04 -1.11 1.21 1.19 1.33 1.12 -1.34 -1.26
CENPW centromere protein W chr6q22.32  mitotic cell cycle --- -1.01 -1.00 -1.02 -1.11 1.01 -1.05 1.08 -1.04 1.32 1.13 1.25 1.04
CEP104 centrosomal protein 104kDachr1p36.32 0 --- 1.51 1.35 1.04 1.03 -1.37 1.14 -1.47 -1.16 -1.94 -1.65 -1.87 -1.72
CEP112 centrosomal protein 112kDachr17q24.1  vesicle-mediated transport --- -1.09 -2.11 -1.13 -1.19 1.01 -1.05 -1.41 1.09 -1.78 -3.10 -3.88 -1.34
CEP128 centrosomal protein 128kDachr14q31.1 0 --- 1.01 1.13 -1.04 1.09 1.36 1.13 -1.02 1.04 -1.91 -1.62 -1.24 -1.31
CEP128 centrosomal protein 128kDachr14q31.1 0 --- 1.35 1.21 -1.07 -1.01 1.41 1.12 -1.61 -1.09 -2.24 -2.70 -1.54 -1.75
CEP128 centrosomal protein 128kDachr14q31.1 0 --- 1.01 1.05 1.26 1.21 1.38 -1.09 1.23 -1.00 -1.76 -2.50 -1.45 -1.57
CEP128 centrosomal protein 128kDachr14q31.1 0 --- -1.01 -1.01 1.03 -1.00 -1.10 -1.02 -1.34 -1.05 -3.24 -2.47 -2.33 -2.03
CEP128 centrosomal protein 128kDachr14q31.1 0 --- 1.07 1.31 1.13 1.10 1.23 1.21 -1.16 -1.23 -2.45 -2.43 -2.35 -3.08
CEP135 centrosomal protein 135kDachr4q12  G2 --- -1.03 1.10 -1.19 -1.26 1.00 1.21 -1.43 1.10 -1.55 -1.45 -1.83 -1.83
CEP152 centrosomal protein 152kDachr15q21.1  G2 --- 1.20 1.56 -1.04 1.03 1.07 1.34 1.44 1.10 1.89 1.67 1.02 1.38
CEP152 centrosomal protein 152kDachr15q21.1  G2 --- -1.00 -1.02 -1.09 1.05 1.19 1.29 -1.03 -1.09 1.31 1.14 -1.09 -1.14
CEP164 centrosomal protein 164kDachr11q23.3  G2 --- -1.17 -1.36 1.24 1.05 -1.03 1.10 -1.26 -1.23 -1.44 -1.24 -1.40 -1.22
CEP19 centrosomal protein 19kDa chr3q29 0 --- -1.61 -1.42 -1.05 -1.02 2.64 1.83 -1.02 1.18 -1.90 -1.91 -1.45 -1.03
CEP19 centrosomal protein 19kDa chr3q29 0 --- -1.14 -1.11 -1.18 -1.31 -1.14 1.10 -1.44 -1.08 -1.64 -1.37 -1.08 -1.03
CEP192 centrosomal protein 192kDachr18p11.21  G2 --- 1.03 1.16 1.10 -1.01 1.02 -1.11 -1.11 -1.12 -1.73 -1.81 1.02 -1.06
CEP250 centrosomal protein 250kDachr20q11.22  G2 --- -1.08 -1.00 1.12 1.08 -1.02 -1.28 1.34 1.30 1.39 1.35 1.12 1.34
CEP250 centrosomal protein 250kDachr20q11.22  G2 --- 1.44 1.71 -1.08 1.05 -1.58 -1.75 1.44 1.61 1.87 2.24 1.02 1.33
CEP290 centrosomal protein 290kDachr12q21.32  G2 --- 1.56 1.17 -1.01 1.17 1.15 1.30 -1.12 1.44 -1.51 -1.72 -1.83 -1.94
CEP290 centrosomal protein 290kDachr12q21.32  G2 --- 1.11 1.04 1.17 1.02 1.18 -1.02 1.13 1.37 -2.25 -2.08 -1.64 -1.62
CEP350 centrosomal protein 350kDachr1q25.2 0 --- -1.12 -1.09 -1.05 -1.05 -1.08 1.00 -1.09 1.07 -1.37 -1.10 -1.27 -1.06
CEP41 centrosomal protein 41kDa chr7q32  G2 --- 1.05 -2.37 -3.16 -3.32 1.35 -4.77 -2.39 -2.80 2.44 23.91 7.67 1.66
CEP41 centrosomal protein 41kDa chr7q32  G2 --- 1.41 1.18 -1.31 1.15 -1.13 -1.00 4.02 1.60 -1.45 1.23 -1.96 -1.56
CEP41 centrosomal protein 41kDa chr7q32  G2 --- 1.10 1.17 1.05 1.08 1.00 -1.04 -1.24 -1.13 -2.15 -1.82 -2.42 -2.24
CEP41 centrosomal protein 41kDa chr7q32  G2 --- -1.15 -1.19 1.03 1.03 1.03 1.17 -1.36 -1.26 -2.10 -1.60 -2.22 -1.88
CEP41 centrosomal protein 41kDa chr7q32  G2 --- -1.43 -1.53 2.05 2.31 2.24 2.79 -1.17 1.04 1.23 1.02 -2.24 -1.58
CEP44 centrosomal protein 44kDa chr4q34 0 --- 1.12 1.00 1.16 1.23 1.01 1.07 -1.40 -1.30 -1.38 -1.09 1.07 1.07
CEP57 centrosomal protein 57kDa chr11q21  protein import into nucleus, translocation--- 1.06 1.11 1.14 1.11 1.05 -1.05 1.11 1.03 1.01 -1.08 1.30 1.03
CEP57 centrosomal protein 57kDa chr11q21  protein import into nucleus, translocation--- 1.13 1.25 -1.08 -1.18 1.04 -1.08 1.05 1.09 -1.18 -1.31 1.28 1.11
CEP57L1 centrosomal protein 57kDa-chr6q21  microtubule anchoring --- 1.02 1.04 -1.03 -1.60 -1.25 1.12 1.74 1.19 -1.14 -1.11 -1.62 -1.64
CEP63 centrosomal protein 63kDa chr3q22.2  DNA damage checkpoint --- -1.03 1.04 1.08 1.01 -1.14 -1.04 -1.13 -1.13 -1.10 1.03 1.08 1.19
CEP68 centrosomal protein 68kDa chr2p14  centrosome organization --- 1.05 1.09 1.47 1.12 1.03 -1.02 -1.38 -1.36 -2.15 -2.17 -1.21 -1.56
CEP68 centrosomal protein 68kDa chr2p14  centrosome organization --- -1.02 -1.25 1.10 1.21 1.02 1.11 1.09 -1.10 -1.84 -1.79 -2.09 -1.60
CEP68 centrosomal protein 68kDa chr2p14  centrosome organization --- 1.18 1.50 7.25 6.61 1.19 -1.09 4.43 2.77 1.87 1.70 1.71 1.09
CEP70 centrosomal protein 70kDa chr3q22.3  G2 --- 1.01 -1.16 1.04 1.08 1.20 1.01 1.09 -1.13 1.30 1.42 1.35 1.66
CEP70 centrosomal protein 70kDa chr3q22.3  G2 --- 1.06 -1.01 1.14 1.06 -1.11 -1.04 -1.11 1.08 1.32 1.01 1.68 1.59
CEP70 centrosomal protein 70kDa chr3q22.3  G2 --- 2.10 1.76 -1.13 1.02 -1.80 -1.02 -1.34 1.35 1.32 -1.34 1.66 1.89
CEP70 centrosomal protein 70kDa chr3q22.3  G2 --- 1.15 1.09 -1.26 -1.17 1.12 1.57 1.02 -1.27 1.16 1.46 1.80 1.68
CEP76 centrosomal protein 76kDa chr18p11.21  G2 --- -1.07 -1.07 1.23 1.10 1.09 -1.02 -1.25 -1.12 -1.20 -1.71 -1.00 -1.30
CEP78 centrosomal protein 78kDa chr9q21.2  G2 --- -1.02 -1.02 1.11 1.01 1.11 1.03 1.01 1.14 -1.71 -1.49 -1.60 -1.61
CEP78 centrosomal protein 78kDa chr9q21.2  G2 --- -1.09 -1.01 1.06 1.07 -1.01 -1.06 -1.19 -1.01 -3.69 -3.32 -3.71 -3.15
CEP78 centrosomal protein 78kDa chr9q21.2  G2 --- 1.07 1.12 1.02 1.02 1.08 1.02 1.16 1.23 -1.40 -1.40 -1.68 -1.68
CEP85 centrosomal protein 85kDa chr1p36.11 0 --- 1.03 1.08 1.16 1.05 1.17 1.14 -1.11 -1.03 -1.13 -1.01 1.50 1.40
CEP85 centrosomal protein 85kDa chr1p36.11 0 --- 1.16 1.21 1.01 -1.26 1.16 1.13 -1.29 -1.43 -1.24 -1.14 1.49 1.52
CEP89 centrosomal protein 89kDa chr19q13.11  cell projection organization --- -1.57 -1.22 -1.27 -1.17 -1.17 1.06 -1.20 -1.08 1.32 1.36 -1.17 1.07
CERK ceramide kinase chr22q13.31  phospholipid metabolic process --- 1.04 -1.03 1.10 1.08 1.06 1.02 -1.33 -1.26 -1.26 -1.31 -1.24 -1.23
CERS1 /// GDceramide synthase 1 /// growchr19p12  lipid metabolic process --- 1.16 1.14 -1.06 1.07 1.01 1.01 1.66 1.67 2.17 1.89 2.06 2.15
CERS3 ceramide synthase 3 chr15q26.3  regulation of transcription, DNA-depende--- 1.22 1.28 1.13 -1.82 1.64 1.38 1.47 1.43 -1.17 -1.03 -1.09 1.11
CERS6 ceramide synthase 6 chr2q24.3  regulation of transcription, DNA-depende--- 1.02 -1.12 -1.05 -1.09 1.01 1.10 1.06 1.02 1.07 1.15 1.52 1.22
CES1 /// LOC carboxylesterase 1 /// liver cchr16q22.2  metabolic process Irinotecan_pathway_PharmGKB // GenMAP -1.17 -1.17 -1.34 -1.23 -1.22 -1.27 1.26 1.41 3.43 2.60 4.97 3.12
CETP cholesteryl ester transfer prochr16q21  lipid metabolic process Statin_Pathway_PharmGKB // GenMAPP 1.50 1.23 1.69 1.32 1.55 -2.01 -1.12 -1.29 -1.39 1.04 2.55 2.28
CFB complement factor B chr6p21.3  proteolysis --- 1.10 -1.05 1.01 1.18 1.09 -1.02 1.53 1.39 2.43 1.85 1.87 1.88
CFDP1 craniofacial development prchr16q22.2-q22.3  cell adhesion --- 1.10 1.42 -1.04 -1.06 1.27 1.35 -1.01 -1.09 -1.84 -1.66 -2.69 -2.23
CFDP1 craniofacial development prchr16q22.2-q22.3  cell adhesion --- -1.33 -1.13 1.03 -1.19 -1.08 1.06 -1.51 -1.00 -1.65 -1.84 -1.95 -1.89
CFH /// CFHRcomplement factor H /// comchr1q32  complement activation --- 1.23 1.20 1.02 -1.06 -1.02 -1.03 -1.01 1.02 -1.29 -1.23 -1.39 -1.45
CFL1 cofilin 1 (non-muscle) chr11q13  cytokinesis G13_Signaling_Pathway // GenMAPP 1.05 3.02 1.39 1.94 1.59 1.27 1.88 1.43 -1.52 -2.08 -1.43 2.13
CFL2 cofilin 2 (muscle) chr14q12  actin filament depolymerization G13_Signaling_Pathway // GenMAPP 1.08 1.09 1.02 -1.03 -1.03 -1.11 -1.08 -1.11 -1.21 -1.05 1.41 -1.04
CFL2 cofilin 2 (muscle) chr14q12  actin filament depolymerization G13_Signaling_Pathway // GenMAPP -1.05 -1.00 -1.01 -1.00 1.03 -1.03 -1.02 -1.07 -1.09 1.01 1.30 1.20
CFL2 cofilin 2 (muscle) chr14q12  actin filament depolymerization G13_Signaling_Pathway // GenMAPP 1.02 1.05 -1.05 -1.05 -1.29 -1.10 -1.41 -1.32 -1.70 -1.42 -1.27 -1.43
CFLAR CASP8 and FADD-like apochr2q33-q34  proteolysis --- 1.15 1.03 1.00 -1.03 1.06 1.06 1.04 1.08 1.81 1.77 2.48 2.06
CFLAR CASP8 and FADD-like apochr2q33-q34  proteolysis --- 1.02 -1.04 1.04 1.03 1.04 1.05 -1.03 1.06 2.14 1.94 2.41 1.97
CFLAR CASP8 and FADD-like apochr2q33-q34  proteolysis --- 1.50 -1.02 1.19 1.25 -1.29 -1.58 1.13 1.10 2.47 1.82 2.26 1.84
CFLAR CASP8 and FADD-like apochr2q33-q34  proteolysis --- -1.21 -1.04 -1.03 1.06 1.31 1.27 1.23 1.07 -1.46 -1.36 1.10 1.45
CFLAR CASP8 and FADD-like apochr2q33-q34  proteolysis --- -1.19 1.04 1.21 1.32 1.32 1.24 1.14 -1.15 1.11 1.36 1.63 1.58
CFLAR CASP8 and FADD-like apochr2q33-q34  proteolysis --- -1.18 -1.32 -1.05 1.05 1.16 1.12 -1.21 -1.08 1.20 1.11 1.00 1.33
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CFLAR CASP8 and FADD-like apochr2q33-q34  proteolysis --- -1.48 1.06 -1.24 1.21 -1.38 -1.31 1.23 -1.14 -1.62 -1.59 1.16 2.43
CFLAR CASP8 and FADD-like apochr2q33-q34  proteolysis --- 1.16 1.09 1.21 1.04 1.23 1.04 -1.19 -1.23 1.11 -1.31 1.36 1.54
CFLAR CASP8 and FADD-like apochr2q33-q34  proteolysis --- 1.14 1.20 1.03 -1.03 1.18 1.21 -1.31 -1.42 1.06 1.01 1.49 1.64
CFLAR CASP8 and FADD-like apochr2q33-q34  proteolysis --- -1.16 -1.03 3.78 2.12 -2.47 1.04 -11.44 -1.13 10.55 10.60 6.24 6.08
CFLAR CASP8 and FADD-like apochr2q33-q34  proteolysis --- -1.05 1.02 -1.02 1.17 1.48 1.87 -1.82 -1.15 -2.33 -1.32 -1.56 -1.12
CFLAR-AS1 CFLAR antisense RNA 1 chr2q33 0 --- -1.20 -1.08 1.29 1.23 1.55 1.02 -1.18 -1.22 1.63 2.26 1.22 1.67
CGA glycoprotein hormones, alphchr6q12-q21  thyroid hormone generation --- 1.05 1.03 -1.02 1.06 1.31 1.03 1.47 1.02 2.26 1.77 1.99 1.76
CGB /// CGB5chorionic gonadotropin, bet chr19q13.32  apoptotic process --- -1.35 1.01 -1.60 -2.32 -3.31 -1.19 -1.49 -1.36 2.20 -2.30 1.60 1.22
CGGBP1 CGG triplet repeat binding pchr3p12-p11.1  transcription, DNA-dependent --- 1.32 1.28 1.07 -1.06 -1.23 -1.00 -1.19 -1.17 -1.90 -1.40 -1.34 -1.93
CGGBP1 CGG triplet repeat binding pchr3p12-p11.1  transcription, DNA-dependent --- 1.12 1.11 -1.01 -1.07 -1.11 -1.05 -1.15 -1.14 -1.31 -1.20 -1.22 -1.37
CGGBP1 CGG triplet repeat binding pchr3p12-p11.1  transcription, DNA-dependent --- -1.11 -1.19 1.03 1.05 1.03 -1.11 1.47 1.32 1.96 1.56 1.53 1.54
CGREF1 cell growth regulator with Echr2p23.3  response to stress --- -1.06 -1.19 -1.08 1.27 1.04 -1.04 1.24 1.30 -1.01 -1.07 -1.67 -1.15
CGRRF1 cell growth regulator with richr14q22.2  response to stress --- 1.06 1.13 1.08 -1.02 1.01 1.01 -1.13 -1.06 1.04 -1.15 1.43 1.06
CH25H cholesterol 25-hydroxylase chr10q23  lipid metabolic process --- -1.39 -3.02 -1.23 -3.26 -1.56 1.59 2.27 1.99 1.78 3.21 2.86 1.58
CHAC2 ChaC, cation transport regu chr2p16 0 --- 1.22 1.20 -1.27 -1.48 -1.19 1.15 -1.63 -1.18 -1.87 -1.66 -1.88 -2.64
CHAF1A chromatin assembly factor 1chr19p13.3  DNA replication --- 1.06 1.02 1.10 -1.01 -1.12 -1.19 1.09 -1.07 -1.48 -1.51 -1.55 -1.47
CHAF1A chromatin assembly factor 1chr19p13.3  DNA replication --- 1.10 -1.02 1.12 1.67 -1.04 -1.10 -1.00 1.25 -1.24 -1.49 -1.31 -1.30
CHAF1A chromatin assembly factor 1chr19p13.3  DNA replication --- -1.02 -1.15 1.18 1.01 1.14 1.17 1.22 1.09 -1.50 -1.69 -1.59 -1.47
CHAF1B chromatin assembly factor 1chr21q22.13  DNA replication --- 1.03 1.06 -1.02 -1.07 1.10 -1.00 -1.10 -1.06 -1.26 -1.34 -1.36 -1.52
CHAMP1 chromosome alignment maichr13q34  sister chromatid biorientation --- 1.20 1.12 1.09 -1.00 1.01 1.11 -1.13 -1.13 -1.38 -1.30 -1.18 -1.36
CHCHD2 coiled-coil-helix-coiled-coilchr7p11.2 0 --- -1.09 -1.04 -1.04 -1.10 1.02 -1.10 1.07 -1.01 1.49 1.20 1.21 1.20
CHCHD3 coiled-coil-helix-coiled-coilchr7q33  negative regulation of transcription from --- -1.02 -1.01 -1.17 -1.01 -1.02 1.05 -1.07 -1.11 -1.03 -1.00 -1.07 -1.14
CHCHD6 coiled-coil-helix-coiled-coilchr3q21.3  response to DNA damage stimulus --- -1.08 -1.11 1.07 1.06 1.06 1.01 1.26 1.04 1.54 1.58 1.40 1.50
CHCHD7 coiled-coil-helix-coiled-coilchr8q12.1 0 --- 1.16 1.14 1.01 -1.07 1.14 -1.02 -1.08 -1.06 -1.98 -1.75 -2.59 -2.12
CHCHD7 coiled-coil-helix-coiled-coilchr8q12.1 0 --- -1.05 -1.05 -1.01 -1.05 1.14 -1.02 1.11 1.01 1.35 1.27 1.14 1.13
CHD1 chromodomain helicase DNchr5q15-q21  chromatin remodeling --- -1.05 -1.08 1.04 1.02 -1.04 1.02 -1.16 1.05 -1.10 1.12 1.11 1.05
CHD1L /// LOchromodomain helicase DNchr1q12  ATP catabolic process --- -1.06 -1.03 1.00 1.05 1.07 1.01 1.13 1.09 -1.30 -1.20 -1.90 -1.84
CHD1L /// LOchromodomain helicase DNchr1q12  ATP catabolic process --- -1.05 -1.05 1.02 1.06 1.01 -1.01 -1.07 1.04 -1.43 -1.19 -2.04 -1.84
CHD1L /// LOchromodomain helicase DNchr1q12  ATP catabolic process --- 1.09 -1.12 -1.27 1.03 -1.01 1.02 1.03 -1.22 -1.13 1.02 -1.70 -1.72
CHD2 /// LOCchromodomain helicase DNchr15q26  regulation of transcription from RNA pol--- 1.24 1.39 1.12 1.09 1.13 1.03 1.21 1.01 -1.06 -1.06 1.92 1.58
CHD2 /// LOCchromodomain helicase DNchr15q26  regulation of transcription from RNA pol--- 1.27 1.42 1.07 -1.01 -1.07 1.00 1.20 1.20 1.03 1.01 1.81 1.45
CHD2 /// LOCchromodomain helicase DNchr15q26  regulation of transcription from RNA pol--- 1.17 1.03 1.05 1.13 -1.35 1.05 1.10 1.26 1.09 1.04 1.61 1.74
CHD3 chromodomain helicase DNchr17p13.1  chromatin assembly or disassembly --- -1.02 -1.12 -1.04 1.11 -1.10 -1.04 1.19 1.31 -1.08 -1.12 -1.29 1.10
CHD4 chromodomain helicase DNchr12p13  transcription, DNA-dependent --- -1.14 -1.18 1.10 -1.02 1.14 1.04 -1.14 1.02 -1.36 -1.46 -1.10 -1.10
CHD4 chromodomain helicase DNchr12p13  transcription, DNA-dependent --- -1.13 -1.15 1.07 1.10 1.17 1.14 -1.02 -1.11 -1.33 -1.53 -1.21 -1.23
CHD6 chromodomain helicase DNchr20q12  chromatin remodeling --- 1.04 -1.02 1.12 1.21 1.05 1.06 -1.27 -1.03 -2.00 -1.64 -1.32 -1.27
CHD9 chromodomain helicase DNchr16q12.2  transcription, DNA-dependent --- 1.61 1.39 1.07 -1.07 -1.27 -1.12 -1.46 -1.05 -2.27 -1.87 -3.27 -1.74
CHD9 chromodomain helicase DNchr16q12.2  transcription, DNA-dependent --- 1.12 1.21 -1.07 1.14 -1.09 -1.18 1.12 -1.15 -2.17 -2.03 -2.69 -2.70
CHD9 chromodomain helicase DNchr16q12.2  transcription, DNA-dependent --- 1.24 -1.01 1.07 -1.19 -1.04 1.30 -1.27 -1.01 -1.87 -1.34 -1.79 -2.24
CHD9 chromodomain helicase DNchr16q12.2  transcription, DNA-dependent --- 1.15 1.02 1.01 -1.05 -1.01 1.09 -1.35 -1.18 -1.87 -1.47 -1.32 -1.34
CHDH choline dehydrogenase chr3p21.1  alcohol metabolic process --- -1.11 -1.09 -1.01 1.04 1.06 1.02 -1.28 1.01 -2.05 -2.19 -2.79 -2.49
CHDH choline dehydrogenase chr3p21.1  alcohol metabolic process --- -1.06 -1.03 1.04 1.47 1.44 1.26 1.14 1.36 -1.24 -1.48 -1.78 -1.84
CHDH choline dehydrogenase chr3p21.1  alcohol metabolic process --- -1.42 -1.20 -1.01 1.19 -1.47 -1.50 -1.27 -1.79 -2.89 -4.97 -2.29 -1.63
CHEK1 checkpoint kinase 1 chr11q24.2  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP 1.13 1.11 1.08 1.03 1.04 1.11 -1.15 -1.13 -1.47 -1.25 -1.35 -1.46
CHEK1 checkpoint kinase 1 chr11q24.2  DNA damage checkpoint --- -1.29 -1.12 -1.06 -1.03 -1.26 -1.03 1.41 1.47 -1.49 -1.10 -1.08 1.01
CHEK1 checkpoint kinase 1 chr11q24.2  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP 1.03 -1.07 -1.05 1.01 1.09 1.05 1.05 1.05 1.06 1.17 -1.19 -1.03
CHEK2 checkpoint kinase 2 chr22q12.1  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP 1.27 1.28 1.06 -1.10 1.02 -1.02 1.08 -1.08 1.58 1.17 1.68 1.33
CHI3L1 chitinase 3-like 1 (cartilage chr1q32.1  carbohydrate metabolic process --- -2.23 2.01 -2.05 -1.48 1.11 1.75 2.19 1.37 5.44 9.44 -1.24 -1.60
CHI3L1 chitinase 3-like 1 (cartilage chr1q32.1  carbohydrate metabolic process --- 1.19 -1.72 1.05 1.08 1.84 -2.63 -6.50 -3.22 -1.09 -2.03 6.80 2.09
CHI3L2 chitinase 3-like 2 chr1p13.3  carbohydrate metabolic process --- 1.10 -2.34 2.76 1.77 1.59 2.74 1.02 -1.36 3.18 1.54 -1.03 -1.58
CHIC1 cysteine-rich hydrophobic dchrXq13.2 0 --- 1.06 -1.06 -1.15 1.04 1.04 1.04 -1.26 -1.04 -1.91 -1.62 -1.61 -1.65
CHIC1 cysteine-rich hydrophobic dchrXq13.2 0 --- -1.65 -1.08 1.14 1.20 1.14 -1.15 -1.07 1.11 1.99 1.57 1.49 1.78
CHIC2 cysteine-rich hydrophobic dchr4q11 0 --- 1.39 1.25 -1.04 -1.16 1.03 -1.56 1.24 1.44 1.55 -1.15 1.51 -1.15
CHKA choline kinase alpha chr11q13.2  lipid metabolic process Acetylcholine_Synthesis // GenMAPP -1.05 -1.15 1.13 1.16 1.16 -1.02 1.11 1.18 1.54 1.35 1.51 1.48
CHL1 cell adhesion molecule withchr3p26.1  neuron migration --- 1.48 1.37 1.25 1.23 1.15 -1.21 1.15 1.22 -3.06 -2.15 -2.80 -3.47
CHL1-AS1 ///CHL1 antisense RNA 1 /// N--- 0 --- 5.06 4.31 2.05 -1.34 1.90 2.90 -2.34 1.29 1.65 1.71 -1.53 -1.68
CHM choroideremia (Rab escort pchrXq21.2  blood vessel development --- 1.39 1.14 1.05 1.07 1.04 1.16 -1.54 -1.36 -3.43 -4.54 -1.58 -2.16
CHM choroideremia (Rab escort pchrXq21.2  blood vessel development --- 1.12 1.09 1.05 -1.09 -1.14 -1.01 -1.17 -1.05 -1.69 -1.42 -1.40 -1.55
CHML choroideremia-like (Rab escchr1q42-qter  intracellular protein transport GPCRDB_Class_A_Rhodopsin-like // GenM -1.05 -1.01 1.18 1.12 1.17 1.01 -1.24 -1.12 -2.03 -1.75 -1.17 -1.38
CHML choroideremia-like (Rab escchr1q42-qter  intracellular protein transport GPCRDB_Class_A_Rhodopsin-like // GenM 1.05 -1.01 1.03 1.13 -1.08 1.20 -1.35 -1.08 -1.88 -1.43 -1.58 -1.47
CHML choroideremia-like (Rab escchr1q42-qter  intracellular protein transport GPCRDB_Class_A_Rhodopsin-like // GenM 1.09 1.05 1.00 1.04 -1.04 1.08 -1.08 -1.15 -1.61 -1.58 -1.37 -1.31
CHMP1B charged multivesicular bodychr18p11.21  cytokinesis --- 1.16 1.13 -1.00 -1.15 1.09 1.09 -1.11 -1.22 -1.67 -1.59 -1.42 -1.66
CHMP2B charged multivesicular bodychr3p11.2  transport --- 1.36 1.29 1.14 -1.08 -1.22 -1.09 -1.28 -1.13 -1.86 -1.53 -1.29 -1.73
CHMP3 /// RNcharged multivesicular bodychr2p /// chr2p11.2  cytokinesis --- -1.17 -1.21 1.08 -1.00 1.24 1.05 1.13 -1.11 -1.06 -1.07 -2.20 -1.57
CHMP3 /// RNcharged multivesicular bodychr2p /// chr2p11.2  cytokinesis --- -1.09 -1.12 -1.11 -1.10 -1.10 1.08 -1.10 1.04 -1.46 -1.07 -2.62 -2.53
CHMP3 /// RNcharged multivesicular bodychr2p /// chr2p11.2  cytokinesis --- 1.07 1.01 -1.00 1.02 -1.10 1.05 -1.09 -1.07 -1.30 -1.05 -2.76 -2.61
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CHMP4B charged multivesicular bodychr20q11.22  transport --- 1.02 -1.06 1.01 -1.05 1.13 1.03 1.15 1.20 1.18 1.01 1.11 1.13
CHMP4B charged multivesicular bodychr20q11.22  transport --- 1.01 -1.06 1.08 1.09 1.07 1.02 1.11 1.09 -1.10 -1.17 -1.21 -1.21
CHMP6 charged multivesicular bodychr17q25.3  transport --- 1.26 1.12 -1.02 -1.01 -1.01 -1.14 1.13 1.12 -1.42 -1.81 -2.11 -2.83
CHMP7 charged multivesicular bodychr8p21.3  transport --- -1.15 1.00 -1.05 -1.16 -1.01 -1.15 -1.10 1.12 1.16 1.24 1.04 1.19
CHN1 chimerin 1 chr2q31.1  signal transduction --- 1.02 -1.05 -1.12 -1.22 -1.07 1.03 1.05 1.10 -1.16 -1.01 -1.45 -1.55
CHN2 chimerin 2 chr7p15.3  acrosome assembly --- 1.02 -1.30 -3.26 1.16 -1.24 -2.10 -5.12 1.23 -1.34 1.24 -3.34 -2.21
CHN2 chimerin 2 chr7p15.3  acrosome assembly --- -1.24 -2.14 -1.25 -4.32 1.49 -1.65 2.33 -1.07 -1.27 1.09 1.05 1.22
CHORDC1 cysteine and histidine-rich dchr11q14.3  response to stress --- 1.26 -1.14 -1.29 -1.49 1.23 -1.16 -1.30 1.16 1.01 -1.37 1.35 -1.33
CHP1 calcineurin-like EF-hand pr chr15q13.3  microtubule bundle formation --- 1.04 1.04 1.05 1.03 1.00 -1.05 1.37 1.01 1.85 1.59 1.81 1.72
CHPF chondroitin polymerizing fachr2q35  carbohydrate metabolic process --- -1.32 -1.28 1.02 1.08 -1.02 -1.11 1.33 1.24 1.68 1.54 1.47 1.78
CHPF2 chondroitin polymerizing fachr7q36.1  carbohydrate metabolic process --- 1.16 1.23 -1.17 -1.30 -1.06 -1.14 1.17 1.07 -1.23 -1.45 1.05 -1.15
CHPT1 choline phosphotransferase chr12q  regulation of cell growth --- -1.34 -2.02 1.09 1.54 -1.15 1.04 1.09 -1.25 1.06 1.06 -3.48 -1.85
CHPT1 choline phosphotransferase chr12q  regulation of cell growth --- 1.22 1.22 1.00 -1.12 -1.06 1.00 -1.08 -1.08 -1.21 -1.03 -1.15 -1.29
CHRAC1 chromatin accessibility comchr8q24.3  chromatin remodeling --- 1.06 1.06 1.00 -1.09 -1.00 1.01 -1.19 -1.14 -1.34 -1.38 -1.60 -1.69
CHRDL1 chordin-like 1 chrXq23  ossification --- 1.80 -1.11 -1.50 -1.12 -1.17 -1.17 1.29 -1.11 1.17 -1.21 1.15 1.37
CHRDL2 chordin-like 2 chr11q14  ossification --- 1.07 -1.45 -2.27 -2.07 -1.84 -1.40 1.82 1.30 1.89 1.55 2.52 2.86
CHRM3 cholinergic receptor, musca chr1q43  regulation of vascular smooth muscle conCalcium_regulation_in_cardiac_cells // GenM -1.69 -1.62 2.08 1.18 3.06 1.44 1.89 1.35 -1.93 -2.25 -2.56 -2.11
CHRM3 cholinergic receptor, musca chr1q43  regulation of vascular smooth muscle conCalcium_regulation_in_cardiac_cells // GenM 2.19 1.18 1.04 1.94 -1.39 -1.26 -1.14 3.27 1.65 -1.50 1.78 1.91
CHRM3 cholinergic receptor, musca chr1q43  regulation of vascular smooth muscle conCalcium_regulation_in_cardiac_cells // GenM -1.53 -1.41 -1.11 -1.09 -1.14 -1.06 -1.37 -1.40 -2.09 -2.36 -3.32 -1.99
CHRNA10 cholinergic receptor, nicotinchr11p15.5  elevation of cytosolic calcium ion concen--- -2.51 -2.23 -1.24 -1.39 -1.88 -1.32 1.49 -1.07 1.38 1.08 1.23 1.57
CHRNA3 cholinergic receptor, nicotinchr15q24  transport --- -1.06 1.12 -1.24 -1.36 1.62 1.29 -1.24 1.10 -1.88 -1.40 -2.20 -1.74
CHRNA3 cholinergic receptor, nicotinchr15q24  transport --- -1.03 -1.13 1.37 1.60 -1.42 1.27 -1.14 -1.10 -2.34 -1.95 -2.39 -2.64
CHRNA5 cholinergic receptor, nicotinchr15q24  transport --- -1.03 1.14 1.05 -1.10 -1.08 -1.03 -1.20 -1.00 -1.44 -2.04 -1.93 -2.35
CHRNA9 cholinergic receptor, nicotinchr4p14  transport --- -1.04 -1.14 1.33 1.19 1.04 1.11 -1.23 -1.24 -1.69 -1.33 -2.12 -2.49
CHRNB1 cholinergic receptor, nicotinchr17p13.1  postsynaptic membrane organization --- 1.07 1.07 1.59 1.45 1.23 -1.44 -1.48 -1.21 1.24 1.22 2.08 2.18
CHRNB2 cholinergic receptor, nicotinchr1q21.3  regulation of action potential --- 1.45 1.55 1.06 1.23 -1.10 -1.37 -1.15 -1.11 1.14 -1.35 -1.21 -1.33
CHRNB2 cholinergic receptor, nicotinchr1q21.3  regulation of action potential --- -1.64 -1.34 1.52 -1.52 -1.29 -1.17 -1.15 1.46 -1.06 1.57 1.46 1.22
CHST10 carbohydrate sulfotransferaschr2q11.2  carbohydrate metabolic process --- -1.22 -1.43 -1.13 -1.15 1.17 1.13 -1.04 1.13 -1.20 -1.34 -1.39 -1.52
CHST11 carbohydrate (chondroitin 4chr12q  chondrocyte development --- -1.15 1.01 1.09 1.12 1.17 1.10 -1.06 -1.25 2.90 3.04 2.08 1.20
CHST11 carbohydrate (chondroitin 4chr12q  chondrocyte development --- -1.06 -1.07 1.26 1.01 -1.05 -1.09 1.23 1.26 1.50 1.37 1.84 1.87
CHST11 carbohydrate (chondroitin 4chr12q  chondrocyte development --- 1.09 -1.04 1.05 1.07 1.10 1.07 1.17 1.05 1.53 1.58 1.79 1.80
CHST12 carbohydrate (chondroitin 4chr7p22  carbohydrate metabolic process --- -1.10 -1.08 1.37 1.64 -1.15 -1.73 -1.23 -1.21 -2.60 -1.91 -1.35 -1.51
CHST12 carbohydrate (chondroitin 4chr7p22  carbohydrate metabolic process --- 1.18 -1.04 -1.18 -1.03 -1.04 -1.15 1.09 1.05 -1.30 -1.14 -1.03 -1.09
CHST13 carbohydrate (chondroitin 4chr3q21.3  carbohydrate metabolic process --- 1.37 1.29 1.12 1.43 1.03 -1.04 1.23 1.14 -1.23 -1.54 -2.26 -2.17
CHST14 carbohydrate (N-acetylgalacchr15q15.1  carbohydrate metabolic process --- 1.09 1.14 -1.02 -1.11 1.09 1.01 -1.34 -1.38 -1.39 -1.52 -1.12 -1.19
CHST15 carbohydrate (N-acetylgalacchr10q26  carbohydrate metabolic process --- -1.06 -1.14 1.05 -1.01 1.00 1.04 -1.06 1.07 1.25 1.41 1.09 1.26
CHST2 carbohydrate (N-acetylglucochr3q24  carbohydrate metabolic process --- -1.31 -1.23 1.32 -1.10 1.51 1.61 -1.36 -1.72 2.97 1.93 3.56 3.58
CHST3 carbohydrate (chondroitin 6chr10q22.1  carbohydrate metabolic process --- 1.11 1.14 1.09 -1.07 1.12 1.11 1.16 -1.01 -1.17 -1.25 -1.16 -1.18
CHST3 carbohydrate (chondroitin 6chr10q22.1  carbohydrate metabolic process --- 1.10 1.03 -1.01 1.00 1.03 1.05 1.02 -1.01 -1.21 -1.10 -1.41 -1.20
CHST5 carbohydrate (N-acetylglucochr16q22.3  carbohydrate metabolic process --- 3.16 -6.55 1.35 1.26 -1.00 -2.16 -4.01 -2.23 1.34 1.79 -1.69 -2.81
CHST6 carbohydrate (N-acetylglucochr16q22  carbohydrate metabolic process --- 1.44 1.77 1.56 2.67 5.44 3.40 2.33 2.93 4.54 4.58 2.18 2.45
CHST7 carbohydrate (N-acetylglucochrXp11.23  carbohydrate metabolic process --- -1.18 -1.11 1.05 1.06 1.04 -1.06 -1.22 -1.42 2.22 2.02 2.99 2.60
CHST8 carbohydrate (N-acetylgalacchr19q13.1  carbohydrate metabolic process --- -1.57 -1.13 -1.17 1.05 -1.74 -1.05 -1.17 -1.23 -1.02 1.03 -1.67 -2.53
CHTF8 CTF8, chromosome transmichr16q22.1  DNA replication --- -1.02 -1.02 1.01 -1.03 -1.01 -1.03 -1.05 -1.03 -1.10 -1.10 1.02 1.04
CHTOP chromatin target of PRMT1 chr1q21.3  transcription, DNA-dependent --- -1.03 -1.00 -1.12 -1.06 1.06 1.06 -1.21 -1.06 -1.59 -1.48 -1.16 -1.16
CHTOP chromatin target of PRMT1 chr1q21.3  transcription, DNA-dependent --- -1.03 1.08 1.05 -1.03 -1.00 -1.09 1.05 -1.03 1.29 1.09 1.26 1.28
CHTOP chromatin target of PRMT1 chr1q21.3  transcription, DNA-dependent --- -1.13 -1.07 1.00 -1.12 1.07 -1.08 1.08 -1.05 1.36 1.21 1.42 1.46
CHUK conserved helix-loop-helix uchr10q24-q25  response to acid Apoptosis // GenMAPP 1.11 1.17 1.10 -1.05 -1.04 1.08 -1.18 1.00 -1.23 -1.14 1.24 1.10
CIAO1 cytosolic iron-sulfur proteinchr2q11.2  regulation of transcription from RNA pol--- 1.02 -1.07 1.01 1.10 1.02 -1.22 1.38 1.27 1.98 1.43 1.68 1.82
CIB1 calcium and integrin bindin chr15q25.3-q26  double-strand break repair --- 1.07 1.07 1.04 1.00 1.07 -1.03 -1.05 -1.00 2.15 1.73 2.23 2.45
CIB2 calcium and integrin bindin chr15q24  integrin-mediated signaling pathway --- -2.22 -1.78 1.02 1.14 1.89 2.46 1.32 -1.26 1.99 1.45 1.93 1.20
CIDEB cell death-inducing DFFA-l chr14q12  apoptotic process GPCRDB_Other // GenMAPP -1.05 -1.07 -1.08 -1.22 -1.21 -1.21 -1.54 -1.06 -1.90 -1.31 -1.50 -1.07
CIR1 corepressor interacting withchr2q31.1  transcription, DNA-dependent --- -1.13 -1.06 -1.12 -1.09 -1.01 -1.06 1.10 1.17 1.15 1.12 1.43 1.51
CIRBP cold inducible RNA bindingchr19p13.3  response to stress --- 1.02 -1.18 1.20 1.33 1.21 1.15 1.38 1.37 -1.54 -1.47 -1.91 -1.41
CIRBP cold inducible RNA bindingchr19p13.3  response to stress --- -1.06 -1.00 -1.09 -1.08 -1.07 -1.07 -1.00 -1.02 -1.24 -1.22 -1.42 -1.38
CIRBP cold inducible RNA bindingchr19p13.3  response to stress --- -1.02 -1.00 -1.07 -1.01 -1.01 -1.01 -1.02 -1.01 -1.24 -1.14 -1.39 -1.40
CIRBP-AS1 CIRBP antisense RNA 1 chr19p13.3 0 --- 3.94 3.99 1.23 -1.38 1.64 -1.04 -1.25 -1.26 1.51 1.03 -9.44 -11.66
CIRH1A cirrhosis, autosomal recessivchr16q22.1  transcription, DNA-dependent --- -1.12 -1.04 -1.02 -1.02 1.02 -1.08 1.02 -1.07 -1.07 -1.26 -1.01 -1.00
CIRH1A cirrhosis, autosomal recessivchr16q22.1  transcription, DNA-dependent --- 1.06 1.06 1.00 1.07 1.04 -1.01 1.06 -1.02 -1.05 -1.26 1.08 1.09
CISD2 CDGSH iron sulfur domain chr4q24  mitochondrion degradation --- 1.08 1.14 1.05 -1.10 1.07 -1.27 -1.40 -1.29 -4.37 -3.08 -4.72 -5.42
CISD2 CDGSH iron sulfur domain chr4q24  mitochondrion degradation --- 1.02 1.03 1.00 -1.02 -1.00 -1.06 1.04 -1.03 -1.13 -1.12 -1.28 -1.21
CISD3 CDGSH iron sulfur domain chr17q12 0 --- -1.01 -1.04 -1.08 -1.03 -1.05 -1.19 1.21 1.21 1.08 -1.10 -1.20 -1.24
CISH cytokine inducible SH2-conchr3p21.3  regulation of cell growth --- -1.48 -1.10 1.12 1.00 1.89 2.01 1.34 1.82 1.38 1.73 1.04 1.30
CISH cytokine inducible SH2-conchr3p21.3  regulation of cell growth --- -1.22 1.01 1.05 1.12 1.25 1.16 -1.33 -1.03 1.98 1.69 2.20 2.07
CISH cytokine inducible SH2-conchr3p21.3  regulation of cell growth --- 1.79 1.61 1.33 1.41 -1.05 -1.05 1.38 1.06 2.13 2.35 1.88 1.98
CIT /// MIR11citron (rho-interacting, serinchr12q24 /// chr12q2 mitotic sister chromatid segregation G13_Signaling_Pathway // GenMAPP 1.14 1.06 1.13 1.04 1.12 1.12 -1.18 -1.29 -1.77 -1.49 -1.07 -1.09
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CITED2 Cbp/p300-interacting transachr6q23.3  negative regulation of transcription from --- 1.10 -1.02 1.06 1.41 1.10 1.03 1.04 1.12 2.66 2.09 2.92 2.44
CITED4 Cbp/p300-interacting transachr1p34.2|1p35-p34  transcription, DNA-dependent --- 1.23 1.32 1.05 1.52 -1.18 1.23 -1.28 -1.20 2.91 2.10 2.18 1.77
CIZ1 CDKN1A interacting zinc f chr9q34.1  positive regulation of DNA-dependent DN--- -1.06 -1.09 1.03 1.06 -1.04 -1.07 1.11 1.05 -1.16 -1.22 -1.31 -1.25
CIZ1 CDKN1A interacting zinc f chr9q34.1  positive regulation of DNA-dependent DN--- -1.00 -1.00 -1.03 -1.01 1.02 -1.07 1.15 1.11 -1.04 -1.15 -1.40 -1.30
CIZ1 CDKN1A interacting zinc f chr9q34.1  positive regulation of DNA-dependent DN--- -1.03 -1.05 1.00 1.06 -1.03 -1.08 1.16 1.04 -1.09 -1.22 -1.38 -1.31
CKAP2 cytoskeleton associated protchr13q14  mitotic cytokinesis --- 1.30 -1.05 -1.06 1.39 1.14 1.37 1.08 1.25 1.41 2.09 1.82 1.61
CKAP2 cytoskeleton associated protchr13q14  mitotic cytokinesis --- -1.77 -1.84 1.08 1.57 -2.89 1.23 1.84 1.51 3.46 1.46 -1.38 -1.09
CKAP2L cytoskeleton associated protchr2q13 0 --- 1.05 1.12 1.04 -1.18 1.02 -1.00 -1.14 -1.06 1.46 1.35 1.90 1.79
CKAP4 cytoskeleton-associated pro chr12q23.3 0 --- -1.06 1.06 -1.21 1.06 1.34 -1.09 1.37 1.02 1.35 1.65 1.54 1.33
CKAP4 cytoskeleton-associated pro chr12q23.3  regulation of transcription, DNA-depende--- 1.06 1.10 -1.04 -1.11 1.05 1.02 1.03 -1.18 1.20 1.17 1.56 1.45
CKAP5 cytoskeleton associated protchr11p11.2  G2 --- -1.03 -1.02 1.02 1.07 1.06 1.08 -1.04 -1.03 1.27 1.29 1.28 1.26
CKAP5 cytoskeleton associated protchr11p11.2  G2 --- -1.10 -1.08 -1.04 -1.03 1.08 1.01 -1.08 -1.11 1.11 1.15 1.53 1.55
CKB creatine kinase, brain chr14q32  creatine metabolic process --- -1.13 -1.28 1.01 1.22 1.24 -1.05 1.51 1.16 1.40 1.16 -1.02 -1.06
CKLF chemokine-like factor chr16q21  chemotaxis --- 1.08 1.03 1.11 1.00 1.28 1.10 1.02 -1.05 1.30 1.14 1.19 1.04
CKLF /// CKLchemokine-like factor /// CKchr16q21  chemotaxis --- 1.02 1.02 -1.01 -1.07 1.04 1.09 -1.25 -1.20 1.18 1.03 1.12 -1.06
CKMT1A /// Ccreatine kinase, mitochondr chr15q15  creatine metabolic process --- 1.01 -1.07 1.11 1.25 1.09 -1.02 1.04 1.03 1.06 1.19 -1.47 1.04
CKS1B CDC28 protein kinase regulchr1q21.2  regulation of cyclin-dependent protein se --- -1.04 -1.02 1.02 -1.03 1.11 1.02 1.13 -1.05 1.86 1.50 1.51 1.53
CKS2 CDC28 protein kinase regulchr9q22  regulation of cyclin-dependent protein se --- -1.09 -1.04 -1.13 -1.12 -1.00 -1.02 -1.31 -1.15 1.11 1.17 1.12 1.16
CLASP1 cytoplasmic linker associatechr2q14.2-q14.3  G2 --- -1.01 -1.10 1.04 -1.03 -1.08 -1.07 -1.17 1.08 -1.12 -1.12 1.07 -1.03
CLASP2 cytoplasmic linker associatechr3p22.3  mitotic cell cycle --- 1.19 1.10 1.02 1.13 -1.07 1.02 1.08 1.01 -1.37 -1.42 1.00 -1.24
CLASP2 cytoplasmic linker associatechr3p22.3  mitotic cell cycle --- 1.16 1.00 1.21 -1.04 -1.14 1.19 -1.36 -1.16 -2.01 -2.02 -1.64 -1.87
CLASRP CLK4-associating serine/argchr19q13.3  mRNA processing mRNA_processing_Reactome // GenMAPP 1.01 1.01 1.04 1.13 1.04 -1.07 1.38 1.19 1.56 1.35 1.38 1.33
CLC Charcot-Leyden crystal galechr19q13.1  regulation of T cell anergy --- -3.08 -1.39 1.76 2.30 -3.91 2.81 11.79 1.89 10.76 6.31 1.42 1.63
CLCA2 chloride channel accessory 2chr1p22.3  transport --- -1.36 -1.54 -1.42 1.64 2.48 2.59 25.25 6.66 9.69 19.04 1.31 1.31
CLCN3 chloride channel, voltage-sechr4q33  transport --- 1.05 1.11 1.11 1.01 1.06 -1.02 -1.03 1.03 -1.42 -1.34 -1.29 -1.80
CLCN4 chloride channel, voltage-sechrXp22.3  transport --- 1.42 -4.04 -1.42 -1.13 -2.43 -1.36 2.82 -1.31 3.71 -2.37 13.91 2.94
CLCN4 chloride channel, voltage-sechrXp22.3  transport --- -1.07 -1.07 1.21 1.19 -1.09 1.03 -1.26 -1.07 -1.62 -2.57 -1.62 -1.60
CLCN5 chloride channel, voltage-sechrXp11.23-p11.22  transport --- -1.19 -1.12 1.02 -1.06 -1.00 -1.08 -1.13 -1.15 1.38 1.14 -1.11 -1.04
CLCN5 chloride channel, voltage-sechrXp11.23-p11.22  transport --- 1.10 1.19 -1.12 -1.16 1.17 1.28 1.02 -1.07 1.26 1.17 1.17 1.07
CLCN5 chloride channel, voltage-sechrXp11.23-p11.22  transport --- 1.18 1.30 1.47 -1.03 -1.17 -1.10 -1.19 -1.19 1.06 1.34 1.14 1.42
CLDN1 claudin 1 chr3q28-q29  cell adhesion --- 1.32 -1.10 -1.45 -1.49 -1.05 -1.31 1.25 1.01 2.77 1.96 3.18 2.41
CLDN1 claudin 1 chr3q28-q29  cell adhesion --- 1.03 -1.01 1.09 1.05 1.13 1.07 1.64 1.21 1.98 1.45 1.15 1.02
CLDN11 claudin 11 chr3q26.2-q26.3  cell adhesion --- -1.28 1.05 -1.09 1.26 -1.05 1.26 -1.33 1.24 -3.54 -2.21 -2.93 -1.87
CLDN14 claudin 14 chr21q22.3  protein complex assembly --- 1.09 1.08 1.24 1.32 -1.99 1.25 1.23 -1.08 1.19 1.47 2.52 2.65
CLDN18 claudin 18 chr3q22.3  calcium-independent cell-cell adhesion --- 1.86 1.25 1.47 1.11 1.37 -1.24 1.30 1.25 -2.57 -2.01 -2.49 -1.04
CLDN23 claudin 23 chr8p23.1  calcium-independent cell-cell adhesion --- -1.23 -1.12 1.24 1.26 1.02 1.20 1.05 -1.20 -1.44 -1.79 -1.80 -1.90
CLDN4 /// LOclaudin 4 /// uncharacterizedchr7q11.23  female pregnancy --- 1.16 -1.00 1.04 1.01 1.07 1.02 -1.01 -1.05 1.24 1.20 1.11 1.20
CLDN7 claudin 7 ---  calcium-independent cell-cell adhesion --- -1.09 -1.36 1.42 1.17 1.47 1.35 -1.04 1.08 -1.99 -1.06 -1.78 -1.24
CLDND1 claudin domain containing 1chr3q12.1 0 --- 1.17 1.71 1.06 -2.31 1.19 -1.75 -4.25 -3.88 -1.19 1.07 1.84 1.38
CLEC16A C-type lectin domain familychr16p13.13 0 --- -1.48 -1.13 -1.19 -1.36 1.04 -1.10 -1.38 -1.20 1.70 1.68 1.78 1.86
CLEC1A C-type lectin domain familychr12p13.2  defense response --- 3.77 3.13 -2.08 -16.80 -1.71 -1.53 1.82 -1.11 1.87 1.51 5.89 13.05
CLEC2B C-type lectin domain familychr12p13-p12 0 --- -1.02 -1.14 1.08 1.05 -1.11 -1.36 1.06 -1.02 3.13 3.00 1.77 2.26
CLEC2B C-type lectin domain familychr12p13-p12 0 --- 1.91 1.20 -1.47 1.03 -1.25 -1.17 -1.70 -1.05 1.49 1.50 1.96 2.27
CLEC2D C-type lectin domain familychr12p13  cell surface receptor signaling pathway --- 2.84 2.03 1.36 2.15 -1.34 -1.19 -1.12 -1.69 -2.63 -2.52 -1.28 1.14
CLEC2D C-type lectin domain familychr12p13  cell surface receptor signaling pathway --- 3.13 3.45 1.34 1.11 1.12 1.39 -1.20 -1.54 -1.87 -3.00 -1.27 -1.06
CLEC4E C-type lectin domain familychr12p13.31  immune response --- -1.68 1.07 1.33 2.65 1.37 -1.25 1.32 -1.17 -1.01 -1.12 -1.08 -1.33
CLEC7A C-type lectin domain familychr12p13.2  response to yeast --- -1.62 3.54 1.23 1.39 19.15 13.30 2.74 1.64 7.31 4.43 -1.98 -1.81
CLEC7A C-type lectin domain familychr12p13.2  response to yeast --- -1.67 -1.22 -1.09 1.24 -1.46 -1.15 -1.18 1.38 1.18 1.25 -1.83 -2.61
CLGN calmegin chr4q28.3-q31.1  protein folding --- -1.02 -1.00 1.05 -1.10 -1.11 -1.02 -1.22 -1.01 -1.52 -1.31 -1.42 -1.44
CLIC1 chloride intracellular channechr6p21.3  transport --- -1.13 -1.09 -1.04 -1.02 1.07 -1.03 1.16 1.04 1.64 1.33 1.29 1.38
CLIC4 chloride intracellular channechr1p36.11  angiogenesis --- 1.22 1.16 1.32 1.11 -1.02 1.23 -1.08 -1.09 1.04 1.03 1.57 1.17
CLIC4 chloride intracellular channechr1p36.11  angiogenesis --- 1.11 1.15 -1.02 -1.07 -1.10 1.03 -1.22 -1.20 1.21 1.24 1.16 -1.02
CLIC4 chloride intracellular channechr1p36.11  angiogenesis --- -1.19 -1.19 1.06 1.03 1.05 -1.00 -1.15 -1.15 1.39 1.34 1.45 1.39
CLINT1 clathrin interactor 1 chr5q33.3  post-Golgi vesicle-mediated transport --- 1.08 1.03 1.13 1.20 1.26 1.03 1.11 -1.28 -1.23 -1.11 1.31 1.26
CLIP1 CAP-GLY domain containi chr12q24.3  M phase of mitotic cell cycle --- -1.07 -1.09 1.03 1.14 1.03 -1.02 1.15 1.15 1.30 1.18 1.22 1.47
CLIP1 CAP-GLY domain containi chr12q24.3  mitotic cell cycle --- 1.37 1.41 1.19 1.30 1.11 1.07 -1.69 -1.20 -1.56 -1.31 -2.06 -1.50
CLIP4 CAP-GLY domain containi chr2p23.2 0 --- -1.02 1.00 1.10 1.18 1.23 1.01 1.38 1.20 1.47 1.42 1.64 1.42
CLIP4 CAP-GLY domain containi chr2p23.2 0 --- 1.10 1.16 1.00 -1.07 -1.06 -1.00 -1.06 1.15 -2.14 -1.87 -1.42 -1.69
CLK2 CDC-like kinase 2 chr1q21  protein phosphorylation mRNA_processing_Reactome // GenMAPP 1.10 1.08 1.09 1.07 1.11 1.11 1.41 1.22 1.28 1.34 1.07 1.20
CLK3 CDC-like kinase 3 chr15q24  protein phosphorylation mRNA_processing_Reactome // GenMAPP -1.19 -1.05 1.11 1.05 1.09 -1.24 1.60 1.21 2.47 1.80 1.87 2.35
CLK4 CDC-like kinase 4 chr5q35  protein phosphorylation mRNA_processing_Reactome // GenMAPP 1.10 1.02 1.11 1.17 1.09 1.19 1.17 1.12 -1.57 -1.25 -1.53 -1.68
CLMN calmin (calponin-like, transmchr14q32.13  negative regulation of cell proliferation --- 1.45 1.19 1.83 2.55 -1.05 -1.01 1.10 -1.07 -1.39 1.01 1.19 2.01
CLMN calmin (calponin-like, transmchr14q32.13  negative regulation of cell proliferation --- 1.51 1.38 -1.15 -1.20 1.12 -1.35 -1.21 1.01 1.52 1.17 1.13 1.57
CLMP CXADR-like membrane prochr11q24.1  digestive tract development --- 1.03 1.19 1.06 1.05 -1.02 -1.03 -1.02 -1.23 2.58 2.33 2.85 2.63
CLN5 ceroid-lipofuscinosis, neurochr13q21.1-q32  signal peptide processing --- 1.03 1.04 -1.04 1.07 1.06 1.10 -1.09 -1.10 -1.25 -1.04 1.22 1.32
CLN6 ceroid-lipofuscinosis, neurochr15q23  ganglioside metabolic process --- -1.04 -1.07 1.12 1.00 1.14 -1.02 1.23 1.04 -1.88 -2.22 -2.80 -3.18
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CLN6 ceroid-lipofuscinosis, neurochr15q23  ganglioside metabolic process --- 1.00 -1.05 1.07 1.04 1.17 1.07 1.03 -1.02 -1.93 -1.89 -3.21 -2.93
CLN6 ceroid-lipofuscinosis, neurochr15q23  ganglioside metabolic process --- 1.65 1.59 1.28 1.60 -1.53 -1.43 1.29 1.46 -1.46 -1.18 -2.18 -2.00
CLNS1A chloride channel, nucleotidechr11q13.5-q14  spliceosomal snRNP assembly --- -1.10 -1.05 -1.01 -1.08 1.03 -1.02 1.04 -1.08 -1.08 -1.03 -1.10 -1.06
CLNS1A chloride channel, nucleotidechr11q13.5-q14  spliceosomal snRNP assembly --- 1.29 1.31 1.16 -1.24 1.23 1.20 -1.27 1.05 -2.71 -2.13 -2.56 -1.97
CLOCK clock circadian regulator chr4q12  DNA damage checkpoint Circadian_Exercise // GenMAPP 1.11 -1.03 -1.01 1.03 1.02 1.03 -1.27 -1.03 -1.36 -1.23 -1.29 -1.29
CLP1 cleavage and polyadenylatiochr11q12  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP / 1.02 1.02 -1.01 1.02 1.06 -1.04 -1.03 -1.03 -1.10 -1.37 1.20 1.04
CLPP ClpP caseinolytic peptidase chr19p13.3  proteolysis --- 1.04 1.06 -1.06 -1.12 -1.01 -1.05 1.10 -1.04 1.46 1.24 1.24 1.18
CLPX ClpX caseinolytic peptidasechr15q22.31  ATP catabolic process --- 1.00 -1.00 -1.09 -1.06 -1.04 1.10 -1.25 -1.12 -1.51 -1.12 -1.23 -1.15
CLSPN claspin chr1p34.2  DNA damage checkpoint --- 1.37 1.33 1.02 -1.14 -1.16 1.03 -1.43 -1.23 -1.62 -1.99 -1.51 -2.00
CLSPN claspin chr1p34.2  DNA damage checkpoint --- 1.14 1.05 -1.31 1.00 -1.22 1.05 1.11 1.20 -1.64 -1.55 -2.01 -1.85
CLTC clathrin, heavy chain (Hc) chr17q11-qter  intracellular protein transport --- -1.02 -1.15 -1.12 1.04 1.19 1.24 1.02 1.18 1.06 -1.02 -1.44 -1.46
CLTCL1 clathrin, heavy chain-like 1 chr22q11.21  intracellular protein transport --- 1.04 1.03 1.05 1.15 1.17 -1.00 1.01 1.01 -1.10 -1.29 -1.55 -1.18
CLU clusterin chr8p21-p12  release of cytochrome c from mitochondr--- 1.12 1.19 1.44 -1.15 -1.24 -1.52 2.64 1.80 1.71 1.05 1.91 -1.22
CLUAP1 clusterin associated protein chr16p13.3  cell projection organization --- 1.00 -1.08 -1.04 1.05 -1.04 -1.01 1.07 1.13 -1.64 -1.45 -1.75 -1.56
CLUH clustered mitochondria (cluAchr17p13.3  mitochondrion organization Translation_Factors // GenMAPP 1.01 -1.03 -1.06 1.19 1.04 -1.05 1.28 1.23 1.19 1.04 1.36 1.32
CLUHP3 clustered mitochondria (cluAchr16p11.2 0 --- -1.06 1.03 1.10 1.13 1.09 -1.02 -1.06 -1.06 -1.54 -1.64 -2.12 -2.07
CLUHP3 clustered mitochondria (cluAchr16p11.2 0 --- 1.16 -1.12 -1.00 1.07 1.19 1.18 1.33 1.02 -1.23 -1.38 -1.20 -1.49
CLYBL citrate lyase beta like chr13q32  cellular aromatic compound metabolic pr --- -1.05 -1.21 1.03 1.10 1.02 -1.02 1.25 1.26 1.69 1.31 1.40 1.52
CLYBL citrate lyase beta like chr13q32  cellular aromatic compound metabolic pr --- -1.21 1.00 1.23 1.27 -1.19 -1.20 -1.15 -1.06 1.11 1.19 -1.57 -1.47
CLYBL-AS2 CLYBL antisense RNA 2 // --- 0 --- -2.20 -1.35 1.12 -1.05 -1.17 -1.03 -1.30 -1.21 -1.21 1.08 1.22 1.49
CMAHP cytidine monophospho-N-acchr6p21.32  CMP-N-acetylneuraminate metabolic pro--- -4.36 -1.12 1.07 2.84 2.05 1.49 1.88 1.59 -1.60 -2.26 2.68 1.60
CMAHP cytidine monophospho-N-acchr6p21.32  CMP-N-acetylneuraminate metabolic pro--- 1.48 1.48 -1.26 -1.25 1.53 1.41 -1.00 -1.23 -1.05 1.07 1.40 1.19
CMAHP cytidine monophospho-N-acchr6p21.32  CMP-N-acetylneuraminate metabolic pro--- -1.18 -1.40 1.02 1.49 -1.05 -1.93 1.38 -1.13 1.56 1.29 1.26 1.45
CMAS cytidine monophosphate N- chr12p12.1  N-acetylneuraminate metabolic process --- -1.00 1.03 -1.03 1.02 1.09 1.03 1.01 1.01 1.15 1.22 1.49 1.42
CMBL carboxymethylenebutenolidchr5p15.2 0 --- -1.14 -1.13 -1.06 -1.09 -1.18 -1.05 -1.25 -1.02 -1.02 1.06 1.15 1.08
CMBL carboxymethylenebutenolidchr5p15.2 0 --- 1.81 1.63 -1.18 -1.54 1.29 1.32 1.26 -1.44 -2.08 -1.69 -2.69 -2.07
CMBL carboxymethylenebutenolidchr5p15.2 0 --- -1.02 -1.00 -1.05 -1.05 -1.07 -1.04 -1.03 -1.01 -1.20 -1.01 -1.22 -1.14
CMC1 COX assembly mitochondrichr3p24.1 0 --- 1.00 -1.07 -1.08 -1.11 -1.03 1.10 -1.28 -1.05 -1.35 -1.15 -1.31 -1.36
CMC4 C-x(9)-C motif containing 4chrXq28  cell proliferation --- -1.06 -1.03 -1.07 1.03 1.05 -1.05 -1.01 -1.04 1.18 -1.02 -1.01 -1.06
CMC4 C-x(9)-C motif containing 4chrXq28  cell proliferation --- 1.05 1.02 -1.04 1.03 1.02 -1.03 -1.00 1.04 1.05 1.03 -1.16 -1.22
CMC4 /// MTCC-x(9)-C motif containing 4chrXq28  cell proliferation --- 1.06 -1.10 -1.10 1.04 1.03 1.11 1.05 -1.02 -2.08 -2.01 -1.78 -1.98
CMIP c-Maf inducing protein chr16q23 0 --- 1.03 1.03 -1.01 -1.02 -1.09 1.01 1.01 1.02 1.13 1.28 1.37 1.27
CMIP c-Maf inducing protein chr16q23 0 --- -1.13 -1.20 1.04 -1.07 1.16 1.13 1.04 1.08 1.24 1.35 1.22 1.34
CMIP c-Maf inducing protein chr16q23 0 --- -1.16 -1.22 1.04 -1.19 1.24 1.10 1.15 1.04 1.30 1.16 1.40 1.33
CMTM2 CKLF-like MARVEL trans chr16q21  chemotaxis --- -1.38 -2.52 1.78 -1.59 9.43 -1.05 -2.58 1.14 2.16 -2.28 -2.92 -1.16
CMTM7 CKLF-like MARVEL trans chr3p22.3  chemotaxis --- 1.94 1.68 -1.40 -1.13 1.17 -1.03 1.15 1.42 1.52 1.91 1.07 -1.03
CMTM8 CKLF-like MARVEL trans chr3p22.3  chemotaxis --- 1.59 1.09 -1.11 -1.02 -1.01 -1.20 -1.00 1.10 1.31 1.39 1.04 1.00
CMYA5 cardiomyopathy associated chr5q14.1  regulation of skeletal muscle adaptation --- 1.16 -1.08 -1.07 -1.36 1.25 -1.37 -1.25 -1.07 -1.66 -1.35 -2.46 -1.64
CNBD1 cyclic nucleotide binding dochr8q21.3 0 --- 4.74 2.42 -1.03 1.69 -1.13 2.86 -1.31 -2.41 -2.74 -1.19 9.31 1.32
CNDP1 carnosine dipeptidase 1 (mechr18q22.3  proteolysis --- -1.82 -1.15 1.25 -3.21 -1.19 -1.01 3.22 2.72 2.83 1.88 1.10 1.29
CNDP2 CNDP dipeptidase 2 (metal chr18q22.3  sulfur amino acid metabolic process --- -1.25 -1.22 -1.67 1.01 1.13 -1.06 1.26 1.11 3.33 2.62 2.70 1.74
CNDP2 CNDP dipeptidase 2 (metal chr18q22.3  sulfur amino acid metabolic process --- -1.05 -1.00 -1.01 1.01 1.06 1.04 -1.03 1.14 1.16 1.20 1.18 1.24
CNFN cornifelin chr19q13.2  keratinization --- 1.13 -1.00 -1.07 1.08 1.19 1.12 1.15 1.35 1.08 1.37 -1.76 -1.26
CNIH4 cornichon homolog 4 (Dros chr1q42.11  intracellular signal transduction --- 1.19 1.32 1.26 -1.02 -1.13 -1.11 -1.39 -1.13 -1.42 -1.36 -1.49 -1.86
CNIH4 cornichon homolog 4 (Dros chr1q42.11  intracellular signal transduction --- -1.10 1.00 1.00 -1.03 1.04 -1.06 1.03 1.03 1.27 1.13 1.31 1.33
CNIH4 cornichon homolog 4 (Dros chr1q42.11  intracellular signal transduction --- -1.09 -1.39 1.26 1.25 1.19 1.02 1.11 -1.13 -1.65 -1.57 -2.04 -1.87
CNIH4 cornichon homolog 4 (Dros chr1q42.11  intracellular signal transduction --- -1.11 -1.01 -1.02 -1.01 1.05 -1.03 -1.01 1.05 1.09 1.23 1.18 1.23
CNN2 calponin 2 chr19p13.3  cytoskeleton organization Smooth_muscle_contraction // GenMAPP -1.03 -1.06 1.02 -1.00 1.07 1.03 1.21 1.05 1.41 1.26 1.06 1.04
CNNM1 cyclin M1 chr10q24.2  transport --- -1.06 1.07 -1.02 1.08 -1.02 -1.01 1.03 1.04 -1.64 -1.28 -1.00 1.04
CNNM3 cyclin M3 chr2p12-p11.2  transcription, DNA-dependent --- -1.12 -1.25 1.01 1.06 1.14 1.08 1.02 -1.18 1.08 1.04 1.12 1.10
CNOT1 CCR4-NOT transcription cochr16q21  negative regulation of transcription from --- -1.04 -1.03 1.11 1.08 -1.01 1.03 -1.16 -1.13 -1.25 -1.19 -1.06 -1.06
CNOT10 CCR4-NOT transcription cochr3p22.3  nuclear-transcribed mRNA catabolic proc--- -1.05 -1.07 -1.01 1.02 1.07 -1.05 1.16 1.14 -1.15 -1.32 -1.18 -1.09
CNOT2 CCR4-NOT transcription cochr12q15  negative regulation of transcription from --- 1.06 -1.06 1.08 1.09 1.05 1.01 -1.01 -1.09 1.21 1.24 1.02 1.20
CNOT2 CCR4-NOT transcription cochr12q15  negative regulation of transcription from --- 1.20 1.97 -1.11 1.07 -1.09 1.78 1.16 1.39 -1.11 -1.53 1.17 2.85
CNOT3 CCR4-NOT transcription cochr19q13.4  nuclear-transcribed mRNA catabolic proc--- -1.22 -1.21 -1.01 1.13 -1.09 1.13 1.22 1.11 -1.03 1.19 -1.50 -1.34
CNOT4 CCR4-NOT transcription cochr7q22-qter  nuclear-transcribed mRNA catabolic proc--- -1.39 -1.14 -1.11 1.58 3.11 2.44 -1.04 1.35 -1.36 -1.69 1.08 1.03
CNOT6 CCR4-NOT transcription cochr5q35.3  nuclear-transcribed mRNA catabolic proc--- -1.06 -1.04 -1.03 -1.08 -1.06 1.02 -1.26 -1.19 -1.61 -1.21 -1.15 -1.16
CNOT8 CCR4-NOT transcription cochr5q31-q33  nuclear-transcribed mRNA catabolic proc--- -1.05 -1.05 -1.05 -1.04 -1.11 1.10 -1.06 1.05 1.06 1.67 1.10 1.23
CNOT8 CCR4-NOT transcription cochr5q31-q33  nuclear-transcribed mRNA catabolic proc--- 1.08 1.10 1.07 -1.07 -1.20 -1.20 -1.03 -1.15 1.21 1.48 1.31 1.42
CNOT8 CCR4-NOT transcription cochr5q31-q33  nuclear-transcribed mRNA catabolic proc--- -1.02 -1.02 1.08 1.14 1.05 -1.03 1.51 1.07 1.94 1.96 2.02 1.96
CNPPD1 cyclin Pas1/PHO80 domain chr2q35  regulation of cyclin-dependent protein se --- -1.11 -1.02 -1.16 -1.39 1.22 1.03 1.07 -1.09 -1.29 1.02 -1.03 -1.02
CNPPD1 cyclin Pas1/PHO80 domain chr2q35  regulation of cyclin-dependent protein se --- 1.09 1.04 -1.05 -1.09 1.08 1.11 1.23 1.23 -1.17 -1.10 -1.21 -1.35
CNPY2 canopy 2 homolog (zebrafischr12q15  negative regulation of gene expression --- -1.06 -1.01 -1.05 1.00 -1.02 -1.07 1.08 1.04 -1.06 -1.13 -1.39 -1.24
CNPY2 canopy 2 homolog (zebrafischr12q15  negative regulation of gene expression --- -1.15 -1.12 -1.02 -1.03 1.01 -1.03 1.16 -1.01 -1.09 -1.14 -1.37 -1.28
CNPY3 canopy 3 homolog (zebrafischr6pter-p12.1  toll-like receptor signaling pathway --- -1.53 -1.32 1.06 1.20 -1.08 -1.11 1.03 1.04 1.44 1.36 1.11 1.67
CNPY4 canopy 4 homolog (zebrafischr7q22.1 0 --- -1.03 1.04 1.06 -1.02 -1.01 1.03 -1.07 -1.24 -1.45 -1.21 -1.76 -1.52
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CNR1 cannabinoid receptor 1 (braichr6q14-q15  positive regulation of acute inflammatoryGPCRDB_Class_A_Rhodopsin-like // GenM 4.81 2.18 -5.96 -1.87 -2.29 3.84 -1.20 -2.97 1.93 1.22 -1.19 -3.50
CNST consortin, connexin sorting chr1q44  negative regulation of phosphatase activit--- 1.27 -1.02 1.20 1.16 -1.24 1.01 1.10 1.05 1.79 1.66 2.11 1.72
CNST consortin, connexin sorting chr1q44  negative regulation of phosphatase activit--- 1.37 1.41 -1.16 -1.06 1.13 1.12 1.58 1.25 2.90 2.45 2.85 2.12
CNTLN centlein, centrosomal protei chr9p22.2  phosphorelay signal transduction system --- -1.38 -1.64 1.05 1.06 1.35 1.08 -1.08 -1.06 -1.76 -1.70 -2.06 -2.01
CNTLN centlein, centrosomal protei chr9p22.2  phosphorelay signal transduction system --- 1.12 1.42 -1.00 1.05 -1.25 -1.37 -1.40 -1.33 -4.07 -3.39 -2.72 -2.61
CNTN1 contactin 1 chr12q11-q12  cell adhesion --- -1.06 1.04 1.14 1.12 -1.02 -1.08 1.32 1.11 1.20 1.06 1.10 1.32
CNTN1 contactin 1 chr12q11-q12  cell adhesion --- 1.07 1.03 1.06 1.09 1.07 1.12 -1.06 -1.06 -1.26 -1.15 -1.36 -1.21
CNTN1 contactin 1 chr12q11-q12  cell adhesion --- 1.21 1.25 1.14 -1.01 -1.08 -1.09 -1.19 1.09 -1.88 -1.46 -1.72 -2.08
CNTNAP1 contactin associated protein chr17q21  protein localization to paranode region of--- -1.01 -1.11 1.14 1.22 1.02 -1.25 1.28 1.05 1.47 1.45 1.36 1.67
CNTNAP2 contactin associated protein chr7q35  cell adhesion --- -1.78 -4.23 -1.28 -1.64 -1.22 1.34 -2.08 -1.40 10.88 9.77 5.57 8.96
CNTNAP4 contactin associated protein chr16q23.1  cell adhesion --- -1.05 1.15 1.10 2.19 -1.22 -2.01 -1.12 -1.00 1.07 1.00 1.07 1.78
CNTNAP4 contactin associated protein chr16q23.1  cell adhesion --- 1.17 -1.41 -2.40 1.53 1.31 -1.36 1.28 -4.09 2.25 3.33 21.78 30.13
CNTNAP5 contactin associated protein chr2q14.3  cell adhesion --- -1.14 12.44 1.13 1.54 -2.53 -1.07 3.35 1.39 1.10 -4.91 -1.19 -2.51
CNTNAP5 contactin associated protein chr2q14.3  cell adhesion --- 4.08 2.64 1.52 -1.99 1.02 1.59 4.98 2.83 5.29 5.27 1.01 2.30
CNTRL centriolin chr9q33.2  G2 --- -1.01 1.02 1.09 1.08 1.09 1.05 -1.07 1.05 -2.93 -2.12 -3.42 -2.51
COA1 cytochrome c oxidase assemchr7p13  mitochondrial respiratory chain complex Fatty_Acid_Synthesis // GenMAPP 1.01 -1.02 -1.05 -1.02 1.04 1.01 1.07 -1.07 1.23 1.25 1.27 1.30
COA5 cytochrome c oxidase assemchr2q11.2 0 --- -1.03 1.05 -1.00 1.03 -1.03 -1.06 -1.14 -1.07 -1.23 -1.17 -1.14 -1.18
COA5 cytochrome c oxidase assemchr2q11.2 0 --- 1.05 -1.19 -1.10 -1.01 1.01 -1.14 1.05 -1.02 1.30 1.24 1.48 1.58
COA6 cytochrome c oxidase assemchr1q42.2 0 --- -1.14 -1.12 -1.06 1.01 1.00 -1.02 1.02 1.12 1.39 1.29 1.25 1.35
COBL cordon-bleu WH2 repeat pr chr7p12.1  embryonic axis specification --- -1.06 -1.06 1.03 1.01 1.11 -1.03 1.07 1.05 -1.48 -1.46 -1.39 -1.32
COBL cordon-bleu WH2 repeat pr chr7p12.1  embryonic axis specification --- -1.04 1.02 1.00 -1.29 1.08 1.04 -1.02 -1.12 1.24 -1.01 1.46 1.33
COBLL1 cordon-bleu WH2 repeat pr chr2q24.3 0 --- 1.25 1.07 -1.06 -1.15 1.39 1.10 1.26 1.50 2.47 2.54 1.63 1.47
COCH cochlin chr14q11.2-q13  sensory perception of sound --- -1.05 -1.04 1.02 1.13 -1.10 -1.19 1.04 -1.11 -1.15 -1.05 -1.31 -1.31
COCH cochlin chr14q11.2-q13  sensory perception of sound --- -1.10 1.02 -1.13 -1.03 -1.01 -1.04 -1.24 -1.09 -1.16 -1.14 -1.62 -1.32
COG1 component of oligomeric gochr17q25.1  transport --- -1.12 -1.12 1.07 1.12 1.03 -1.11 1.12 1.18 1.44 1.14 1.21 1.46
COG2 component of oligomeric gochr1q42.2  protein glycosylation --- 1.01 1.01 1.03 1.04 1.01 -1.06 -1.01 -1.06 -1.55 -1.86 -1.12 -1.28
COG3 component of oligomeric gochr13q14.13  protein glycosylation --- -1.03 1.07 1.14 -1.22 1.73 1.19 1.88 1.87 1.03 1.14 1.75 1.19
COG3 component of oligomeric gochr13q14.13  protein glycosylation --- 1.29 -1.01 1.16 1.14 1.65 1.58 1.05 1.11 2.33 1.89 1.77 1.38
COG5 component of oligomeric gochr7q31  transport --- -1.02 1.01 1.04 -1.06 1.10 1.01 1.20 -1.05 -1.18 -1.08 1.26 1.15
COG6 component of oligomeric gochr13q14.11  transport --- 1.48 1.15 -1.43 -1.75 1.30 1.42 -1.04 -1.24 -1.30 -1.50 1.10 1.25
COG7 component of oligomeric gochr16p12.2  protein glycosylation --- -1.17 -1.26 1.07 1.06 1.03 -1.09 1.05 1.03 -1.00 -1.10 1.14 1.41
COG8 component of oligomeric gochr16q22.1  translation --- -1.04 -1.04 1.00 1.04 1.10 1.02 -1.14 -1.07 -1.47 -1.29 -1.55 -1.21
COG8 component of oligomeric gochr16q22.1  translation --- 1.01 -1.04 1.03 -1.01 -1.18 1.03 -1.14 -1.04 -1.40 -1.40 -1.43 -1.50
COIL coilin chr17q22 0 --- -1.16 -1.06 1.05 -1.12 1.22 1.09 1.08 -1.09 1.32 1.10 1.91 1.74
COIL coilin chr17q22 0 --- -1.06 -1.01 1.03 1.08 1.04 1.01 1.02 1.01 1.17 1.02 1.52 1.43
COL11A1 collagen, type XI, alpha 1 chr1p21  cartilage condensation --- -1.66 -1.44 -1.59 -2.35 1.30 -1.39 1.51 1.44 1.17 -1.06 2.13 1.64
COL12A1 collagen, type XII, alpha 1 chr6q12-q13  skeletal system development --- -1.21 -1.10 1.00 1.04 1.41 1.22 -1.05 -1.23 -1.44 -1.44 -1.87 -1.61
COL12A1 collagen, type XII, alpha 1 chr6q12-q13  skeletal system development --- 1.16 1.19 -1.02 -1.12 1.02 -1.00 -1.11 -1.04 -1.47 -1.44 -1.89 -2.13
COL12A1 collagen, type XII, alpha 1 chr6q12-q13  skeletal system development --- 1.36 1.36 1.17 1.03 -1.21 -1.15 -1.18 -1.32 -2.02 -1.95 -2.42 -2.67
COL13A1 collagen, type XIII, alpha 1 chr10q22  ossification --- 3.63 4.22 1.11 4.87 -1.29 -9.50 -3.95 -1.16 18.75 6.46 2.18 6.87
COL15A1 collagen, type XV, alpha 1 chr9q21-q22  angiogenesis --- 1.10 -1.05 1.11 1.11 -1.01 1.13 -1.11 -1.17 -1.50 -1.14 -1.38 -1.28
COL18A1 collagen, type XVIII, alpha chr21q22.3  angiogenesis --- -1.26 -1.18 -1.05 -1.04 1.24 -1.10 1.08 -1.03 -1.12 -1.63 -1.74 -1.75
COL18A1-ASCOL18A1 antisense RNA 1chr21q22.3 0 --- -2.37 1.38 -1.66 -1.10 1.05 3.29 1.21 1.53 1.69 -1.52 -2.60 -1.52
COL25A1 collagen, type XXV, alpha chr4q25  extracellular matrix disassembly --- -1.23 -1.18 1.13 1.08 -1.36 1.41 1.28 1.22 1.86 1.41 -1.23 1.01
COL25A1 collagen, type XXV, alpha chr4q25  extracellular matrix disassembly --- -1.10 -1.13 -1.02 1.03 -1.08 1.18 -1.01 1.07 -1.24 -1.06 -1.73 -1.72
COL3A1 collagen, type III, alpha 1 chr2q31  skeletal system development Inflammatory_Response_Pathway // GenMA -1.03 -1.05 -1.14 -1.07 -1.11 1.01 -1.04 1.01 -1.26 -1.12 -1.65 -1.56
COL3A1 collagen, type III, alpha 1 chr2q31  skeletal system development Inflammatory_Response_Pathway // GenMA 1.20 1.21 1.00 -1.03 1.01 -1.00 1.05 1.07 -1.51 -1.33 -1.94 -1.92
COL3A1 collagen, type III, alpha 1 chr2q31  skeletal system development Inflammatory_Response_Pathway // GenMA 1.19 1.21 1.45 1.46 -1.12 1.40 -1.09 1.29 -1.55 -2.64 -3.91 -2.33
COL3A1 collagen, type III, alpha 1 chr2q31  skeletal system development Inflammatory_Response_Pathway // GenMA 1.10 1.19 1.04 -1.08 1.07 1.05 1.05 -1.00 -1.46 -1.33 -1.94 -1.89
COL4A1 collagen, type IV, alpha 1 chr13q34  angiogenesis --- -1.03 1.04 1.01 -1.06 1.07 1.05 1.23 1.06 1.56 1.37 1.42 1.20
COL4A1 collagen, type IV, alpha 1 chr13q34  angiogenesis --- 1.26 1.33 -1.04 1.03 -1.04 -1.05 1.25 -1.18 1.84 1.39 1.70 1.69
COL4A3 collagen, type IV, alpha 3 (Gchr2q36-q37  induction of apoptosis --- -1.03 -1.16 1.06 -1.10 1.16 1.24 -1.29 -1.08 -1.91 -1.28 -1.20 -1.36
COL4A3BP collagen, type IV, alpha 3 (Gchr5q13.3  cell morphogenesis --- -1.17 -1.09 1.00 1.01 -1.04 -1.10 1.05 -1.06 1.58 1.44 1.38 1.26
COL4A3BP collagen, type IV, alpha 3 (Gchr5q13.3  cell morphogenesis --- -1.02 -1.05 1.00 -1.03 1.19 1.10 1.09 1.09 1.40 1.33 1.41 1.58
COL4A3BP collagen, type IV, alpha 3 (Gchr5q13.3  cell morphogenesis --- 1.06 -1.01 1.07 1.01 -1.06 -1.01 1.02 1.04 1.03 1.20 1.38 1.37
COL4A3BP collagen, type IV, alpha 3 (Gchr5q13.3  cell morphogenesis --- -1.10 -1.06 1.24 1.01 1.11 -1.02 -1.06 1.06 -1.17 -1.02 1.11 1.16
COL4A4 collagen, type IV, alpha 4 chr2q35-q37  axon guidance --- 1.06 1.05 1.03 1.04 -1.01 1.01 -1.01 -1.11 -1.47 -1.20 -1.22 -1.33
COL4A5 collagen, type IV, alpha 5 chrXq22  axon guidance --- 1.22 1.16 -1.01 -1.03 -1.09 1.15 -1.02 -1.02 -1.50 -1.29 -1.69 -1.71
COL4A6 collagen, type IV, alpha 6 chrXq22  cell adhesion --- -1.03 -1.01 -1.08 -1.02 1.00 1.06 1.08 1.02 -1.18 -1.18 -1.13 -1.18
COL5A1 collagen, type V, alpha 1 chr9q34.2-q34.3  blood vessel development --- -1.04 -1.10 -1.02 1.07 -1.02 -1.02 1.05 1.07 1.04 1.04 -1.06 1.20
COL5A1 collagen, type V, alpha 1 chr9q34.2-q34.3  blood vessel development --- 1.14 1.27 -1.04 -1.02 -1.16 -1.11 -1.12 -1.13 -1.05 -1.03 -1.06 1.06
COL8A1 collagen, type VIII, alpha 1 chr3q12.3  angiogenesis --- 1.16 1.17 -1.01 -1.01 -1.02 1.11 1.12 1.01 1.15 -1.00 1.19 -1.13
COL9A1 collagen, type IX, alpha 1 chr6q13  tissue homeostasis --- 1.98 4.62 -1.62 -1.62 -2.19 1.42 -2.81 -2.86 1.69 -1.07 3.23 2.81
COL9A2 collagen, type IX, alpha 2 chr1p33-p32  skeletal system development --- 1.35 -1.17 3.38 3.61 -1.59 -3.02 2.07 2.59 2.91 -1.89 -3.34 2.58
COLEC10 collectin sub-family membechr8q23-q24.1 0 --- -1.88 1.00 7.74 6.27 4.09 1.59 -1.57 1.46 3.37 -1.32 -1.37 -1.84
COLEC12 collectin sub-family membechr18pter-p11.3  pattern recognition receptor signaling pat --- 1.40 3.92 1.03 -2.88 1.02 -1.22 -1.60 -4.14 10.37 5.14 2.07 3.14
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COLGALT2 collagen beta(1-O)galactosychr1q25  lipopolysaccharide biosynthetic process --- 3.16 3.05 -1.38 1.06 1.09 -1.43 -1.06 1.29 -3.13 -2.43 -2.95 -2.63
COMMD1 copper metabolism (Murr1) chr2p15  positive regulation of protein ubiquitinati --- -1.10 -1.03 -1.00 1.09 1.03 -1.14 1.00 -1.04 -1.13 -1.09 -1.50 -1.34
COMMD10 COMM domain containing chr5q23.1 0 --- 1.52 1.90 -3.29 1.09 4.53 1.68 -1.99 -5.01 -3.83 -8.70 1.78 -3.34
COMMD10 COMM domain containing chr5q23.1 0 --- 1.01 1.41 -1.08 -1.04 -1.06 1.20 -1.25 -1.10 1.16 1.15 -1.43 -1.70
COMMD2 COMM domain containing chr3q25.1 0 --- 1.29 1.11 -1.02 -1.15 -1.03 1.10 -1.11 1.07 1.10 -1.06 1.29 -1.02
COMMD2 COMM domain containing chr3q25.1 0 --- -1.03 -1.05 -1.12 1.03 -1.07 1.06 -1.30 -1.15 -1.55 -1.21 -1.57 -1.44
COMMD4 COMM domain containing chr15q24.2 0 --- -1.05 1.11 -1.02 -1.10 1.21 1.10 -1.35 -1.25 -2.54 -2.25 -2.15 -2.25
COMMD4 COMM domain containing chr15q24.2 0 --- 1.16 1.00 -1.05 -1.05 1.07 1.11 1.05 1.01 -1.24 -1.17 -2.19 -2.04
COMMD4 COMM domain containing chr15q24.2 0 --- -1.08 -1.05 -1.03 -1.01 -1.01 -1.03 1.11 -1.02 1.01 -1.02 -1.50 -1.55
COMMD5 COMM domain containing chr8q24.3  cell cycle arrest --- 1.01 -1.05 1.17 1.14 -1.12 -1.24 1.16 1.21 1.34 1.13 1.28 1.17
COMMD5 COMM domain containing chr8q24.3  cell cycle arrest --- -1.07 -1.07 -1.08 -1.08 1.01 -1.01 1.10 1.01 -1.10 -1.22 -1.04 -1.02
COMMD5 COMM domain containing chr8q24.3  cell cycle arrest --- 1.05 -1.01 1.13 1.02 1.00 -1.07 1.17 1.06 1.20 -1.03 1.21 1.05
COMMD6 COMM domain containing chr13q22  negative regulation of NF-kappaB transcr--- -1.19 -1.40 -1.07 -1.28 1.44 1.13 -1.24 1.06 -1.70 -1.51 -2.47 -1.73
COMMD7 COMM domain containing chr20q11.21  negative regulation of NF-kappaB transcr--- -1.03 -1.07 1.04 1.10 1.08 1.01 1.02 1.07 -1.03 -1.02 -1.44 -1.33
COMMD8 COMM domain containing chr4p12 0 --- 1.05 1.04 1.04 -1.00 -1.05 1.10 -1.13 -1.10 -1.42 -1.27 -1.35 -1.40
COMMD9 COMM domain containing chr11p13 0 --- -1.14 -1.13 -1.02 -1.02 1.09 1.03 1.05 1.09 -1.46 -1.38 -1.82 -1.58
COMT catechol-O-methyltransferaschr22q11.21  catecholamine metabolic process Biogenic_Amine_Synthesis // GenMAPP -1.01 -1.05 -1.06 -1.12 -1.00 -1.05 1.23 1.01 -1.19 -1.18 -1.20 -1.26
COMT catechol-O-methyltransferaschr22q11.21  catecholamine metabolic process Biogenic_Amine_Synthesis // GenMAPP -1.26 1.14 -1.15 -1.04 1.28 -1.04 1.44 1.11 1.19 1.08 -1.34 -1.35
COMT catechol-O-methyltransferaschr22q11.21  catecholamine metabolic process Biogenic_Amine_Synthesis // GenMAPP 1.01 1.07 -1.05 -1.07 -1.00 -1.13 1.15 1.04 1.02 -1.14 -1.16 -1.26
COPA coatomer protein complex, schr1q23.2  transport --- 1.03 -1.06 1.08 1.03 1.28 1.14 -1.01 -1.19 -1.29 -1.24 1.27 1.39
COPA coatomer protein complex, schr1q23.2  transport --- 1.09 1.16 1.82 1.55 1.19 1.11 1.82 -1.02 1.07 1.14 2.10 2.12
COPB1 coatomer protein complex, schr11p15.2  transport --- 1.17 1.17 1.03 -1.11 -1.11 -1.10 -1.09 -1.08 1.04 1.04 1.41 1.14
COPB1 coatomer protein complex, schr11p15.2  transport --- 1.15 1.12 -1.01 1.12 -1.16 1.02 -1.22 -1.13 1.19 1.19 1.21 1.23
COPB2 coatomer protein complex, schr3q23  transport --- -1.08 1.00 1.05 1.00 -1.02 -1.07 1.03 -1.04 1.39 1.19 1.50 1.47
COPE coatomer protein complex, schr19p13.11  transport --- -1.07 -1.08 1.03 1.05 1.04 -1.03 1.09 1.11 1.41 1.31 1.40 1.58
COPG1 coatomer protein complex, schr3q21.3  transport --- 1.35 1.44 1.01 -1.22 1.21 -1.05 -1.19 -1.26 1.00 -1.04 1.86 1.85
COPG2IT1 COPG2 imprinted transcrip chr7q32 0 --- 1.11 -1.01 1.31 1.26 -1.06 1.06 1.41 1.20 -1.53 -1.62 -2.21 -1.77
COPS2 COP9 signalosome subunit chr15q21.2  negative regulation of transcription from --- -1.06 -1.01 -1.03 1.00 1.05 -1.01 1.24 1.10 1.30 1.18 1.23 1.23
COPS6 COP9 signalosome subunit chr7q22.1  cullin deneddylation --- 1.08 -1.04 -1.03 1.09 -1.05 -1.02 1.09 1.07 -1.06 -1.15 -1.28 -1.17
COPS7A COP9 signalosome subunit chr12p13.31  cullin deneddylation --- -1.16 -1.10 -1.06 -1.07 -1.02 -1.05 1.10 1.10 1.14 1.09 -1.03 1.10
COPS8 COP9 signalosome subunit chr2q37.3  cullin deneddylation --- 1.06 -1.11 1.04 1.16 -1.17 -1.03 -1.14 -1.26 -1.59 -1.61 -2.16 -1.74
COPS8 COP9 signalosome subunit chr2q37.3  cullin deneddylation --- 1.12 1.02 -1.09 1.09 -1.00 -1.12 -1.33 -1.00 -1.11 -1.07 1.11 1.21
COPZ1 coatomer protein complex, schr12q13.2-q13.3  transport --- 1.01 1.02 -1.00 -1.18 -1.03 1.07 -1.01 -1.10 1.05 1.03 1.33 1.21
COPZ1 coatomer protein complex, schr12q13.2-q13.3  transport --- -1.07 -1.13 -1.00 1.03 1.04 1.04 -1.01 -1.03 1.37 1.36 1.18 1.35
COPZ2 coatomer protein complex, schr17q21.32  transport --- -1.07 -1.08 -1.02 -1.01 1.05 -1.06 1.11 1.12 -1.18 -1.20 -1.49 -1.34
COQ10A coenzyme Q10 homolog A chr12q13.3 0 --- -1.07 -1.15 1.03 1.05 -1.00 1.05 -1.07 1.02 -1.41 -1.30 -1.28 -1.15
COQ10B coenzyme Q10 homolog B (chr2q33.1 0 --- 1.03 1.12 -1.02 -1.21 -1.11 1.01 -1.15 -1.09 1.65 1.58 2.06 1.87
COQ2 coenzyme Q2 4-hydroxybenchr4q21.23  glycerol metabolic process --- -1.01 -1.06 1.04 1.14 1.01 1.03 -1.21 -1.06 -1.45 -1.21 -1.82 -1.53
COQ2 coenzyme Q2 4-hydroxybenchr4q21.23  glycerol metabolic process --- 1.14 1.15 -1.07 1.16 1.31 1.21 -1.06 1.05 -2.11 -1.89 -1.92 -1.47
COQ4 coenzyme Q4 homolog (S. cchr9q34.11  ubiquinone biosynthetic process --- -1.14 -1.36 -1.09 1.12 1.02 1.00 1.10 1.05 -1.44 -1.36 -1.95 -1.31
COQ4 coenzyme Q4 homolog (S. cchr9q34.11  ubiquinone biosynthetic process --- 1.06 1.03 -1.01 1.17 -1.11 -1.06 1.21 1.01 1.40 1.45 1.13 1.25
COQ5 coenzyme Q5 homolog, me chr12q24.31  ubiquinone biosynthetic process --- -1.12 -1.12 -1.01 -1.02 1.05 -1.04 1.22 1.09 -1.08 -1.06 1.17 1.19
COQ7 coenzyme Q7 homolog, ubi chr16p12.3  age-dependent response to oxidative stres--- -1.08 -1.03 1.05 1.06 -1.04 -1.09 -1.28 -1.09 -1.97 -1.73 -1.64 -1.56
CORO1C coronin, actin binding prote chr12q24.1  phagocytosis --- -1.00 -1.04 -1.08 -1.14 -1.00 -1.03 1.06 -1.05 -1.02 1.02 -1.03 -1.21
CORO2A coronin, actin binding prote chr9q22.3  actin cytoskeleton organization --- -1.14 1.03 1.00 1.17 -1.18 -1.11 1.08 -1.10 1.49 1.55 1.20 1.33
CORO2A coronin, actin binding prote chr9q22.3  actin cytoskeleton organization --- 1.01 1.01 -1.05 1.02 1.07 1.01 -1.02 1.14 1.08 1.09 1.26 1.05
COTL1 coactosin-like 1 (Dictyostel chr16q24.1  defense response to fungus --- 1.03 1.08 -1.02 -1.10 1.07 1.06 1.16 -1.06 1.59 1.34 1.35 1.21
COTL1 coactosin-like 1 (Dictyostel chr16q24.1  carbohydrate metabolic process --- 1.02 -1.01 -1.01 -1.05 1.02 1.01 1.05 -1.05 1.66 1.44 1.35 1.25
COTL1 coactosin-like 1 (Dictyostel chr16q24.1  defense response to fungus --- -1.07 1.08 -1.10 1.25 1.08 1.11 1.13 1.27 1.86 1.08 2.23 1.71
COX10 cytochrome c oxidase assemchr17p12  mitochondrial fission --- 1.07 1.07 1.01 -1.03 1.00 -1.04 1.23 1.03 1.31 1.36 1.51 1.40
COX10-AS1 /COX10 antisense RNA 1 ///--- 0 --- 1.19 1.13 1.21 -1.17 -1.13 -1.04 -1.30 -1.07 -2.06 -1.70 -2.13 -2.02
COX11 cytochrome c oxidase assemchr17q22  respiratory gaseous exchange Electron_Transport_Chain // GenMAPP 1.23 1.23 -1.05 -1.10 -1.10 -1.01 -1.15 -1.08 -1.40 -1.34 -1.31 -1.70
COX11 cytochrome c oxidase assemchr17q22  respiratory gaseous exchange Electron_Transport_Chain // GenMAPP -1.05 -1.06 1.01 1.13 1.11 1.04 1.11 1.11 -1.08 -1.18 -1.40 -1.27
COX14 cytochrome c oxidase assemchr12q13.12  mitochondrial respiratory chain complex --- -1.05 -1.04 -1.04 1.00 -1.01 -1.06 1.07 1.04 1.30 1.20 1.22 1.28
COX15 cytochrome c oxidase assemchr10q24  mitochondrial electron transport, cytochr --- -1.09 -1.12 -1.12 -1.06 1.06 1.01 1.03 1.04 1.16 1.12 -1.42 -1.14
COX15 cytochrome c oxidase assemchr10q24  mitochondrial electron transport, cytochr --- 1.01 1.12 1.04 -1.09 1.03 1.08 1.04 1.04 1.05 1.09 1.19 -1.05
COX15 cytochrome c oxidase assemchr10q24  mitochondrial electron transport, cytochr --- -1.06 -1.11 1.08 1.16 -1.04 -1.01 1.07 1.06 -1.14 -1.05 -1.26 -1.16
COX15 cytochrome c oxidase assemchr10q24  mitochondrial electron transport, cytochr --- -1.06 -1.06 -1.11 -1.00 -1.16 -1.00 1.00 1.14 -1.09 1.09 -1.33 -1.30
COX16 COX16 cytochrome c oxidachr14q24.2 0 --- 1.02 1.04 -1.05 -1.07 -1.07 -1.01 -1.15 -1.02 1.05 1.16 1.07 1.04
COX17 COX17 cytochrome c oxidachr3q13.33  generation of precursor metabolites and eElectron_Transport_Chain // GenMAPP -1.00 1.02 1.08 1.05 1.01 -1.12 1.08 -1.01 1.66 1.31 1.44 1.35
COX19 cytochrome c oxidase assemchr7p22.3 0 --- 1.78 -1.02 1.04 1.00 -1.36 -1.38 -1.37 -1.06 1.80 2.70 1.23 -1.05
COX2 /// OAFcytochrome c oxidase subunchr11q23.3 /// chr9q negative regulation of transcription from Electron_Transport_Chain // GenMAPP -1.11 -1.05 -1.05 1.01 -1.01 -1.05 1.13 1.07 1.21 1.00 -1.02 1.04
COX2 /// OAFcytochrome c oxidase subunchr11q23.3 /// chr9q negative regulation of transcription from Electron_Transport_Chain // GenMAPP -1.03 -1.01 -1.05 1.02 -1.02 -1.05 1.11 1.03 1.22 1.01 -1.03 -1.01
COX20 COX20 cytochrome C oxid chr1q44 0 --- 1.13 1.03 1.01 1.13 -1.02 1.03 -1.18 -1.07 -1.61 -1.43 -1.84 -1.56
COX20 COX20 cytochrome C oxid chr1q44 0 --- 1.10 1.13 -1.02 1.04 -1.06 1.17 1.02 1.02 1.05 1.10 1.17 1.28
COX3 cytochrome c oxidase III ---  mitochondrial electron transport, cytochr Electron_Transport_Chain // GenMAPP -1.03 -1.14 1.07 1.13 -1.15 1.28 -1.38 -1.02 -1.20 -1.12 -1.93 -1.85
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COX4I1 cytochrome c oxidase subunchr16q24.1  generation of precursor metabolites and eElectron_Transport_Chain // GenMAPP -1.16 -1.06 1.10 1.23 -1.41 -1.41 1.09 1.43 1.91 1.46 1.69 1.97
COX5A cytochrome c oxidase subunchr15q24.1  respiratory electron transport chain Electron_Transport_Chain // GenMAPP -1.06 -1.00 -1.05 -1.02 -1.01 1.02 1.00 -1.05 1.09 1.11 1.02 -1.01
COX5A cytochrome c oxidase subunchr15q24.1  respiratory electron transport chain Electron_Transport_Chain // GenMAPP -1.05 -1.19 1.07 1.06 -1.04 1.08 -1.32 -1.07 -1.62 -1.44 -1.90 -1.80
COX5B cytochrome c oxidase subunchr2q11.2  respiratory gaseous exchange Electron_Transport_Chain // GenMAPP -1.04 1.02 -1.05 -1.01 -1.06 -1.07 1.09 1.07 1.36 1.23 1.09 1.08
COX6B2 cytochrome c oxidase subunchr19q13.42 0 --- -1.01 1.66 1.03 -1.72 1.00 -1.15 -1.77 -6.49 5.24 3.22 4.84 4.84
COX7B cytochrome c oxidase subunchrXq21.1  central nervous system development Electron_Transport_Chain // GenMAPP 1.07 1.07 1.10 1.07 1.07 1.07 -1.53 -1.14 -3.74 -2.08 -5.32 -4.10
COX7C cytochrome c oxidase subunchr5q14  generation of precursor metabolites and eElectron_Transport_Chain // GenMAPP -1.08 1.00 -1.07 -1.02 -1.03 -1.04 1.11 1.00 1.32 1.14 1.03 1.03
COX7C cytochrome c oxidase subunchr5q14  generation of precursor metabolites and eElectron_Transport_Chain // GenMAPP -1.02 -1.00 -1.03 1.02 1.02 -1.05 1.15 1.01 1.40 1.10 1.06 1.02
COX8C cytochrome c oxidase subunchr14q32.12 0 --- 1.76 3.22 -6.20 -4.95 -2.28 1.67 -2.20 1.67 2.22 1.65 7.15 9.02
CP ceruloplasmin (ferroxidase) chr3q23-q25  transport --- -1.21 -1.34 1.09 1.10 1.08 1.16 1.37 1.24 -1.08 1.03 -1.06 1.24
CP ceruloplasmin (ferroxidase) chr3q23-q25  transport --- -1.10 -1.18 1.05 -1.00 1.03 1.04 1.19 1.15 -1.37 -1.13 -1.34 -1.05
CP ceruloplasmin (ferroxidase) chr3q23-q25  transport --- -1.14 -1.18 1.09 1.13 1.25 1.20 1.25 1.12 -1.26 1.01 1.08 1.28
CP ceruloplasmin (ferroxidase) chr3q23-q25  transport --- -1.09 -1.22 1.05 -1.03 1.03 1.04 -1.02 1.05 -1.16 1.09 -1.17 1.07
CPA3 carboxypeptidase A3 (mast chr3q24  regulation of angiotensin levels in blood --- 1.53 1.15 1.19 1.24 1.14 1.16 1.22 -1.05 -1.53 -1.90 -7.19 -3.83
CPA4 carboxypeptidase A4 chr7q32  proteolysis --- 1.03 1.39 1.08 1.04 1.08 1.10 -1.64 -1.32 -1.87 -1.51 -3.18 -6.21
CPD carboxypeptidase D chr17q11.2  proteolysis --- -1.37 -1.31 1.19 -1.02 1.18 1.06 1.32 1.16 1.34 1.28 1.63 1.65
CPE carboxypeptidase E chr4q32.3  cardiac left ventricle morphogenesis --- 1.08 1.02 1.00 1.08 -1.05 1.30 -1.19 -1.12 -1.34 1.06 -1.55 -1.49
CPEB1 cytoplasmic polyadenylationchr15q25.2  mRNA processing --- -1.47 -1.39 1.14 1.37 -1.35 -1.16 -1.15 1.02 1.41 1.70 1.03 3.27
CPEB2 cytoplasmic polyadenylationchr4p15.33  regulation of translation --- 1.00 1.07 -1.13 -1.05 1.04 -1.02 1.45 1.31 1.52 1.22 2.11 1.57
CPEB2 cytoplasmic polyadenylationchr4p15.33  regulation of translation --- 1.22 1.24 -1.04 -1.16 -1.19 1.03 -1.36 -1.13 -1.67 -1.48 -1.07 -1.31
CPEB3 NULL --- 0 --- 1.13 1.15 -1.01 -1.02 1.32 1.38 1.14 1.00 -2.91 -2.23 -2.92 -2.58
CPEB3 cytoplasmic polyadenylationchr10q23.32  negative regulation of translation --- 1.04 6.85 3.85 2.07 1.83 3.95 -1.09 -1.07 1.26 -1.55 1.28 4.30
CPEB3 cytoplasmic polyadenylationchr10q23.32  negative regulation of translation --- -1.08 -1.14 -1.14 1.07 -1.16 -1.04 -1.11 1.43 -1.77 -1.78 -1.12 -1.42
CPED1 cadherin-like and PC-estera chr7q31.31 0 --- -1.09 1.14 -1.78 -1.27 -2.58 -2.89 -1.71 -1.12 -2.57 -1.98 -2.25 -1.17
CPED1 cadherin-like and PC-estera chr7q31.31 0 --- 1.06 1.04 1.09 1.94 -1.04 -1.52 1.38 1.16 -4.48 -3.29 -3.88 -2.97
CPLX1 complexin 1 chr4p16.3  transport --- 1.26 1.66 1.11 -1.45 1.32 -1.52 -1.77 -2.06 -1.89 1.17 2.08 1.85
CPM carboxypeptidase M chr12q14.3  proteolysis --- -1.17 -1.18 1.03 1.02 1.05 1.02 1.13 1.04 2.64 2.89 3.28 4.00
CPM carboxypeptidase M chr12q14.3  proteolysis --- -1.06 -1.14 1.06 1.13 1.04 -1.10 -1.06 1.05 2.35 2.45 3.44 3.82
CPM carboxypeptidase M chr12q14.3  proteolysis --- 1.01 1.06 -1.04 -1.09 1.06 1.12 -1.08 -1.06 1.93 1.96 2.00 2.14
CPM carboxypeptidase M chr12q14.3  proteolysis --- -1.01 -1.10 1.00 -1.10 -1.03 1.02 -1.10 -1.13 2.18 2.23 2.25 2.54
CPM carboxypeptidase M chr12q14.3  proteolysis --- -1.07 -1.12 1.39 1.12 1.03 -1.04 -1.00 1.23 2.40 2.57 1.91 1.81
CPM carboxypeptidase M chr12q14.3  proteolysis --- -1.03 -1.11 -1.14 -1.10 1.04 1.08 1.10 1.14 2.26 2.44 2.30 2.29
CPNE1 copine I chr20q11.22  lipid metabolic process --- 1.06 1.13 1.05 1.03 1.04 1.03 1.30 1.12 1.00 -1.19 -1.18 -1.51
CPNE2 copine II chr16q13 0 --- -1.29 -1.23 1.01 1.04 1.13 1.00 -1.14 -1.39 -1.15 -1.16 -1.19 1.17
CPNE3 copine III chr8q21.3  lipid metabolic process --- 1.08 1.05 1.02 1.01 -1.05 1.00 -1.15 -1.23 -1.38 -1.16 -1.17 -1.36
CPNE7 copine VII chr16q24.3  lipid metabolic process --- 1.22 1.04 1.22 1.56 1.04 -1.23 1.18 1.13 1.21 1.02 -1.70 -1.15
CPNE9 copine family member IX chr3p25.3 0 --- -1.45 -2.24 -2.27 2.30 -2.99 -1.65 -1.12 -1.02 4.87 6.81 -1.45 1.92
CPOX coproporphyrinogen oxidas chr3q12  porphyrin-containing compound metabol Heme_Biosynthesis // GenMAPP -1.04 1.03 -1.03 -1.18 -1.06 1.16 -1.33 1.13 -1.68 -1.03 -1.25 -1.50
CPS1 carbamoyl-phosphate synth chr2q35  urea cycle --- -1.01 1.09 -1.07 -1.06 -1.12 -1.04 -1.05 -1.09 1.09 1.02 -1.17 -1.29
CPS1 carbamoyl-phosphate synth chr2q35  urea cycle --- 1.08 1.11 -1.00 -1.07 -1.18 1.03 -1.10 -1.04 -1.15 1.03 -1.58 -1.62
CPSF2 cleavage and polyadenylatiochr14q31.1  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.01 1.03 1.01 1.08 -1.02 1.05 1.05 -1.03 1.10 1.12 1.17 1.13
CPSF6 cleavage and polyadenylatiochr12q15  mRNA polyadenylation --- 1.01 1.04 1.04 1.08 -1.05 -1.06 1.09 1.15 -1.12 -1.23 -1.09 -1.15
CPSF6 cleavage and polyadenylatiochr12q15  mRNA polyadenylation --- 1.14 1.18 -1.03 -1.16 -1.03 1.04 -1.01 1.20 -3.21 -3.00 -1.63 -2.10
CPSF6 cleavage and polyadenylatiochr12q15  mRNA polyadenylation --- 1.32 1.33 -1.13 -1.09 1.01 1.02 -1.69 -1.23 -1.86 -1.89 -1.78 -1.83
CPSF7 cleavage and polyadenylatiochr11q12.2  mRNA splicing, via spliceosome --- -1.03 1.02 1.07 1.03 1.07 1.02 1.02 -1.11 -1.01 -1.13 -1.04 -1.14
CPT1A carnitine palmitoyltransfera chr11q13.2  long-chain fatty acid metabolic process Fatty_Acid_Degradation // GenMAPP /// Mi 1.02 -1.14 -1.00 -1.01 1.08 -1.07 -1.06 1.02 -1.37 -1.21 -1.54 -1.53
CPT1A carnitine palmitoyltransfera chr11q13.2  long-chain fatty acid metabolic process Fatty_Acid_Degradation // GenMAPP /// Mi -1.21 -1.24 -1.05 -1.01 -1.02 1.03 -1.12 -1.17 -1.18 -1.01 -1.52 -1.50
CPT1C carnitine palmitoyltransfera chr19q13.33  lipid metabolic process --- -1.60 -1.06 1.74 1.24 -1.31 -1.55 1.48 1.09 2.28 1.35 2.09 2.51
CPT2 carnitine palmitoyltransfera chr1p32  lipid metabolic process Fatty_Acid_Degradation // GenMAPP /// Mi 1.16 1.26 1.08 1.01 1.03 1.09 -1.24 1.08 -1.55 -1.40 -1.41 -1.46
CPXM2 carboxypeptidase X (M14 f chr10q26.13  proteolysis --- 1.06 -1.44 -1.20 -2.17 -1.17 1.43 -1.22 -1.90 -1.02 -1.15 -1.06 1.24
CRABP2 cellular retinoic acid bindin chr1q21.3  regulation of transcription, DNA-depende--- -1.20 -1.59 1.05 -1.08 2.63 1.50 1.50 1.49 2.57 3.99 4.62 6.50
CRAT carnitine O-acetyltransferas chr9q34.1  lipid metabolic process Fatty_Acid_Degradation // GenMAPP 1.04 1.13 1.10 1.15 -1.14 -1.08 1.06 1.02 1.30 1.21 1.48 1.43
CRAT carnitine O-acetyltransferas chr9q34.1  lipid metabolic process Fatty_Acid_Degradation // GenMAPP -1.37 -1.89 1.23 4.52 1.03 -1.22 3.72 1.88 1.18 1.26 1.21 2.29
CRB1 crumbs homolog 1 (Drosophchr1q31-q32.1  plasma membrane organization --- -1.00 -1.02 -1.39 -1.05 1.17 1.04 1.09 1.11 -1.86 -2.17 -2.24 -2.11
CRBN cereblon chr3p26.2  proteolysis --- 1.12 1.22 1.24 1.17 -1.04 -1.19 1.01 -1.09 -1.94 -1.57 -1.31 -1.41
CRBN cereblon chr3p26.2  proteolysis --- 1.08 -1.04 -1.08 -1.04 -1.01 -1.06 -1.03 1.03 -2.13 -1.85 -1.54 -1.66
CRCP CGRP receptor component chr7q11.21  transcription, DNA-dependent Smooth_muscle_contraction // GenMAPP -1.14 -1.22 1.03 1.13 1.58 1.42 1.02 1.27 1.09 -1.06 1.54 1.46
CREB1 cAMP responsive element bchr2q34  toll-like receptor signaling pathway --- -1.05 1.07 -1.00 1.17 -1.00 1.06 -1.05 -1.08 -1.29 -1.30 -1.20 -1.64
CREB1 cAMP responsive element bchr2q34  toll-like receptor signaling pathway --- 1.03 -1.20 1.02 -1.03 -1.06 -1.02 -1.06 -1.10 -1.45 -1.24 -1.44 -1.34
CREB1 cAMP responsive element bchr2q34  toll-like receptor signaling pathway --- 1.09 1.07 1.13 1.04 -1.11 -1.40 1.35 1.14 1.28 1.24 1.29 1.20
CREB1 cAMP responsive element bchr2q34  toll-like receptor signaling pathway --- 1.02 -1.10 1.08 -1.09 -1.10 1.14 -1.46 -1.50 -1.34 -1.38 -1.96 -2.62
CREB1 cAMP responsive element bchr2q34  toll-like receptor signaling pathway --- 1.14 1.04 1.12 1.02 1.04 1.08 -1.27 -1.09 -2.02 -1.70 -1.67 -1.64
CREB1 cAMP responsive element bchr2q34  toll-like receptor signaling pathway --- 1.10 -1.02 1.09 1.07 -1.05 -1.01 1.21 -1.01 1.35 1.40 1.28 1.16
CREB3 cAMP responsive element bchr9p13.3  regulation of cell growth G1_to_S_cell_cycle_Reactome // GenMAPP 1.08 1.04 1.10 1.09 1.07 1.08 1.02 1.07 1.31 1.24 1.26 1.39
CREB3L1 cAMP responsive element bchr11p11.2  transcription, DNA-dependent G1_to_S_cell_cycle_Reactome // GenMAPP 1.04 -1.03 1.04 -1.14 -1.32 1.10 1.69 1.61 1.77 1.52 2.00 2.03
CREB3L1 cAMP responsive element bchr11p11.2  transcription, DNA-dependent G1_to_S_cell_cycle_Reactome // GenMAPP -1.27 -1.56 -1.10 -1.30 1.15 1.11 1.30 1.25 2.47 2.28 2.83 3.14
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CREB3L2 cAMP responsive element bchr7q34  chondrocyte differentiation --- 1.06 1.11 1.05 -1.10 -1.02 -1.07 1.06 -1.04 -1.08 -1.15 -1.10 -1.32
CREB3L4 cAMP responsive element bchr1q21.3  transcription, DNA-dependent G1_to_S_cell_cycle_Reactome // GenMAPP -1.11 -1.21 -1.02 1.06 -1.06 -1.05 -1.09 -1.07 -1.41 -1.41 -1.18 -1.02
CREB5 /// LOcAMP responsive element bchr7p15.1  transcription, DNA-dependent --- 1.27 1.14 1.02 -1.16 1.32 1.49 -1.11 -1.15 1.97 1.45 -1.07 -1.21
CREB5 /// LOcAMP responsive element bchr7p15.1  transcription, DNA-dependent --- -1.44 -1.65 -2.05 -1.64 -1.15 -1.14 -1.03 -1.02 -1.39 -1.58 1.42 1.02
CREB5 /// LOcAMP responsive element bchr7p15.1  transcription, DNA-dependent --- 1.70 1.28 -1.12 1.11 1.26 1.33 -1.30 -1.20 1.04 -1.23 1.62 1.71
CREBBP CREB binding protein chr16p13.3  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP -1.01 -1.17 -1.02 -1.01 -1.01 -1.06 -1.16 1.10 -1.69 -1.64 -1.55 -1.28
CREBBP CREB binding protein chr16p13.3  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP -1.12 1.07 -1.08 -1.15 -1.20 -1.02 -1.24 -1.09 -1.60 -1.27 -1.22 -1.29
CREBBP CREB binding protein chr16p13.3  negative regulation of transcription from --- -1.13 -1.19 -1.09 -1.11 1.23 1.19 -1.65 -1.50 -1.98 -2.12 -1.51 -1.27
CREBL2 cAMP responsive element bchr12p13  transcription, DNA-dependent --- -1.05 -1.13 1.01 -1.12 -1.02 -1.09 -1.05 -1.05 -2.34 -1.72 -1.89 -1.81
CREBL2 cAMP responsive element bchr12p13  transcription, DNA-dependent --- -1.04 -1.07 1.02 1.05 -1.06 -1.04 -1.12 -1.16 -1.36 -1.43 -1.23 -1.25
CREBL2 cAMP responsive element bchr12p13  transcription, DNA-dependent --- 1.00 1.01 1.12 1.08 1.00 -1.11 1.05 -1.03 -1.37 -1.33 -1.58 -1.62
CREBRF CREB3 regulatory factor chr5q35.1  negative regulation of transcription from --- -1.01 1.09 -1.07 -1.31 -1.09 -1.04 1.56 1.04 1.44 -1.06 1.90 1.27
CREBRF CREB3 regulatory factor chr5q35.1  negative regulation of transcription from --- -1.29 -1.28 -1.00 1.01 1.50 -1.03 1.72 1.55 2.14 1.64 2.97 1.67
CREBZF CREB/ATF bZIP transcript chr11q14  transcription, DNA-dependent --- 1.44 1.37 1.11 1.09 -1.06 1.35 -1.31 -1.04 -2.11 -1.29 -1.38 -1.15
CREBZF CREB/ATF bZIP transcript chr11q14  transcription, DNA-dependent --- 1.20 1.17 1.11 1.03 1.00 1.05 -1.06 -1.02 -1.65 -1.64 -1.58 -1.64
CREG1 cellular repressor of E1A-st chr1q24  regulation of transcription, DNA-depende--- -1.08 -1.00 -1.07 -1.07 -1.11 -1.08 -1.12 -1.05 -1.14 1.08 -1.06 1.01
CRELD1 cysteine-rich with EGF-likechr3p25.3  endocardial cushion development --- -1.07 -1.10 -1.13 1.03 1.00 -1.04 1.01 1.17 1.25 1.20 1.69 2.01
CREM cAMP responsive element mchr10p11.21  transcription, DNA-dependent --- 1.18 1.25 1.30 1.15 -1.02 -1.08 1.07 1.05 2.53 1.85 1.35 1.27
CREM cAMP responsive element mchr10p11.21  glucose metabolic process --- -1.00 1.02 1.09 1.19 1.03 -1.20 1.43 1.05 5.13 3.35 2.80 2.76
CREM cAMP responsive element mchr10p11.21  glucose metabolic process --- -1.00 -1.14 -1.00 1.06 1.06 1.24 -1.20 -1.21 1.87 1.71 1.20 1.18
CREM cAMP responsive element mchr10p11.21  transcription, DNA-dependent --- 1.16 1.06 -1.01 1.11 1.40 1.11 1.09 -1.11 3.35 2.56 2.15 2.15
CRHR1 corticotropin releasing hormchr17q12-q22  response to hypoxia GPCRDB_Class_B_Secretin-like // GenMAP 2.56 2.25 -1.58 -1.55 -1.60 1.06 1.48 -1.04 3.17 3.38 1.22 1.67
CRHR1 corticotropin releasing hormchr17q12-q22  response to hypoxia GPCRDB_Class_B_Secretin-like // GenMAP -1.31 2.37 1.11 1.82 1.54 2.96 -1.00 -5.11 1.38 5.05 1.09 1.03
CRHR1-IT1 //CRHR1 intronic transcript 1chr17q21.31 0 --- 2.52 -1.08 -1.26 -3.02 -1.10 -1.05 1.74 1.72 -1.77 -2.29 1.29 9.56
CRHR1-IT1 //CRHR1 intronic transcript 1chr17q21.31 0 --- -1.06 -1.15 -1.14 -1.09 1.06 1.07 1.05 1.08 -1.33 -1.54 -1.19 -1.20
CRHR1-IT1 //CRHR1 intronic transcript 1chr17q21.31 0 --- -1.02 -1.11 -1.11 -1.04 -1.11 -1.18 -1.01 -1.01 1.08 1.05 1.38 1.42
CRIM1 cysteine rich transmembran chr2p21  regulation of cell growth --- 1.15 -1.09 1.08 1.05 1.13 1.15 1.05 -1.04 -1.04 -1.11 -1.18 -1.52
CRIP1 cysteine-rich protein 1 (inte chr14q32.33  apoptotic process --- 1.05 1.03 -1.07 -1.03 -1.03 -1.04 1.06 1.03 -1.03 -1.08 -1.46 -1.43
CRIP2 cysteine-rich protein 2 chr14q32.3  positive regulation of cell proliferation --- -1.03 -1.20 1.09 1.19 1.16 1.20 -1.06 1.01 -1.47 -1.22 -1.87 -1.35
CRIPT cysteine-rich PDZ-binding pchr2p21  cytoplasmic microtubule organization --- 1.04 1.00 1.04 -1.05 -1.05 1.00 -1.07 1.13 -1.02 1.06 1.15 1.05
CRIPT cysteine-rich PDZ-binding pchr2p21  cytoplasmic microtubule organization --- 1.03 1.06 -1.00 1.04 -1.05 1.01 -1.02 1.09 -1.17 -1.21 1.06 -1.04
CRIPT cysteine-rich PDZ-binding pchr2p21  cytoplasmic microtubule organization --- -1.01 -1.03 -1.16 -1.22 -1.03 -1.07 -1.01 1.09 1.01 1.13 1.27 1.13
CRISPLD1 cysteine-rich secretory protechr8q21.11 0 --- 1.14 1.12 1.08 -1.09 -1.06 1.00 -1.39 -1.23 -2.64 -2.34 -2.58 -3.14
CRISPLD2 cysteine-rich secretory protechr16q24.1  extracellular matrix organization --- 1.14 1.28 1.32 -1.13 1.16 1.21 1.67 1.40 2.39 1.36 2.73 1.92
CRISPLD2 cysteine-rich secretory protechr16q24.1  extracellular matrix organization --- 1.41 1.82 -1.25 1.51 1.03 -1.91 1.09 1.01 1.65 -1.08 -2.27 -1.39
CRK v-crk sarcoma virus CT10 ochr17p13.3  activation of MAPKK activity Integrin-mediated_cell_adhesion_KEGG // G -1.09 -1.18 1.03 -1.04 1.03 1.08 -1.10 -1.08 1.13 1.09 1.19 1.21
CRLS1 cardiolipin synthase 1 chr20p13-p12.3  phospholipid metabolic process --- -1.03 -1.35 -1.21 -1.14 1.28 1.27 1.20 -1.15 1.23 1.54 1.26 1.61
CRLS1 cardiolipin synthase 1 chr20p13-p12.3  lipid metabolic process --- 1.09 -1.02 1.04 1.05 1.16 -1.05 1.28 1.10 1.43 1.40 1.48 1.47
CRLS1 cardiolipin synthase 1 chr20p13-p12.3  lipid metabolic process --- -1.02 1.28 1.07 -1.02 1.15 1.08 -1.36 -1.37 -1.69 -2.02 -1.49 -1.85
CRLS1 cardiolipin synthase 1 chr20p13-p12.3  lipid metabolic process --- 1.06 1.03 1.02 1.04 1.11 1.10 -1.09 -1.07 -1.49 -1.21 -1.37 -1.19
CRNDE colorectal neoplasia differenchr16q12.2 0 --- 1.09 1.12 -1.12 -1.05 -1.08 1.01 -1.12 -1.02 -1.47 -1.28 -1.42 -1.23
CRNDE colorectal neoplasia differenchr16q12.2 0 --- 1.16 -1.01 1.02 1.04 -1.05 1.00 -1.13 -1.07 -1.45 -1.50 -1.26 -1.26
CRNKL1 crooked neck pre-mRNA spchr20p11.2  spliceosomal complex assembly --- 1.02 1.03 -1.00 -1.04 1.08 -1.02 -1.18 -1.15 -2.26 -1.96 -1.60 -1.56
CROCC ciliary rootlet coiled-coil, rochr1p36.13  cell cycle --- 1.21 1.38 -1.22 1.07 -1.19 -1.10 -1.03 -1.26 1.02 -1.39 -1.42 -1.92
CROCCP3 ciliary rootlet coiled-coil, rochr1p36.13  retinoid metabolic process --- 1.72 -2.58 1.11 -1.50 1.62 1.12 1.30 -1.43 -7.51 -1.96 -1.64 -1.32
CROT carnitine O-octanoyltransferchr7q21.1  generation of precursor metabolites and e--- -1.10 -1.00 -1.02 1.17 1.02 1.01 -1.27 1.39 -1.62 -1.79 -1.82 -1.52
CROT carnitine O-octanoyltransferchr7q21.1  generation of precursor metabolites and e--- -1.21 -1.08 1.06 1.05 1.05 1.19 -1.40 -1.09 -3.69 -1.92 -2.15 -2.60
CRTAP cartilage associated protein chr3p22.3  spermatogenesis --- -1.04 -1.12 1.04 1.16 1.16 1.06 1.16 1.14 1.32 1.23 1.51 1.73
CRTAP cartilage associated protein chr3p22.3  spermatogenesis --- -1.10 -1.02 -1.05 -1.15 -1.33 1.05 -1.21 -1.34 -1.50 -1.28 1.00 1.04
CRTC2 CREB regulated transcriptiochr1q21.3  gluconeogenesis --- -1.10 -1.21 1.08 -1.06 1.06 1.19 1.25 1.03 1.01 1.08 1.33 1.13
CRTC3 CREB regulated transcriptiochr15q26.1  transcription, DNA-dependent --- 1.05 1.08 -1.09 -1.01 -1.13 1.03 1.03 -1.12 1.36 1.16 1.05 -1.02
CRTC3 CREB regulated transcriptiochr15q26.1  transcription, DNA-dependent --- 1.07 1.07 1.14 1.09 1.07 1.14 1.02 1.09 -1.95 -1.42 -2.03 -1.37
CRY2 cryptochrome 2 (photolyasechr11p11.2  negative regulation of transcription from --- -1.04 -1.07 1.18 1.14 1.24 1.05 1.24 1.29 1.49 1.30 1.75 1.89
CRYBG3 beta-gamma crystallin domachr3q11.2 0 --- 1.10 1.01 -1.03 -1.04 1.02 1.02 -1.10 1.06 -1.53 -1.22 -1.47 -1.46
CRYGS crystallin, gamma S chr3q27.3  morphogenesis of an epithelium --- -1.35 1.21 -1.13 -1.61 -1.84 1.96 -5.21 -1.34 -2.04 -2.85 -6.63 -2.54
CRYGS crystallin, gamma S chr3q27.3  morphogenesis of an epithelium --- -1.04 -1.00 1.46 1.35 1.05 -1.29 -1.15 1.02 -1.03 1.13 -1.79 -1.35
CRYZL1 crystallin, zeta (quinone redchr21q21.3  quinone cofactor metabolic process --- 1.10 1.01 -1.01 1.07 1.11 1.05 1.17 1.05 -1.36 -1.21 -1.86 -1.70
CRYZL1 crystallin, zeta (quinone redchr21q21.3  quinone cofactor metabolic process --- 1.12 1.05 1.04 1.08 -1.03 1.09 1.06 1.01 -1.78 -1.35 -1.94 -1.98
CRYZL1 crystallin, zeta (quinone redchr21q21.3  quinone cofactor metabolic process --- -1.18 -1.24 -1.07 -1.11 -1.10 -1.07 -1.02 1.06 -1.47 -1.31 -1.41 -1.33
CRYZL1 crystallin, zeta (quinone redchr21q21.3  quinone cofactor metabolic process --- -1.05 -1.09 -1.04 -1.05 -1.07 -1.01 -1.12 -1.02 -2.44 -1.84 -2.57 -2.64
CS citrate synthase chr12q13.2  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP -1.06 1.00 -1.07 1.02 -1.13 1.00 -1.08 -1.07 1.01 1.06 -1.12 -1.09
CSDC2 cold shock domain containinchr22q13.2  regulation of transcription, DNA-depende--- 1.02 1.06 -1.07 1.19 1.14 -1.05 1.05 1.24 -1.91 -1.62 -2.22 -1.90
CSDE1 cold shock domain containinchr1p22  regulation of transcription, DNA-depende--- 1.00 1.05 -1.07 -1.03 -1.02 -1.06 -1.01 -1.01 1.06 1.06 -1.01 -1.03
CSDE1 cold shock domain containinchr1p22  regulation of transcription, DNA-depende--- -1.08 -1.10 -1.07 -1.09 1.08 -1.08 1.22 1.09 1.31 1.20 1.19 1.34
CSE1L CSE1 chromosome segrega chr20q13  transport --- 1.12 1.14 -1.01 1.04 -1.10 -1.09 -1.21 -1.12 -1.44 -1.45 -1.49 -1.81
CSE1L CSE1 chromosome segrega chr20q13  transport --- -1.07 -1.03 -1.02 -1.00 -1.01 -1.06 -1.01 -1.01 -1.01 -1.10 1.02 1.05
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CSE1L CSE1 chromosome segrega chr20q13  transport --- -1.07 -1.03 -1.03 -1.02 -1.02 -1.03 -1.00 -1.02 1.01 -1.04 -1.01 1.02
CSF1 colony stimulating factor 1 chr1p13.3  ossification --- -1.09 -1.13 1.06 1.01 -1.55 -1.05 1.18 1.29 3.08 2.81 3.51 2.65
CSF1 colony stimulating factor 1 chr1p13.3  ossification --- -1.21 1.11 -1.00 1.14 -1.13 1.05 1.02 1.01 1.72 1.50 1.75 1.94
CSF2 colony stimulating factor 2 chr5q31.1  embryonic placenta development --- -5.37 -2.02 1.08 3.38 1.46 1.30 -2.98 -4.11 7.08 4.34 14.57 1.27
CSF2 colony stimulating factor 2 chr5q31.1  embryonic placenta development --- -1.16 1.06 -1.49 -1.46 -1.46 -1.03 -1.77 1.33 1.71 1.41 2.84 1.53
CSF2RA colony stimulating factor 2 chrXp22.32 and Yp  cytokine-mediated signaling pathway --- -1.34 -1.56 -1.06 -1.03 1.27 1.01 1.05 1.17 1.26 1.36 1.39 1.48
CSF3 colony stimulating factor 3 chr17q11.2-q12  immune response --- -1.03 -1.30 3.04 1.54 1.91 -1.00 3.10 -1.44 2.36 -1.08 2.31 3.78
CSGALNACTchondroitin sulfate N-acetylchr8p21.3  endochondral ossification --- 1.01 1.03 1.07 1.13 1.02 -1.06 1.21 1.13 1.33 1.30 1.40 1.27
CSGALNACTchondroitin sulfate N-acetylchr10q11.21  carbohydrate metabolic process --- 1.09 1.01 -1.09 -1.09 -1.14 -1.08 -1.12 -1.11 1.03 1.03 1.26 1.13
CSGALNACTchondroitin sulfate N-acetylchr10q11.21  carbohydrate metabolic process --- -1.01 -1.12 1.83 1.61 1.06 1.02 -1.08 -1.28 -1.20 1.01 2.12 1.81
CSH2 chorionic somatomammotrochr17q24.2  signal transduction --- 4.80 6.72 -2.56 1.20 1.70 3.58 1.26 1.65 1.36 -1.36 -1.77 -4.79
CSMD1 CUB and Sushi multiple do chr8p23.2 0 --- 2.70 1.68 -1.16 2.67 5.07 2.10 -1.51 1.21 28.80 6.31 3.48 2.35
CSMD2 CUB and Sushi multiple do chr1p34.3 0 --- -1.01 -1.34 1.25 1.54 -1.49 -1.51 -1.36 -2.37 -1.06 1.29 -1.39 -1.09
CSMD2 CUB and Sushi multiple do chr1p34.3 0 --- -1.58 -2.08 1.12 1.09 -1.61 -1.11 1.38 1.82 1.55 2.05 2.40 2.39
CSN1S2AP casein alpha s2-like A, pseuchr4q13.3  transport --- 3.71 -1.17 -2.04 -1.40 -1.03 6.76 -1.32 -2.60 1.05 1.32 1.80 1.13
CSNK1A1 casein kinase 1, alpha 1 chr5q32  protein phosphorylation --- -1.15 -1.13 1.10 -1.04 1.17 -1.01 -1.03 -1.02 1.25 1.23 1.27 1.49
CSNK1A1 casein kinase 1, alpha 1 chr5q32  protein phosphorylation --- 1.50 1.36 -1.02 -1.03 1.20 1.09 -1.74 -1.57 -1.56 -1.37 -1.61 -1.80
CSNK1D casein kinase 1, delta chr17q25  G2 --- -1.01 -1.08 1.11 1.12 1.03 1.01 1.19 1.11 1.55 1.40 1.42 1.68
CSNK1D casein kinase 1, delta chr17q25  G2 --- -1.05 -1.06 -1.01 1.07 1.03 1.03 -1.03 1.08 1.25 1.25 1.42 1.63
CSNK1D casein kinase 1, delta chr17q25  G2 --- -1.07 -1.12 1.14 1.05 1.11 -1.06 1.04 1.09 -1.13 -1.34 -1.18 -1.18
CSNK1E casein kinase 1, epsilon chr22q13.1  G2 Wnt_signaling // GenMAPP -1.02 -1.16 1.01 -1.03 1.11 -1.01 1.35 -1.07 2.97 2.51 1.92 2.25
CSNK1E casein kinase 1, epsilon chr22q13.1  G2 Wnt_signaling // GenMAPP 1.18 1.16 1.24 1.17 1.13 1.07 1.33 1.12 2.33 2.24 2.19 2.07
CSNK1E /// Lcasein kinase 1, epsilon /// uchr22q13.1  G2 Wnt_signaling // GenMAPP -1.10 -1.07 -1.13 -1.10 -1.02 -1.20 1.47 1.27 1.57 1.18 1.40 1.28
CSNK1G1 casein kinase 1, gamma 1 chr15q22.1-q22.31  protein phosphorylation --- -1.03 1.12 1.19 -1.04 1.35 1.17 1.00 -1.13 1.70 1.05 1.33 1.16
CSNK1G2-ASCSNK1G2 antisense RNA 1chr19p13.3 0 --- 2.68 2.24 -1.28 -2.56 1.03 -3.22 -1.26 -1.06 1.40 5.15 -6.85 -1.44
CSNK1G3 casein kinase 1, gamma 3 chr5q23  cellular protein modification process --- 1.07 1.07 -1.13 -1.16 -1.08 -1.01 -1.26 -1.08 -1.47 -1.16 -1.25 -1.47
CSNK2A1 casein kinase 2, alpha 1 polychr20p13  mitotic cell cycle --- 1.00 -1.01 -1.05 1.02 1.00 -1.04 -1.02 -1.03 1.07 1.12 1.23 1.15
CSNK2A1 casein kinase 2, alpha 1 polychr20p13  mitotic cell cycle --- 1.04 -1.08 1.04 1.01 1.05 -1.02 1.04 -1.04 1.70 1.53 2.75 2.37
CSNK2A2 casein kinase 2, alpha primechr16q21  mitotic cell cycle --- -1.02 -1.02 1.03 -1.05 -1.00 -1.09 1.26 1.14 1.24 1.08 1.57 1.54
CSPG4 chondroitin sulfate proteogl chr15q24.2  activation of MAPK activity --- -1.10 -1.14 -1.03 1.03 -1.18 -1.07 -1.06 1.10 -1.70 -1.29 -2.16 -1.17
CSPG5 chondroitin sulfate proteogl chr3p21.3  carbohydrate metabolic process --- 1.01 1.38 -1.31 1.05 1.75 1.40 1.20 1.17 1.12 -1.03 1.69 1.81
CSPG5 chondroitin sulfate proteogl chr3p21.3  carbohydrate metabolic process --- 1.07 -1.15 -1.28 -1.25 1.21 -1.19 -1.17 -1.04 -1.16 1.10 1.51 1.57
CSPP1 centrosome and spindle polechr8q13.2  positive regulation of cytokinesis --- -1.14 -1.05 -1.09 -1.18 -1.04 -1.14 1.07 1.12 -1.54 -1.24 -1.06 -1.09
CSPP1 centrosome and spindle polechr8q13.2  positive regulation of cytokinesis --- -1.00 1.23 -1.07 1.16 1.18 1.43 1.21 -1.02 -1.50 -1.29 -1.11 -1.04
CSPP1 centrosome and spindle polechr8q13.2  positive regulation of cytokinesis --- 1.28 1.18 1.00 1.07 -1.04 1.17 -1.07 -1.07 -2.03 -1.74 -1.61 -1.58
CSRNP1 cysteine-serine-rich nuclear chr3p22  transcription, DNA-dependent --- 1.05 1.08 -1.06 -1.12 -1.51 -1.17 -1.06 -1.15 1.61 1.55 1.62 1.66
CSRNP2 cysteine-serine-rich nuclear chr12q13.11-q13.12 transcription, DNA-dependent --- 1.10 1.14 1.32 1.06 -1.05 -1.05 1.01 -1.03 -1.23 -1.41 1.17 1.10
CSRP1 cysteine and glycine-rich pr chr1q32 0 --- -1.08 -1.11 1.03 1.12 1.05 -1.05 1.36 1.17 2.13 1.54 1.71 1.71
CSRP2 cysteine and glycine-rich pr chr12q21.1  multicellular organismal development --- -1.19 -1.15 -1.00 -1.05 1.14 1.06 1.03 -1.02 1.89 1.68 1.92 2.18
CSRP2 cysteine and glycine-rich pr chr12q21.1  multicellular organismal development --- -1.02 -1.02 1.05 1.15 -1.05 -1.02 1.01 -1.09 1.69 1.69 1.85 2.04
CSRP2BP CSRP2 binding protein chr20p11.23  embryo development --- -1.06 -1.17 1.13 1.13 -1.00 -1.08 -1.33 -1.16 -1.70 -1.36 -1.32 -1.08
CSRP2BP CSRP2 binding protein chr20p11.23  embryo development --- -1.27 -1.14 1.09 1.28 -1.31 -1.30 -1.52 -1.05 -1.93 -1.66 -1.95 -1.54
CST6 cystatin E/M chr11q13  epidermis development --- 1.95 -1.02 -1.25 -1.24 -1.08 -1.61 1.20 -1.34 3.26 4.72 -2.94 -1.18
CSTA cystatin A (stefin A) chr3q21  cell adhesion --- -2.05 1.34 1.53 1.63 1.59 1.07 -4.39 -1.48 1.04 1.58 -1.96 -1.76
CSTB cystatin B (stefin B) chr21q22.3  adult locomotory behavior --- -1.11 -1.29 -1.14 -1.17 -1.09 -1.20 1.09 -1.05 -1.41 -1.33 -1.38 -1.76
CSTF1 cleavage stimulation factor, chr20q13.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.10 -1.07 -1.01 1.16 1.07 1.03 1.12 -1.05 -1.01 1.02 1.13 1.23
CSTF2 cleavage stimulation factor, chrXq22.1  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.03 1.01 -1.03 1.06 1.10 1.16 -1.06 1.08 -1.69 -1.53 -1.79 -1.72
CSTF2T cleavage stimulation factor, chr10q11  mRNA processing mRNA_processing_Reactome // GenMAPP 1.10 1.05 1.01 1.04 -1.04 1.10 -1.28 -1.25 -1.46 -1.39 -1.50 -1.39
CSTF2T cleavage stimulation factor, chr10q11  mRNA processing mRNA_processing_Reactome // GenMAPP 1.07 1.11 -1.18 1.02 1.15 1.31 1.16 1.00 -1.63 -1.44 -1.09 -1.03
CSTF3 cleavage stimulation factor, chr11p13  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.07 1.08 1.00 -1.03 -1.07 -1.03 -1.33 -1.25 -1.46 -1.47 -1.20 -1.53
CSTF3 cleavage stimulation factor, chr11p13  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.15 1.23 1.02 1.00 -1.08 -1.05 1.01 1.01 1.01 1.06 -1.20 -1.26
CT45A1 /// CTcancer/testis antigen family chrXq26.3 0 --- 1.16 -1.73 -1.18 -1.29 -1.41 -1.36 1.27 1.20 3.07 3.33 2.16 1.87
CT64 cancer/testis antigen 64 (nonchr3q26.1 0 --- -1.71 -4.15 2.08 -1.10 -1.07 -1.20 -1.76 1.61 2.42 1.57 1.13 2.49
CTA-204B4.6NULL /// NULL --- 0 --- 1.02 -1.12 1.15 1.16 -1.36 -1.11 -1.17 -1.03 1.12 1.02 1.21 1.04
CTA-204B4.6NULL /// NULL --- 0 --- -1.20 1.05 1.23 1.15 -1.04 1.06 -1.28 -1.06 1.45 1.37 1.16 1.47
CTA-204B4.6NULL /// NULL --- 0 --- 1.13 1.20 -1.09 -1.04 -1.11 -1.01 -1.14 -1.09 -1.06 -1.11 -1.09 -1.19
CTA-250D10 NULL /// NULL --- 0 --- -1.44 1.53 1.15 1.46 -1.23 1.05 1.88 1.13 -1.35 -1.09 -3.25 -1.96
CTA-250D10 NULL /// NULL --- 0 --- 1.47 -2.36 3.99 6.39 -4.49 -1.47 -2.30 -1.32 -1.05 -1.20 1.02 -1.09
CTA-254O6.1NULL /// NULL --- 0 --- 27.43 15.23 3.30 1.08 -4.46 -1.78 1.22 1.03 2.36 7.38 -1.18 1.02
CTA-276F8.1 NULL /// NULL --- 0 --- 1.58 -1.04 -1.78 1.06 -1.13 -1.45 1.26 1.25 1.34 -1.01 2.02 1.91
CTA-29F11.1 NULL /// NULL --- 0 --- -1.04 -1.19 1.01 1.10 1.26 1.12 1.16 1.24 2.15 2.24 1.61 1.42
CTA-363E6.3NULL /// NULL --- 0 --- -1.98 2.16 2.83 3.11 2.57 -1.20 2.66 1.55 -2.20 -1.01 -2.08 -1.33
CTA-445C9.1NULL /// NULL --- 0 --- -1.18 -1.06 -1.06 -1.28 1.39 1.16 -1.02 -1.24 1.35 -1.18 -2.53 -1.25
CTA-445C9.1NULL /// NULL --- 0 --- -1.02 -1.07 1.05 -1.02 -1.15 1.02 -1.25 -1.04 -1.76 -1.51 -1.61 -2.11
CTAGE5 CTAGE family, member 5 chr14q13.3  positive regulation of catalytic activity --- 1.39 1.11 1.33 1.34 -1.32 -1.19 -1.27 -1.37 1.13 -1.07 1.61 1.41
CTB-167B5.2NULL /// NULL --- 0 --- 1.19 -1.09 -1.02 1.12 1.06 1.11 -1.02 -1.03 1.05 1.21 1.24 1.30
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CTB-193M12 NULL /// NULL --- 0 --- -1.12 -1.02 -1.01 -1.03 1.08 -1.02 1.09 1.03 1.62 1.47 1.55 1.70
CTB-22K21.2NULL /// NULL --- 0 --- -1.54 -1.48 1.05 1.14 1.03 1.19 1.12 1.27 2.17 1.44 1.56 1.27
CTB-31N19.3NULL /// NULL --- 0 --- 1.04 -3.71 -1.25 2.55 2.23 1.47 -1.15 1.03 -1.72 1.58 9.69 4.89
CTB-31O20.2NULL /// NULL --- 0 --- 1.28 1.02 -1.02 1.20 1.26 1.05 1.03 -1.03 1.80 1.75 -1.03 1.08
CTB-31O20.9NULL /// NULL --- 0 --- -1.10 -1.79 -1.23 -1.64 1.03 1.59 -1.44 1.68 2.42 3.02 1.16 2.12
CTB-58E17.1 NULL /// NULL --- 0 --- -1.03 1.03 1.15 -1.22 -1.13 -1.24 -1.04 -1.00 -1.37 -1.36 -1.04 -1.01
CTB-58E17.7 NULL /// NULL --- 0 --- -1.12 1.20 1.46 1.56 1.31 1.17 1.00 -1.05 -1.27 -1.27 -2.03 -1.35
CTB-78F1.1 / NULL /// NULL --- 0 --- 1.21 5.04 -1.33 -1.32 -1.90 -1.79 -8.85 -4.44 10.58 3.88 -1.14 -1.09
CTB-89H12.4NULL /// NULL --- 0 --- 1.06 1.01 -1.05 1.42 -1.09 1.02 -1.32 -1.12 1.47 1.15 1.58 1.78
CTBP1-AS2 CTBP1 antisense RNA 2 (h chr4p16.3 0 --- 1.09 1.05 1.07 -1.10 -1.05 -1.02 -1.10 -1.04 -1.91 -1.48 -1.23 -1.48
CTBP2 C-terminal binding protein 2chr10q26.13  transcription, DNA-dependent --- -1.01 -1.01 1.03 -1.04 1.09 1.02 1.02 1.12 1.13 1.17 1.11 1.07
CTBP2 C-terminal binding protein 2chr10q26.13  transcription, DNA-dependent --- -1.07 -1.06 -1.01 -1.03 1.05 -1.04 1.01 1.01 1.45 1.25 1.34 1.33
CTBP2 C-terminal binding protein 2chr10q26.13  transcription, DNA-dependent --- -1.06 -1.02 1.06 1.01 1.02 -1.07 1.14 -1.01 1.46 1.32 1.44 1.40
CTBP2 C-terminal binding protein 2chr10q26.13  transcription, DNA-dependent --- -1.02 -1.03 1.03 -1.00 1.03 -1.11 1.07 -1.08 1.29 1.07 1.26 1.21
CTBS chitobiase, di-N-acetyl- chr1p22  carbohydrate metabolic process --- -1.12 -1.14 -1.03 -1.21 -1.04 1.19 -1.12 1.11 1.15 -1.07 1.22 -1.08
CTBS chitobiase, di-N-acetyl- chr1p22  carbohydrate metabolic process --- 1.31 1.19 -1.01 -1.23 1.31 1.08 1.33 1.54 1.40 1.35 1.60 1.25
CTC1 CTS telomere maintenance chr17p13.1  telomere maintenance --- -1.32 1.00 -1.17 -1.17 1.14 1.11 -1.37 -1.72 -1.98 -2.01 -1.92 -3.84
CTC1 CTS telomere maintenance chr17p13.1  telomere maintenance --- 1.04 -1.08 -1.01 1.05 1.13 -1.11 1.59 1.34 1.07 -1.16 -1.52 -1.40
CTC1 CTS telomere maintenance chr17p13.1  telomere maintenance --- 2.41 1.73 1.08 -1.22 2.43 1.67 1.40 -1.57 8.65 7.67 -1.26 -1.52
CTC-203F4.2 NULL /// NULL --- 0 --- 1.30 1.33 -1.55 1.19 1.58 -1.01 1.05 1.32 -1.19 1.01 -1.96 -2.47
CTC-241N9.1NULL /// NULL --- 0 --- 1.05 -1.13 1.18 1.32 1.25 1.80 -1.22 -1.02 -1.84 -1.43 -2.12 -2.19
CTC-276P9.1 NULL /// NULL --- 0 --- -1.00 -1.09 -1.42 -1.00 -1.22 -1.19 1.12 1.43 1.35 1.47 1.14 1.18
CTC-338M12 NULL /// NULL --- 0 --- 1.15 1.11 1.21 1.12 1.29 1.37 -1.13 1.31 -1.13 1.16 1.15 1.39
CTC-351M12 NULL /// NULL --- 0 --- 1.19 -1.06 -1.01 -1.22 -1.12 -1.34 -2.02 -1.32 -2.56 -2.17 -7.57 -2.89
CTC-428G20.NULL /// NULL --- 0 --- -1.05 1.02 1.27 1.15 -1.08 1.08 -1.16 1.07 -1.47 -1.34 -1.28 -1.21
CTC-429P9.3 NULL /// NULL --- 0 --- 1.08 1.06 1.19 -1.01 1.15 1.16 -1.32 -1.20 -1.76 -1.72 -1.92 -1.76
CTC-444N24.NULL /// NULL --- 0 --- -1.04 -1.14 1.09 1.14 -1.07 -1.00 -1.07 1.02 -1.19 -1.12 -1.21 -1.27
CTC-459F4.3 NULL /// NULL --- 0 --- -1.03 -1.02 -1.02 -1.17 -1.08 -1.01 -1.10 -1.09 1.12 1.05 1.42 1.33
CTC-462L7.1 NULL /// NULL --- 0 --- 1.36 1.24 1.44 1.22 -1.18 -1.05 1.06 1.18 -1.96 -2.18 -4.95 -2.19
CTC-467M3.3NULL /// NULL --- 0 --- -1.54 -1.47 1.28 -2.20 -1.95 1.05 -1.09 -1.57 1.59 3.93 1.17 -2.27
CTC-471C19.NULL /// NULL --- 0 --- -4.21 -12.99 2.97 3.33 -1.07 1.11 2.41 5.99 -2.57 -3.15 1.52 3.25
CTC-471F3.6 NULL /// NULL --- 0 --- 2.00 -1.42 -1.62 -1.25 -1.89 -1.48 -1.07 -1.12 -3.27 -3.89 -1.82 -1.60
CTC-471F3.6 NULL /// NULL --- 0 --- 1.26 -2.02 1.69 1.93 -1.08 -1.54 1.08 1.23 -3.71 -7.81 -2.08 -1.58
CTC-471J1.2 NULL /// NULL --- 0 --- -1.06 1.03 1.09 1.33 -1.18 1.17 -1.40 1.19 -1.40 -1.53 1.56 1.71
CTCF CCCTC-binding factor (zin chr16q21-q22.3  DNA methylation --- -1.02 1.00 1.04 1.01 1.00 -1.04 -1.01 -1.06 -1.15 -1.11 -1.01 -1.07
CTD-2086O20NULL /// NULL --- 0 --- 1.05 -1.10 -1.31 -1.82 1.85 1.45 1.30 -1.17 2.46 5.38 1.84 2.08
CTD-2132N1 NULL /// NULL --- 0 --- 1.40 1.14 -1.02 1.09 1.08 -1.66 -1.06 -1.16 -1.65 -1.73 -1.69 -1.61
CTD-2260A17NULL /// NULL --- 0 --- 1.00 1.29 1.10 -1.14 -1.00 1.03 -1.25 -1.05 -1.29 -1.34 -1.17 -1.16
CTD-2260A17NULL /// NULL --- 0 --- 1.10 1.12 1.10 1.09 -1.11 -1.14 -1.33 -1.25 -1.89 -1.23 -2.36 -2.01
CTD-2267D19NULL /// NULL --- 0 --- 1.14 -1.05 -1.32 1.11 -1.02 -1.10 1.56 1.06 1.54 1.07 2.06 1.63
CTD-2291D10NULL /// NULL --- 0 --- 6.03 5.96 1.40 1.78 3.77 2.53 1.74 1.25 2.52 1.48 -2.62 -1.11
CTD-2292M1NULL /// NULL --- 0 --- 1.16 1.19 1.02 1.23 -1.17 -1.10 1.02 1.07 -1.54 -1.20 -2.70 -2.37
CTD-2311B13NULL /// NULL /// NULL /--- 0 --- -4.39 -1.44 1.28 -1.77 -5.24 -2.21 -1.66 3.58 3.42 4.89 -2.63 -1.48
CTD-2311B13NULL /// NULL --- 0 --- -1.27 1.13 1.29 1.66 4.05 2.34 -2.57 -1.53 4.27 1.96 1.27 1.69
CTD-2349P21NULL /// NULL --- 0 --- 1.50 1.20 -1.02 -1.06 -1.09 1.16 -1.17 -1.33 -2.08 -1.27 -1.18 -1.42
CTD-2357A8 NULL /// NULL --- 0 --- 1.05 -1.02 1.03 1.13 -1.16 -1.11 1.17 1.20 2.64 1.97 2.83 3.25
CTD-2520I13 NULL /// NULL --- 0 --- -1.10 -1.26 -1.02 -1.05 -1.52 -2.39 3.50 2.00 1.37 1.40 1.50 -2.63
CTD-2534I21 NULL /// NULL --- 0 --- -1.14 1.01 2.63 2.34 4.60 2.51 -1.40 -1.59 5.18 7.78 1.47 1.69
CTD-2537I9.5NULL /// NULL --- 0 --- 1.34 1.08 1.26 1.55 1.05 1.07 -1.14 1.06 1.38 1.39 1.98 1.52
CTD-2540F13NULL /// NULL --- 0 --- 1.67 1.47 1.20 1.22 -1.01 -1.74 -2.05 -2.26 -1.11 -1.24 2.48 1.80
CTD-2541J13NULL /// NULL /// NULL --- 0 --- 2.64 3.31 1.67 -1.04 1.08 -1.10 -1.07 1.74 -1.85 -1.21 -1.23 -1.02
CTD-2587H24NULL /// NULL --- 0 --- 1.07 -1.74 -1.81 -1.24 1.03 -3.06 -1.14 -1.13 2.45 1.27 -2.14 -1.37
CTD-2616J11NULL /// NULL --- 0 --- 2.13 1.06 -1.21 -2.70 -2.36 -2.00 1.38 1.32 -1.04 -1.20 1.63 2.80
CTD-2643I7.1NULL /// NULL --- 0 --- -1.04 -1.33 -1.14 -1.35 -2.31 -1.18 -1.03 1.07 1.46 1.04 1.03 1.15
CTD-2643K12NULL /// NULL --- 0 --- 1.57 2.60 -1.55 -2.53 -1.47 -8.17 -2.35 1.08 1.82 -1.55 2.49 4.63
CTD-2647E9.NULL /// NULL --- 0 --- 1.69 1.04 1.07 1.61 -2.47 -1.80 1.29 -1.05 -1.86 -2.62 -2.35 -1.96
CTD-3014M2NULL /// NULL --- 0 --- 1.19 1.15 1.05 -1.41 1.20 -1.05 1.19 -1.05 1.97 2.17 2.83 2.91
CTD-3064M3NULL /// NULL --- 0 --- -1.08 2.34 -1.15 2.15 1.56 -1.10 -2.32 -1.81 1.49 -1.30 -1.40 -1.73
CTD-3074O7 NULL /// NULL --- 0 --- 1.63 1.14 1.67 1.37 -3.53 -1.42 3.56 3.49 -2.54 -2.18 -2.62 -3.08
CTD-3074O7 NULL /// NULL --- 0 --- 1.03 -1.70 -1.43 1.39 1.13 1.25 -1.55 -1.36 1.03 -1.62 -3.84 -3.29
CTD-3138B18NULL /// NULL --- 0 --- -1.04 -1.01 -1.06 1.23 -1.19 1.02 -1.14 -1.03 -1.10 -1.06 -1.45 -1.26
CTD-3203P2. NULL /// NULL --- 0 --- 1.25 1.13 -1.17 1.07 1.20 1.47 -1.43 -1.66 -2.08 -3.79 -1.80 -3.63
CTDP1 CTD (carboxy-terminal domchr18q23  transcription from RNA polymerase II pr --- 1.00 1.19 1.12 1.05 -1.13 -1.18 1.07 1.02 1.13 -1.14 1.51 1.22
CTDSP1 CTD (carboxy-terminal domchr2q35  regulation of transcription from RNA pol--- -1.10 -1.10 -1.04 1.03 1.03 1.02 1.09 1.14 -1.15 -1.05 -1.44 -1.31
CTDSP2 CTD (carboxy-terminal domchr12q14.1  protein dephosphorylation --- 1.01 1.16 -1.28 -1.18 1.00 -1.08 -1.15 1.13 -1.13 -1.38 -1.67 -2.61
CTDSP2 CTD (carboxy-terminal domchr12q14.1  protein dephosphorylation --- -1.11 -1.01 -1.25 -1.16 -1.25 -1.03 -1.39 -1.09 -1.68 -1.16 -1.64 -1.88
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CTDSPL CTD (carboxy-terminal domchr3p21.3  dephosphorylation --- -1.03 -1.03 1.05 1.09 1.02 1.13 1.11 1.05 -1.13 -1.13 -1.63 -1.30
CTDSPL CTD (carboxy-terminal domchr3p21.3  dephosphorylation --- 1.10 1.04 1.28 1.08 1.05 -1.14 1.30 -1.03 -1.02 -1.11 -1.52 -1.37
CTDSPL CTD (carboxy-terminal domchr3p21.3  dephosphorylation --- -1.12 -1.10 -1.05 -1.03 1.09 1.09 1.12 1.11 -1.25 -1.16 -1.93 -1.91
CTDSPL2 CTD (carboxy-terminal domchr15q15.3-q21.1  dephosphorylation --- -1.05 -1.03 1.27 1.24 -1.49 -1.03 2.35 1.68 1.20 1.70 1.60 1.37
CTH cystathionase (cystathioninechr1p31.1  sulfur amino acid metabolic process --- 1.28 1.45 1.12 -1.02 1.03 -1.02 -1.13 -1.25 1.30 1.35 1.42 -1.02
CTHRC1 collagen triple helix repeat cchr8q22.3  cell migration --- 1.16 -1.09 -1.02 1.04 -1.09 -1.23 1.54 1.84 -1.54 -1.65 -1.95 -1.80
CTLA4 cytotoxic T-lymphocyte-asschr2q33  immune response --- 1.03 1.00 -1.55 -1.34 2.30 2.24 -1.01 1.01 1.15 1.14 1.01 -1.12
CTNNA1 catenin (cadherin-associatedchr5q31.2  ovarian follicle development --- -1.03 -1.04 1.04 1.08 -1.01 1.06 -1.08 -1.18 1.08 1.14 1.07 1.13
CTNNA3 catenin (cadherin-associatedchr10q22.2  cell adhesion --- 2.88 1.96 5.99 2.85 1.45 -1.52 1.40 -4.90 -1.72 1.48 1.97 11.45
CTNNB1 catenin (cadherin-associatedchr3p21  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP 1.01 1.24 -1.67 -3.06 -1.15 -1.04 -1.12 -1.11 2.52 2.20 1.53 1.36
CTNNBIP1 catenin, beta interacting prochr1p36.22  negative regulation of transcription from --- -1.04 -1.02 -1.01 1.26 1.29 -1.05 1.04 1.23 1.19 1.01 -1.26 1.01
CTNND1 /// Tcatenin (cadherin-associatedchr11q11  morphogenesis of a polarized epithelium --- 1.10 1.16 -1.04 -1.17 -1.07 1.01 -1.14 -1.23 -2.14 -1.65 -1.41 -1.93
CTNND1 /// Tcatenin (cadherin-associatedchr11q11  morphogenesis of a polarized epithelium --- 1.11 1.12 1.07 -1.09 -1.10 1.03 -1.17 -1.20 -1.59 -1.60 -1.34 -1.62
CTNND1 /// Tcatenin (cadherin-associatedchr11q11  morphogenesis of a polarized epithelium --- -1.01 1.13 1.25 1.08 1.06 1.05 -1.62 -1.30 -2.73 -1.99 -1.00 -1.36
CTNND1 /// Tcatenin (cadherin-associatedchr11q11  morphogenesis of a polarized epithelium --- -1.01 -1.02 1.14 1.08 1.07 1.12 -1.15 -1.09 -1.36 -1.21 -1.35 -1.41
CTNND2 catenin (cadherin-associatedchr5p15.2  morphogenesis of a branching structure --- -1.79 -1.28 -1.30 1.07 1.09 1.14 -1.73 -1.04 -1.69 -1.18 -1.71 -1.49
CTNS cystinosin, lysosomal cystinchr17p13  cellular amino acid metabolic process --- -1.05 -1.01 1.00 1.12 1.29 1.03 1.12 1.05 -1.59 -2.23 -1.74 -1.63
CTNS cystinosin, lysosomal cystinchr17p13  cellular amino acid metabolic process --- -1.05 -1.05 1.07 1.01 1.05 -1.01 1.03 1.08 -1.83 -1.94 -1.75 -1.70
CTPS1 CTP synthase 1 chr1p34.1  nucleobase-containing compound metabo--- -1.07 -1.08 -1.02 1.08 -1.01 -1.00 -1.05 1.08 -1.04 -1.06 -1.25 -1.12
CTPS2 CTP synthase 2 chrXp22  pyrimidine nucleotide metabolic process --- 1.08 1.03 -1.03 1.13 1.08 1.03 -1.07 -1.06 -1.47 -1.27 -1.45 -1.32
CTPS2 CTP synthase 2 chrXp22  pyrimidine nucleotide metabolic process --- 1.00 1.02 -1.00 1.15 -1.03 -1.03 1.13 1.15 -1.29 -1.28 -1.31 -1.36
CTR9 Ctr9, Paf1/RNA polymerasechr11p15.3  negative regulation of transcription from --- -1.08 -1.00 -1.03 -1.07 -1.01 1.03 -1.19 -1.03 -1.52 -1.15 -1.33 -1.28
CTRL chymotrypsin-like chr16q22.1  proteolysis --- -1.27 -1.27 1.04 -1.12 1.27 -1.09 1.07 -1.14 1.21 1.42 1.28 1.37
CTSA cathepsin A chr20q13.1  proteolysis --- -1.23 -1.18 -1.01 1.12 1.01 -1.15 1.26 1.15 1.11 -1.08 -1.16 -1.03
CTSB cathepsin B chr8p22  toll-like receptor signaling pathway --- -1.04 -1.04 1.00 1.09 1.06 1.01 1.13 -1.01 1.21 1.11 1.21 1.49
CTSB cathepsin B chr8p22  toll-like receptor signaling pathway --- -1.05 -1.08 -1.03 1.02 1.03 1.01 1.09 1.17 1.09 1.16 1.12 1.33
CTSB cathepsin B chr8p22  toll-like receptor signaling pathway --- -1.05 -1.05 1.00 1.12 1.00 -1.02 1.16 1.08 1.28 1.15 1.16 1.26
CTSC cathepsin C chr11q14.2  T cell mediated cytotoxicity --- 1.01 1.01 -1.02 1.00 1.04 -1.07 1.01 1.02 1.11 -1.08 1.37 1.27
CTSC cathepsin C chr11q14.2  T cell mediated cytotoxicity --- -1.05 -1.04 -1.01 -1.02 1.05 1.03 1.02 -1.09 -1.03 -1.06 1.38 1.33
CTSD cathepsin D chr11p15.5  autophagic vacuole assembly --- 1.02 -1.03 1.06 1.13 1.05 -1.04 1.31 1.23 1.29 1.23 1.33 1.49
CTSF cathepsin F chr11q13  proteolysis --- -1.02 -1.03 1.09 1.16 1.32 1.22 1.01 1.12 -1.72 -1.53 -2.28 -1.88
CTSK cathepsin K chr1q21  intramembranous ossification --- 2.24 1.26 1.07 1.25 2.64 4.45 -1.80 1.03 1.76 2.05 5.53 6.70
CTSL1 cathepsin L1 chr9q21.33  toll-like receptor signaling pathway --- 1.07 1.08 -1.07 -1.19 -1.06 -1.02 -1.11 1.01 1.19 1.23 1.63 1.39
CTSL1P8 cathepsin L1 pseudogene 8 chr9q22.1 0 --- -1.26 1.02 -1.27 -1.21 -1.13 -1.25 -1.05 -1.09 -1.12 -1.14 1.19 1.12
CTSO cathepsin O chr4q32.1  proteolysis --- -1.33 -1.28 -1.40 -1.79 1.31 1.52 -1.34 1.15 -3.33 -2.65 1.35 -1.36
CTSS cathepsin S chr1q21  toll-like receptor signaling pathway --- -1.28 -2.28 -1.30 -1.08 1.09 -1.19 -1.07 -1.55 1.55 2.06 2.15 1.77
CTSS cathepsin S chr1q21  toll-like receptor signaling pathway --- -1.03 1.03 1.17 1.13 -1.02 1.25 1.18 1.27 1.95 1.94 1.59 1.47
CTSS cathepsin S chr1q21  toll-like receptor signaling pathway --- -1.18 -1.44 1.00 1.07 1.11 2.18 1.57 1.66 1.47 1.79 1.85 1.41
CTTN cortactin chr11q13 0 --- -1.18 -1.15 -1.20 -1.20 1.10 1.04 1.21 1.13 3.48 2.55 3.25 3.04
CTTN cortactin chr11q13 0 --- 1.01 -1.07 -1.03 -1.37 1.00 -1.03 1.07 1.04 2.66 1.93 2.69 2.49
CTTN cortactin chr11q13 0 --- 1.10 -1.07 1.05 1.06 -1.00 1.03 1.06 -1.03 -1.34 -1.25 -2.15 -2.12
CTTNBP2 cortactin binding protein 2 chr7q31  brain development --- 1.04 1.15 1.23 1.47 1.09 1.25 -1.15 1.09 -2.80 -2.47 -2.89 -2.65
CTTNBP2NL CTTNBP2 N-terminal like chr1p13.2 0 --- -1.08 -1.13 -1.08 -1.13 -1.06 1.00 1.10 1.08 -1.20 -1.16 -1.25 -1.28
CTU2 cytosolic thiouridylase subuchr16q24.3  tRNA wobble uridine modification --- -2.19 -1.65 -1.12 -1.88 1.00 -1.54 -1.78 -3.74 -2.99 -3.23 -1.81 -3.21
CTU2 cytosolic thiouridylase subuchr16q24.3  tRNA wobble uridine modification --- 1.13 1.10 -1.04 1.19 -1.04 -1.02 1.11 -1.01 1.63 1.34 1.43 1.54
CTXN1 cortexin 1 chr19p13.2 0 --- 1.13 -1.07 -1.05 -1.03 -1.37 -1.06 1.22 1.27 1.08 1.21 -2.54 -2.15
CUL1 cullin 1 chr7q36.1  G1 --- 1.11 1.27 1.12 -1.04 1.11 -1.10 -1.11 -1.12 1.45 1.60 1.67 1.35
CUL2 cullin 2 chr10p11.21  G1 --- 1.11 1.01 -1.13 -1.10 -1.54 1.13 -1.10 1.08 -2.10 -2.91 -3.16 -3.78
CUL3 cullin 3 chr2q36.2  G1 --- 1.05 1.04 -1.05 1.05 -1.33 -1.09 -1.61 -1.32 -1.80 -1.50 -1.24 -1.53
CUL3 cullin 3 chr2q36.2  G1 --- 1.01 1.04 1.04 1.06 1.06 1.01 -1.21 -1.09 1.06 1.11 1.28 1.26
CUL4A cullin 4A chr13q34  G1 --- 1.16 -1.31 -1.11 1.22 1.43 1.02 2.10 1.87 6.81 3.95 1.52 -1.03
CUL4A cullin 4A chr13q34  G1 --- 1.14 1.47 1.11 1.07 1.00 1.31 1.55 -1.08 -1.32 -1.35 -1.97 -1.02
CUL4B cullin 4B chrXq23  DNA repair --- 1.06 1.00 1.07 1.08 -1.01 1.04 1.13 1.18 1.14 1.36 1.16 1.12
CUL4B cullin 4B chrXq23  DNA repair --- -1.12 -1.14 1.10 1.05 -1.07 -1.01 1.37 1.20 1.49 1.51 1.67 1.44
CUL4B cullin 4B chrXq23  DNA repair --- -1.07 1.05 -1.04 -1.08 -1.01 1.01 -1.01 -1.10 -1.22 -1.09 -1.42 -1.54
CUL4B cullin 4B chrXq23  DNA repair --- 1.06 1.19 1.12 1.03 1.06 -1.16 1.31 1.09 1.54 1.60 1.73 1.60
CUL5 cullin 5 chr11q22.3  G1 --- 1.02 1.06 1.14 1.10 -1.04 -1.05 1.46 1.26 1.22 1.27 1.57 1.18
CUL5 cullin 5 chr11q22.3  G1 --- 1.46 1.34 -1.07 1.09 -1.05 -1.15 -1.09 1.26 -1.73 -2.73 -2.44 -2.76
CUL7 cullin 7 chr6p21.1  vasculogenesis --- -1.03 -1.25 -1.05 1.15 1.19 1.23 1.04 1.12 1.53 1.45 1.55 2.05
CUL7 cullin 7 chr6p21.1  vasculogenesis --- 1.19 -1.07 1.04 1.01 1.10 1.36 1.18 1.03 1.95 1.68 1.57 1.89
CUL7 cullin 7 chr6p21.1  vasculogenesis --- 1.24 1.37 -1.11 -1.08 -1.09 1.24 1.06 -1.04 1.21 1.05 1.54 1.47
CUL7 cullin 7 chr6p21.1  vasculogenesis --- 1.25 1.10 1.64 -1.01 4.63 1.68 3.32 1.24 1.14 -1.10 2.05 1.62
CUTA cutA divalent cation toleran chr6p21.32  protein localization --- -1.08 -1.03 -1.01 1.00 1.01 -1.08 1.10 1.03 1.29 1.09 1.04 1.12
CUTC cutC copper transporter homchr10q24.2  copper ion transport --- -1.07 -1.04 -1.00 1.02 1.06 1.04 -1.03 1.03 1.06 1.04 1.23 1.25
CUX1 cut-like homeobox 1 chr7q22.1  negative regulation of transcription from --- -1.25 -1.30 1.04 -1.02 1.13 1.15 -1.12 -1.14 -1.51 -1.34 -1.52 -1.27
CUX1 cut-like homeobox 1 chr7q22.1  negative regulation of transcription from --- -1.08 -1.07 1.01 -1.08 -1.07 -1.03 -1.13 -1.03 -1.33 -1.33 -1.52 -1.45
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CUX1 cut-like homeobox 1 chr7q22.1  negative regulation of transcription from --- -1.07 -1.21 1.12 -1.12 -1.09 1.27 -1.42 -1.13 -1.93 -1.37 -1.88 -2.19
CUX1 cut-like homeobox 1 chr7q22.1  negative regulation of transcription from --- 1.22 1.32 1.06 1.11 -1.11 -1.18 1.15 1.12 1.34 1.20 1.02 1.07
CUX1 cut-like homeobox 1 chr7q22.1  negative regulation of transcription from --- -1.06 -1.11 1.06 1.36 -1.12 -1.06 -1.04 1.45 1.30 1.03 -1.47 -1.12
CUX2 cut-like homeobox 2 chr12q24.12  transcription, DNA-dependent --- 1.26 1.87 2.59 -1.25 -2.90 -1.85 -1.24 -1.18 4.24 5.22 1.82 -2.32
CUZD1 CUB and zona pellucida-likchr10q26.13  substrate-dependent cell migration, cell a --- 1.26 1.02 1.27 1.33 1.11 -1.03 -1.03 1.04 -1.62 -1.59 -2.03 -1.95
CWC15 CWC15 spliceosome-associchr11q21  mRNA splicing, via spliceosome --- -1.09 -1.09 -1.01 -1.04 1.06 -1.07 -1.00 -1.03 -1.19 -1.22 -2.05 -1.88
CWC22 CWC22 spliceosome-associchr2q31.3  mRNA splicing, via spliceosome --- 1.19 1.08 1.05 1.06 1.02 -1.00 -1.02 1.30 1.26 1.14 1.55 1.31
CWC25 CWC25 spliceosome-associchr17q12 0 --- 1.12 1.06 1.06 -1.13 -1.08 -1.11 -1.15 -1.15 -1.57 -2.36 -1.51 -1.23
CWC25 CWC25 spliceosome-associchr17q12 0 --- 1.11 1.03 -1.00 -1.06 -1.01 -1.07 1.20 1.09 -1.82 -1.72 -1.50 -1.40
CWC27 CWC27 spliceosome-associchr5q12.3  mRNA splicing, via spliceosome --- 1.09 1.01 -1.13 -1.05 1.13 -1.13 -1.20 -1.35 -1.28 -1.34 -1.95 -1.87
CWC27 CWC27 spliceosome-associchr5q12.3  mRNA splicing, via spliceosome --- 1.01 1.04 1.06 1.03 -1.00 -1.15 1.11 1.22 1.30 1.37 1.17 1.16
CWC27 CWC27 spliceosome-associchr5q12.3  mRNA splicing, via spliceosome --- -1.05 -1.04 1.13 1.16 1.03 -1.05 1.32 1.33 1.44 1.27 1.28 1.39
CXADR coxsackie virus and adenov chr21q21.1  mitochondrion organization --- 1.25 1.25 1.12 1.07 1.07 1.09 -1.21 1.07 1.11 1.11 1.51 1.15
CXADR coxsackie virus and adenov chr21q21.1  mitochondrion organization --- 1.18 1.07 -1.26 -1.18 -1.32 -1.13 1.04 1.60 -1.16 1.10 1.50 1.65
CXADR coxsackie virus and adenov chr21q21.1  mitochondrion organization --- 1.00 1.04 1.07 1.07 1.05 1.11 -1.02 -1.09 1.05 1.05 1.25 1.14
CXCL1 chemokine (C-X-C motif) lichr4q21  chemotaxis --- 1.71 1.72 -1.10 1.04 1.18 1.35 2.34 1.80 3.05 1.61 3.00 1.02
CXCL10 chemokine (C-X-C motif) lichr4q21  positive regulation of leukocyte chemotax--- -1.64 -2.07 -3.71 -1.39 1.56 -1.48 5.28 3.39 1.91 -1.03 1.24 -2.10
CXCL11 chemokine (C-X-C motif) lichr4q21.2  positive regulation of leukocyte chemotax--- 1.33 -2.96 -1.33 1.69 1.87 -1.40 3.48 1.78 4.17 1.65 1.77 1.21
CXCL16 chemokine (C-X-C motif) lichr17p13  receptor-mediated endocytosis --- 1.30 1.14 1.05 -1.19 -1.11 1.04 1.03 -1.06 1.12 1.13 1.61 1.28
CXCL2 chemokine (C-X-C motif) lichr4q21  response to molecule of bacterial origin --- 1.21 1.35 -1.07 -1.01 -1.10 1.14 1.89 1.96 3.07 1.85 3.28 1.46
CXCL3 chemokine (C-X-C motif) lichr4q21  chemotaxis --- 1.03 1.43 -1.03 1.03 -1.00 1.07 1.04 -1.13 2.42 1.47 3.92 1.49
CXCL5 chemokine (C-X-C motif) lichr4q13.3  chemotaxis --- 1.25 1.77 -2.38 1.09 1.35 1.73 -2.59 -2.13 2.15 2.64 3.37 5.64
CXCR4 chemokine (C-X-C motif) r chr2q21  activation of MAPK activity --- -1.02 1.04 -1.01 1.02 -1.01 -1.07 1.19 -1.01 1.36 1.06 1.05 -1.03
CXCR5 chemokine (C-X-C motif) r chr11q23.3  cellular component movement GPCRDB_Class_A_Rhodopsin-like // GenM -1.31 1.09 -1.26 -1.50 1.13 1.28 -10.43 -1.13 -2.06 -5.40 2.20 1.89
CXCR7 chemokine (C-X-C motif) r chr2q37.3  angiogenesis GPCRDB_Class_A_Rhodopsin-like // GenM 1.12 1.14 1.05 1.01 -1.06 -1.06 1.02 1.00 1.32 1.05 1.59 1.34
CXCR7 chemokine (C-X-C motif) r chr2q37.3  angiogenesis GPCRDB_Class_A_Rhodopsin-like // GenM 2.80 4.35 1.00 1.35 -1.08 1.86 -1.13 1.08 -1.69 1.16 1.61 1.74
CXorf23 chromosome X open readin chrXp22.12 0 --- 1.19 1.13 1.13 1.06 -1.06 -1.02 -1.38 -1.20 -2.49 -1.73 -1.25 -1.29
CXorf38 chromosome X open readin chrXp11.4 0 --- 1.07 1.01 1.04 1.04 -1.02 1.05 -1.01 -1.10 1.24 1.26 1.73 1.81
CXorf38 chromosome X open readin chrXp11.4 0 --- 1.03 1.04 1.01 -1.17 -1.16 1.10 -1.24 -1.13 1.21 1.23 1.26 1.20
CXorf51A /// chromosome X open readin chrXq27.3 0 --- -1.01 1.05 -1.23 -1.70 1.02 1.17 -4.23 1.13 1.80 -1.49 -1.74 -1.32
CXorf61 chromosome X open readin chrXq23 0 --- 1.08 1.05 -1.02 1.08 -1.04 -1.00 -1.08 -1.09 -1.04 -1.21 -1.07 -1.10
CXorf64 chromosome X open readin chrXq25 0 --- -1.14 1.35 1.36 1.19 -1.08 -1.60 1.45 1.34 -6.99 1.07 2.71 2.78
CXorf65 chromosome X open readin chrXq13.1 0 --- 1.04 2.11 1.16 1.12 -8.30 -1.59 -1.84 1.59 1.91 4.65 1.93 1.54
CXXC5 CXXC finger protein 5 chr5q31.2  signal transduction --- 1.16 1.17 1.02 1.05 1.21 1.18 -1.13 -1.06 -1.21 1.02 1.23 1.24
CYAT1 immunoglobulin lambda lig---  complement activation --- 1.75 1.84 -3.30 -1.27 -1.55 1.13 1.08 -1.41 3.14 1.79 1.41 2.19
CYB561 cytochrome b561 chr17q23.3  electron transport chain --- -1.04 -1.08 -1.05 -1.12 1.15 1.02 1.08 -1.08 -1.05 -1.23 -1.20 -1.19
CYB561 cytochrome b561 chr17q23.3  electron transport chain --- -1.09 -1.18 -1.03 -1.00 1.00 -1.06 1.01 1.04 -1.06 -1.09 -1.18 -1.10
CYB561D1 cytochrome b561 family, m chr1p13.3  electron transport chain --- 1.14 1.09 1.05 1.01 1.14 1.11 -1.45 -1.20 -1.93 -1.83 -1.59 -1.44
CYB561D2 cytochrome b561 family, m chr3p21.3  electron transport chain --- 1.08 -1.04 1.03 1.09 1.01 -1.05 1.06 1.16 -1.17 -1.46 -1.28 -1.30
CYB5B cytochrome b5 type B (outechr16q22.1  electron transport chain --- 1.03 1.07 -1.07 -1.10 -1.02 1.12 1.02 1.05 1.12 1.24 1.30 1.09
CYB5B cytochrome b5 type B (outechr16q22.1  electron transport chain --- 1.12 1.21 -1.01 -1.08 -1.05 -1.01 -1.54 1.03 -1.20 -1.14 -1.92 -2.12
CYB5D1 cytochrome b5 domain contchr17p13.1 0 --- -1.13 -1.11 -1.02 1.01 1.01 1.11 -1.24 1.01 1.04 1.28 -1.58 -1.17
CYB5D1 cytochrome b5 domain contchr17p13.1 0 --- -1.06 -1.03 1.01 1.04 1.17 1.02 1.07 -1.01 -1.19 -1.13 -1.34 -1.13
CYB5D2 cytochrome b5 domain contchr17p13.2  nervous system development --- -1.14 -1.17 1.01 1.08 1.08 -1.00 1.09 -1.01 -2.08 -1.67 -2.08 -1.34
CYB5R2 cytochrome b5 reductase 2 chr11p15.4  lipid metabolic process --- -1.15 -1.07 -1.03 -1.07 1.17 -1.17 -1.29 -1.05 1.36 1.25 1.06 1.11
CYB5R3 cytochrome b5 reductase 3 chr22q13.2  lipid metabolic process --- -1.19 -1.17 -1.02 -1.00 1.03 1.09 -1.06 -1.07 1.00 1.40 -1.05 1.13
CYB5RL cytochrome b5 reductase-likchr1p32.3  oxidation-reduction process --- 1.11 1.07 1.04 1.29 1.57 1.10 1.06 -1.19 -1.31 -1.06 -1.18 -1.93
CYB5RL cytochrome b5 reductase-likchr1p32.3  oxidation-reduction process --- -1.14 -1.08 1.09 1.18 1.03 1.02 1.24 1.04 -1.45 -1.24 -2.43 -2.48
CYB5RL cytochrome b5 reductase-likchr1p32.3  oxidation-reduction process --- 1.02 -1.07 1.03 -1.16 -1.07 -1.09 -1.09 -1.15 -1.70 -1.48 -1.55 -1.66
CYBA cytochrome b-245, alpha pochr16q24  positive regulation of endothelial cell pro--- 1.01 -1.02 1.00 -1.09 -1.04 -1.13 1.10 -1.10 1.35 1.19 1.54 1.26
CYBB cytochrome b-245, beta polychrXp21.1  antigen processing and presentation of pe--- 1.19 1.06 -1.03 1.09 1.13 1.21 -1.27 -1.26 1.12 1.25 1.68 1.60
CYBRD1 cytochrome b reductase 1 chr2q31.1  cellular iron ion homeostasis --- -1.11 -1.12 1.13 1.18 -1.01 -1.07 1.07 1.17 -1.16 -1.12 -1.25 -1.26
CYC1 cytochrome c-1 chr8q24.3  electron transport chain --- -1.07 -1.07 -1.01 1.01 -1.01 -1.17 1.17 1.10 1.56 1.30 1.34 1.37
CYCS cytochrome c, somatic chr7p15.3  apoptotic DNA fragmentation Apoptosis // GenMAPP /// Apoptosis_GenM -1.07 -1.02 -1.00 1.06 -1.06 -1.04 -1.30 -1.22 -2.42 -1.90 -3.87 -2.83
CYCS cytochrome c, somatic chr7p15.3  apoptotic DNA fragmentation Apoptosis // GenMAPP /// Apoptosis_GenM 1.15 1.17 1.00 -1.28 1.13 1.23 -1.20 -1.53 -2.39 -1.72 -3.11 -2.19
CYCSP33 /// Ccytochrome c, somatic pseu --- 0 --- -1.45 -1.75 -1.23 1.47 -3.15 -2.74 -3.94 -2.07 5.76 4.19 -1.33 -2.09
CYFIP2 cytoplasmic FMR1 interactichr5q33.3  apoptotic process --- 1.02 -1.14 -1.04 -1.57 -1.55 -1.03 -1.18 1.29 -1.23 -2.46 -1.57 -6.61
CYFIP2 cytoplasmic FMR1 interactichr5q33.3  apoptotic process --- -1.13 -1.14 1.03 1.30 -1.09 -1.31 1.06 1.10 1.17 1.08 -2.37 -2.28
CYHR1 cysteine/histidine-rich 1 chr8q24.3 0 --- 1.23 1.01 1.18 1.09 1.18 1.07 1.34 1.23 1.31 1.09 1.31 1.62
CYHR1 cysteine/histidine-rich 1 chr8q24.3 0 --- -1.05 -1.09 1.04 1.10 1.06 -1.13 1.13 1.00 1.18 -1.01 1.45 1.61
CYHR1 cysteine/histidine-rich 1 chr8q24.3 0 --- -1.07 -1.12 1.12 1.39 1.06 1.07 -1.11 -1.08 -1.13 -1.22 -2.29 -2.19
CYLD cylindromatosis (turban tumchr16q12.1  proteolysis --- -1.33 -1.15 1.27 1.52 1.08 -1.05 1.27 1.28 1.49 1.71 -1.62 -1.16
CYLD cylindromatosis (turban tumchr16q12.1  proteolysis --- -1.11 -1.01 1.08 -1.04 1.02 1.02 -1.33 -1.17 -1.17 -1.11 -1.52 -1.51
CYLD cylindromatosis (turban tumchr16q12.1  proteolysis --- -1.02 1.14 1.08 1.08 1.39 1.12 1.27 1.09 1.85 2.10 -1.64 -1.51
CYLD cylindromatosis (turban tumchr16q12.1  proteolysis --- -1.02 1.01 1.17 -1.00 -1.12 1.02 -1.16 -1.03 -1.19 -1.07 -1.49 -1.55
CYP11B1 cytochrome P450, family 11chr8q21  lipid metabolic process --- 1.14 1.97 3.59 2.36 1.78 1.07 -3.32 -1.24 3.66 6.56 1.01 1.61

52 of 293



ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

CYP19A1 /// Lcytochrome P450, family 19chr15q21.1  steroid biosynthetic process --- -1.11 -1.14 -3.61 -1.20 -1.38 1.32 -1.85 -1.18 2.49 1.15 -1.20 1.21
CYP1A1 cytochrome P450, family 1, chr15q24.1  response to hypoxia --- 1.01 -3.63 -1.24 -1.03 2.14 2.48 -1.28 1.54 5.11 1.43 6.49 5.93
CYP1B1 cytochrome P450, family 1, chr2p22.2  angiogenesis --- -1.01 -1.12 1.10 1.14 1.32 1.21 -1.24 -1.03 1.01 -1.27 1.85 1.29
CYP1B1 cytochrome P450, family 1, chr2p22.2  angiogenesis --- 1.01 1.12 -1.00 -1.05 1.04 1.08 -1.35 -1.31 1.01 -1.13 1.59 1.33
CYP1B1 cytochrome P450, family 1, chr2p22.2  angiogenesis --- -1.04 -1.03 1.20 -1.11 1.11 1.12 -1.64 -1.38 -1.52 -1.36 1.35 1.17
CYP20A1 cytochrome P450, family 20chr2q33.2  oxidation-reduction process --- 1.33 1.14 1.05 1.09 -1.03 1.04 -1.11 1.01 -1.17 -1.41 -1.23 -1.36
CYP24A1 cytochrome P450, family 24chr20q13  osteoblast differentiation --- 1.03 -1.28 -1.28 -1.20 -1.17 1.32 -1.42 -1.50 -1.81 -2.77 -6.31 -5.53
CYP26B1 cytochrome P450, family 26chr2p13.2  cell fate determination --- 1.25 1.22 1.60 -1.20 1.02 -1.45 -1.01 -1.12 1.99 1.60 1.32 -1.85
CYP27B1 cytochrome P450, family 27chr12q13.1-q13.3  vitamin metabolic process --- 1.19 1.24 -1.12 -1.09 1.01 1.23 -1.06 1.07 -1.12 -1.26 1.60 1.24
CYP27C1 cytochrome P450, family 27chr2q14.3  oxidation-reduction process --- -1.20 -1.24 -1.24 -1.28 1.01 1.26 1.10 1.13 -1.29 -1.61 -2.04 -2.15
CYP2E1 cytochrome P450, family 2, chr10q26.3  triglyceride metabolic process --- 1.50 1.03 -1.63 1.17 -3.16 -2.27 1.92 1.37 1.29 1.63 1.87 2.14
CYP2U1 cytochrome P450, family 2, chr4q25  xenobiotic metabolic process --- -1.00 -1.10 1.10 1.10 -1.23 1.27 -1.07 -1.19 -2.69 -2.38 -1.92 -2.28
CYP2U1 cytochrome P450, family 2, chr4q25  xenobiotic metabolic process --- 1.07 1.24 1.11 1.17 1.00 1.01 -1.12 1.01 -3.86 -2.38 -2.34 -2.05
CYP39A1 cytochrome P450, family 39chr6p21.1-p11.2  lipid metabolic process --- 1.02 1.22 1.03 -1.12 -1.74 -1.20 -1.18 1.06 -1.66 -2.28 -1.51 -1.55
CYP3A4 cytochrome P450, family 3, chr7q21.1  lipid metabolic process --- -1.32 -1.66 -1.17 1.17 -1.01 1.08 -1.66 1.00 -2.15 -2.29 -2.58 -2.14
CYP3A43 cytochrome P450, family 3, chr7q21.1  xenobiotic metabolic process Irinotecan_pathway_PharmGKB // GenMAP -1.50 -1.02 -1.30 -1.08 1.81 2.64 3.16 3.72 2.29 1.18 -1.43 -1.12
CYP4A11 cytochrome P450, family 4, chr1p33  long-chain fatty acid metabolic process --- 1.37 1.13 5.06 9.58 1.76 -1.06 2.73 2.87 1.59 -1.09 1.31 2.36
CYP4F2 /// CYcytochrome P450, family 4, chr19p13.12 /// chr1 very long-chain fatty acid metabolic proc--- 2.76 2.42 -1.45 -1.47 1.50 1.31 2.85 2.26 3.71 -1.08 1.47 1.20
CYP4V2 cytochrome P450, family 4, chr4q35.2  visual perception --- -1.13 1.05 -1.17 -1.05 1.32 -1.06 1.17 1.45 -1.80 -2.69 -2.18 -3.24
CYP4V2 cytochrome P450, family 4, chr4q35.2  visual perception --- -1.04 -1.07 1.09 -1.09 1.00 -1.02 -1.10 1.08 -1.57 -1.19 -2.19 -1.55
CYP51A1 /// Lcytochrome P450, family 51chr7q21.2  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP 1.05 1.04 -1.08 -1.03 -1.12 1.08 -1.21 -1.11 1.03 1.21 1.28 1.17
CYP51A1 /// Lcytochrome P450, family 51chr7q21.2  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP -1.07 -1.03 -1.04 1.04 1.06 -1.00 1.09 -1.06 2.48 2.14 4.28 3.68
CYR61 cysteine-rich, angiogenic in chr1p22.3  regulation of cell growth Hypertrophy_model // GenMAPP 1.34 1.25 -1.23 -1.01 1.18 1.04 1.79 1.19 3.85 2.09 9.73 6.77
CYR61 cysteine-rich, angiogenic in chr1p22.3  regulation of cell growth Hypertrophy_model // GenMAPP 1.29 1.30 1.06 1.13 1.24 -1.00 1.83 1.17 3.97 1.95 14.42 9.02
CYSLTR1 cysteinyl leukotriene recept chrXq13.2-q21.1  calcium ion transport GPCRDB_Class_A_Rhodopsin-like2 // GenM 1.50 -1.10 1.14 1.77 -1.61 1.40 -1.11 -1.01 1.11 -6.82 1.78 1.19
CYSTM1 cysteine-rich transmembran chr5q31.3 0 --- -1.01 1.06 -1.11 -1.09 1.15 -1.00 -1.09 -1.27 1.31 1.17 1.26 1.05
CYTH2 cytohesin 2 chr19q13.33  endocytosis --- 1.16 1.03 1.09 1.22 -1.20 -1.02 -1.06 1.03 -1.49 -1.59 -1.25 -1.01
D2HGDH D-2-hydroxyglutarate dehydchr2q37.3  2-oxoglutarate metabolic process --- 1.27 -1.37 1.11 1.31 -1.06 -1.06 1.39 1.35 1.00 1.12 -1.49 1.11
DAB1 Dab, reelin signal transducechr1p32-p31  neuron migration --- -1.25 -1.31 -1.04 1.15 1.02 1.07 1.17 -1.02 -1.73 -1.53 -2.18 -3.34
DAB1 Dab, reelin signal transducechr1p32-p31  neuron migration --- 1.10 1.15 1.06 1.03 -1.01 1.02 -1.06 -1.04 -1.89 -1.66 -2.86 -2.78
DAB1 /// OMADab, reelin signal transducechr1p32-p31 /// chr1 neuron migration --- 1.20 1.15 1.01 1.03 -1.14 -1.01 -1.06 1.31 -1.19 -1.25 -1.35 -1.34
DAB2 Dab, mitogen-responsive phchr5p13  cell morphogenesis involved in differenti --- 1.01 1.00 -1.05 -1.17 -1.12 1.01 -1.45 -1.34 -8.06 -5.20 -10.79 -8.78
DAB2 Dab, mitogen-responsive phchr5p13  cell morphogenesis involved in differenti --- 1.04 -1.02 1.01 1.01 1.05 1.06 -1.07 -1.16 -4.01 -3.84 -3.23 -3.05
DAB2 Dab, mitogen-responsive phchr5p13  cell morphogenesis involved in differenti --- 1.12 -1.03 1.25 1.28 -1.15 -1.04 -1.22 1.13 -1.77 -1.86 -1.94 -1.51
DAB2 Dab, mitogen-responsive phchr5p13  cell morphogenesis involved in differenti --- 1.16 1.10 1.19 1.28 -1.05 1.09 -1.47 -1.28 -6.26 -4.97 -45.03 -10.07
DAB2 Dab, mitogen-responsive phchr5p13  cell morphogenesis involved in differenti --- 1.01 1.04 -1.06 -1.07 -1.08 -1.03 -1.19 -1.12 -3.79 -3.23 -5.09 -5.01
DAB2 Dab, mitogen-responsive phchr5p13  cell morphogenesis involved in differenti --- 1.13 -1.00 -1.14 -1.07 -1.02 1.03 -1.13 -1.15 -4.13 -3.73 -4.44 -4.40
DAB2IP DAB2 interacting protein chr9q33.1-q33.3  negative regulation of transcription from --- -1.09 -1.23 -1.04 -1.08 1.12 1.01 1.05 1.06 -1.22 -1.21 -1.12 -1.09
DACH2 dachshund homolog 2 (DroschrXq21.3  transcription, DNA-dependent --- -1.02 1.04 1.54 2.09 -1.14 1.05 -1.28 1.34 1.49 -3.13 1.89 2.00
DACT2 dishevelled-binding antagonchr6q27  epithelial cell morphogenesis --- -1.32 -2.25 1.43 2.31 1.21 -1.13 -1.49 2.11 -1.36 -1.09 -2.07 -1.90
DAD1 defender against cell death chr14q11.2  blastocyst development --- 1.02 -1.01 -1.01 1.03 1.06 1.08 -1.09 -1.21 1.17 1.09 1.46 1.44
DAGLB diacylglycerol lipase, beta chr7p22.1  lipid metabolic process --- -1.46 -1.26 1.17 -1.11 1.83 1.90 -1.05 1.22 1.12 1.08 1.26 1.86
DAGLB diacylglycerol lipase, beta chr7p22.1  lipid metabolic process --- -1.09 -1.10 1.13 1.28 1.07 -1.10 -1.03 -1.06 1.28 1.24 1.36 1.55
DAGLB diacylglycerol lipase, beta chr7p22.1  lipid metabolic process --- -1.10 -1.08 1.04 1.01 -1.15 -1.15 1.07 1.29 1.30 1.22 1.40 1.66
DAGLB diacylglycerol lipase, beta chr7p22.1  lipid metabolic process --- 1.04 1.15 -1.08 1.01 -1.11 -1.17 1.06 1.11 1.41 1.22 1.50 1.66
DAK dihydroxyacetone kinase 2 hchr11q12.2  glycerol metabolic process --- -1.38 -1.51 -1.12 1.01 -1.06 -1.14 -1.07 1.14 1.29 1.23 1.11 1.52
DALRD3 DALR anticodon binding dochr3p21.31  tRNA aminoacylation for protein translat --- 1.08 -1.01 1.09 1.24 -1.06 1.04 -1.02 1.06 1.08 1.14 -1.22 1.02
DALRD3 DALR anticodon binding dochr3p21.31  tRNA aminoacylation for protein translat --- 1.02 -1.17 -1.11 -1.09 -1.14 -1.35 1.46 1.56 1.00 1.01 1.33 1.33
DANCR differentiation antagonizing chr4q12 0 --- -1.07 -1.11 -1.03 1.02 1.06 1.02 -1.06 -1.12 -1.14 -1.27 -1.65 -1.51
DAND5 DAN domain family memb chr19p13.2  determination of left --- -1.10 -1.33 1.02 1.20 -1.04 1.52 1.06 1.11 -1.92 -1.76 -2.20 -1.83
DAP death-associated protein chr5p15.2  autophagy --- 1.03 1.02 -1.02 -1.02 1.03 1.04 1.06 -1.06 1.17 1.10 1.17 1.20
DAP3 death associated protein 3 chr1q22  apoptotic process --- -1.24 -1.42 1.08 1.23 -1.15 -1.07 -1.17 -1.06 1.17 -1.06 1.13 1.48
DAP3 death associated protein 3 chr1q22  apoptotic process --- 1.01 -1.02 1.00 -1.03 -1.01 -1.05 1.15 1.00 1.29 1.16 1.18 1.19
DAPK1 death-associated protein kinchr9q21.33  regulation of translation --- 1.22 1.23 1.01 -1.14 -1.04 1.07 -1.19 -1.05 -1.66 -1.59 -1.23 -1.63
DAPK1-IT1 DAPK1 intronic transcript 1--- 0 --- 1.96 1.08 1.05 -1.05 -1.09 1.40 -1.09 1.24 -5.84 -3.19 -2.44 -2.67
DAPK2 death-associated protein kinchr15q22.31  protein phosphorylation --- 1.03 1.15 -1.12 -1.35 1.06 1.10 1.04 1.30 -1.26 1.17 -1.37 -1.04
DAPK3 /// MIdeath-associated protein kinchr19p13.3  cytokinesis --- 1.24 1.09 1.16 1.16 -1.08 -1.02 1.44 1.27 1.53 1.23 1.26 1.38
DAPL1 death associated protein-likechr2q24.1  apoptotic process --- 1.87 2.46 1.12 1.40 1.42 -1.67 -1.16 1.05 -2.37 -1.67 -6.60 -4.44
DARS aspartyl-tRNA synthetase chr2q21.3  translation --- -1.00 -1.07 -1.04 -1.01 -1.00 1.03 1.01 1.02 1.03 1.09 1.03 1.16
DARS2 aspartyl-tRNA synthetase 2 chr1q25.1  translation --- -1.07 -1.08 -1.02 1.06 1.07 -1.05 -1.01 -1.08 -1.93 -1.84 -2.13 -1.68
DAW1 dynein assembly factor withchr2q36.3 0 --- 1.92 2.43 -4.71 -1.47 2.49 1.58 1.18 3.31 -1.05 -1.31 1.66 1.03
DAXX death-domain associated prochr6p21.3  mitotic cytokinesis Apoptosis_KEGG // GenMAPP -1.11 1.06 -1.21 -1.13 -1.53 -1.05 -1.17 -1.10 1.35 1.40 -1.03 1.01
DAXX death-domain associated prochr6p21.3  mitotic cytokinesis Apoptosis_KEGG // GenMAPP -1.11 -1.01 1.09 1.01 1.09 -1.07 1.24 1.15 1.50 1.26 1.12 1.14
DAZAP1 DAZ associated protein 1 chr19p13.3  maternal placenta development --- 1.11 1.03 1.07 1.18 -1.11 -1.27 1.05 1.03 1.24 1.02 -1.13 -1.14
DAZAP2 DAZ associated protein 2 chr12q12 0 Circadian_Exercise // GenMAPP 1.11 1.22 -1.18 -1.14 1.18 1.15 -1.14 -1.06 1.23 1.06 1.40 1.27
DBC1 deleted in bladder cancer 1 chr9q32-q33  cell cycle --- 2.39 1.33 -3.10 -2.96 -2.29 1.36 -1.43 -1.18 5.30 10.31 2.16 2.11
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DBF4 DBF4 homolog (S. cerevisiachr7q21.3  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep 1.26 1.23 1.07 1.10 -1.04 1.04 -1.21 1.10 1.01 1.10 1.43 1.30
DBN1 drebrin 1 chr5q35.3  actin filament organization --- 1.18 1.30 -1.07 -1.02 1.03 -1.16 1.04 -1.14 1.02 -1.07 -1.20 -1.63
DBN1 drebrin 1 chr5q35.3  actin filament organization --- -1.01 -1.05 -1.13 -1.22 -1.06 1.02 -1.05 1.05 -1.33 -1.27 -1.43 -1.58
DBNL drebrin-like chr7p13  transport --- -1.15 -1.12 -1.07 -1.00 -1.01 1.01 1.10 1.05 -1.18 -1.29 -2.06 -2.19
DBP D site of albumin promoter chr19q13.3  liver development S1P_Signaling // GenMAPP -1.04 -1.13 1.06 1.16 -1.14 -1.19 1.02 1.06 1.18 1.25 1.27 1.40
DBR1 debranching RNA lariats 1 chr3q22.3  RNA splicing, via transesterification reac--- 1.05 1.17 -1.23 -1.26 -1.32 1.03 -1.57 -1.14 -1.98 -1.42 -1.68 -1.79
DBT dihydrolipoamide branched chr1p31  metabolic process --- 1.00 -1.02 1.21 1.10 -1.03 1.09 1.02 -1.02 1.16 1.05 1.23 1.31
DCAF10 DDB1 and CUL4 associatedchr9p13.2  protein ubiquitination --- -1.04 -1.18 1.13 -1.15 1.14 1.20 1.09 1.05 -1.04 1.09 1.07 1.32
DCAF10 DDB1 and CUL4 associatedchr9p13.2  protein ubiquitination --- -1.05 -1.02 1.05 1.03 -1.07 -1.10 1.17 1.10 1.32 1.24 1.87 1.72
DCAF13 DDB1 and CUL4 associatedchr8q22.3  rRNA processing --- -1.00 -1.01 1.04 1.08 1.02 1.02 -1.09 -1.06 1.27 1.25 1.62 1.60
DCAF15 DDB1 and CUL4 associatedchr19p13.12  protein ubiquitination --- -1.06 -1.07 -1.26 -1.03 1.03 -1.10 1.22 1.06 1.45 1.34 1.52 1.58
DCAF15 DDB1 and CUL4 associatedchr19p13.12  protein ubiquitination --- 1.01 -1.00 -1.10 -1.17 1.10 -1.06 1.19 -1.04 1.18 1.24 1.12 1.10
DCAF15 DDB1 and CUL4 associatedchr19p13.12  protein ubiquitination --- -1.07 -1.10 1.04 1.00 1.15 1.01 1.14 -1.01 1.40 1.19 1.42 1.40
DCAF15 DDB1 and CUL4 associatedchr19p13.12  protein ubiquitination --- -1.27 -1.32 -1.18 -1.13 1.05 1.03 1.59 1.04 1.27 1.34 1.65 1.52
DCAF16 DDB1 and CUL4 associatedchr4p15.31  protein ubiquitination --- -1.04 -1.15 -1.02 1.09 -1.25 -1.05 1.16 1.43 1.96 1.66 1.27 1.38
DCAF16 DDB1 and CUL4 associatedchr4p15.31  protein ubiquitination --- 1.15 1.01 1.06 1.25 -1.04 1.16 -1.23 -1.15 -1.66 -1.37 -1.46 -1.36
DCAF16 DDB1 and CUL4 associatedchr4p15.31  protein ubiquitination --- -1.09 -1.18 1.06 -1.00 1.07 1.09 -1.14 -1.03 -1.44 -1.29 -1.30 -1.21
DCAF4 DDB1 and CUL4 associatedchr14q24.3  protein ubiquitination --- -1.04 1.01 -1.03 1.15 1.16 1.00 1.06 -1.01 -1.31 -1.31 -1.18 1.05
DCAF5 DDB1 and CUL4 associatedchr14q23-q24.1  protein ubiquitination --- -1.00 1.09 1.01 -1.08 -1.03 -1.10 1.14 -1.05 -1.37 1.02 -1.58 -2.17
DCAF5 DDB1 and CUL4 associatedchr14q23-q24.1  protein ubiquitination --- 1.07 1.07 1.18 1.10 1.04 1.33 -1.05 1.03 -1.48 -1.19 -1.33 -1.48
DCAF5 DDB1 and CUL4 associatedchr14q23-q24.1  protein ubiquitination --- 1.01 1.06 1.15 1.15 1.36 1.03 1.32 1.20 -1.37 -1.55 -1.10 -1.15
DCAF6 DDB1 and CUL4 associatedchr1q24.2  protein ubiquitination --- 1.00 -1.05 1.00 -1.20 1.07 -1.11 -1.34 -1.16 -2.09 -1.94 -1.06 -1.16
DCAF6 DDB1 and CUL4 associatedchr1q24.2  protein ubiquitination --- -1.04 -1.05 1.04 1.02 1.05 -1.02 -1.27 -1.23 -2.18 -1.69 1.17 1.09
DCAF7 DDB1 and CUL4 associatedchr17q23.3  multicellular organismal development --- -1.18 -1.13 1.05 -1.04 -1.01 -1.12 -1.02 -1.02 1.83 1.49 2.98 3.20
DCAF7 DDB1 and CUL4 associatedchr17q23.3  multicellular organismal development --- 1.56 1.17 1.28 -1.05 -1.11 -1.22 -1.02 -1.08 -2.56 -3.05 -1.59 -1.20
DCAF8 DDB1 and CUL4 associatedchr1q22-q23  protein ubiquitination --- 1.16 1.14 -1.09 -1.09 -1.15 -1.11 1.04 -1.14 -2.06 -5.91 -2.01 -3.33
DCAF8 DDB1 and CUL4 associatedchr1q22-q23  protein ubiquitination --- 1.35 1.35 1.20 -1.05 -1.16 -1.17 -1.40 1.35 1.30 -1.42 -2.38 -3.08
DCAF8 DDB1 and CUL4 associatedchr1q22-q23  protein ubiquitination --- 1.11 1.05 1.18 1.11 -1.03 1.01 -1.26 -1.08 -1.32 -1.16 -1.24 -1.18
DCAF8 DDB1 and CUL4 associatedchr1q22-q23  protein ubiquitination --- 1.27 -1.15 -1.16 -1.14 1.02 1.26 1.00 1.04 -1.76 -1.84 -1.53 -1.46
DCAKD dephospho-CoA kinase domchr17q21.31  coenzyme A biosynthetic process --- -1.34 -1.26 -1.18 -1.75 3.18 3.47 1.83 2.41 3.24 3.90 1.48 2.82
DCAKD dephospho-CoA kinase domchr17q21.31  coenzyme A biosynthetic process --- 1.35 1.54 1.22 1.34 -1.04 -1.42 -1.22 -1.11 1.59 1.34 -1.07 1.51
DCBLD1 discoidin, CUB and LCCL dchr6q22.1  cell adhesion --- -1.03 1.12 -1.19 -1.34 1.14 1.01 -1.04 -1.07 -1.11 1.18 1.74 1.72
DCBLD1 discoidin, CUB and LCCL dchr6q22.1  cell adhesion --- -1.00 -1.05 1.00 -1.11 1.12 -1.03 -1.04 1.11 1.23 1.28 1.70 1.78
DCBLD2 discoidin, CUB and LCCL dchr3q12.1|3  cell adhesion --- 1.10 1.09 1.05 -1.14 -1.04 1.05 -1.10 -1.17 -1.17 -1.14 -1.26 -1.50
DCBLD2 discoidin, CUB and LCCL dchr3q12.1|3  cell adhesion --- 1.10 1.12 1.13 -1.13 -1.04 1.04 -1.31 -1.17 -1.23 -1.12 -1.17 -1.42
DCBLD2 discoidin, CUB and LCCL dchr3q12.1|3  cell adhesion --- -1.20 -1.11 -1.03 -1.13 1.12 -1.04 1.11 1.01 1.62 1.42 1.84 1.64
DCC deleted in colorectal carcinochr18q21.3  neuron migration --- -1.70 2.12 1.47 1.42 -1.95 -1.10 2.71 -1.10 2.17 -4.49 1.20 1.71
DCDC2 doublecortin domain containchr6p22.1  neuron migration --- 2.31 2.66 1.49 2.28 1.55 1.13 -1.43 -1.40 1.03 -1.35 1.45 1.03
DCLK1 doublecortin-like kinase 1 chr13q13  neuron migration --- 1.10 1.08 -1.18 -1.01 -1.26 -1.02 -1.05 -1.06 -2.45 -5.37 -6.39 -7.02
DCLK2 doublecortin-like kinase 2 chr4q31.3  protein phosphorylation --- 1.09 1.07 -1.00 -1.04 -1.16 -1.15 -1.14 1.11 -1.57 -1.40 -1.02 -1.03
DCLRE1A DNA cross-link repair 1A chr10q25.1  DNA repair --- 1.01 -1.01 1.08 -1.06 1.17 1.04 -1.01 -1.11 -1.41 -1.38 1.06 1.10
DCLRE1B DNA cross-link repair 1B chr1p13.2  cell cycle checkpoint --- 1.10 1.04 -1.03 -1.13 -1.21 1.05 -1.33 -1.14 -1.69 -1.68 -1.43 -1.43
DCLRE1B DNA cross-link repair 1B chr1p13.2  cell cycle checkpoint --- -1.05 1.01 1.10 -1.05 -1.04 -1.04 1.06 1.01 1.67 1.60 1.86 1.73
DCLRE1C DNA cross-link repair 1C chr10p13  telomere maintenance --- 1.10 -1.00 -1.02 1.10 1.10 1.17 -1.11 -1.14 -1.14 -1.13 -1.14 1.08
DCN decorin chr12q21.33  kidney development --- 1.17 1.21 -1.24 -1.10 1.07 -1.22 -1.09 1.14 -1.76 -1.62 -2.05 -1.17
DCN decorin chr12q21.33  kidney development --- 1.02 1.05 -1.13 1.02 1.06 1.02 -1.02 1.06 -1.47 -1.25 -1.86 -1.30
DCN decorin chr12q21.33  kidney development --- -1.04 1.03 -1.01 1.10 1.19 1.07 1.09 -1.01 -1.36 -1.14 -1.39 -1.18
DCP1A decapping mRNA 1A chr3p21.1  nuclear-transcribed mRNA catabolic proc--- 1.13 1.18 -1.06 -1.28 -1.17 1.00 1.00 -1.03 1.08 1.02 1.40 1.09
DCP1A decapping mRNA 1A chr3p21.1  nuclear-transcribed mRNA catabolic proc--- -1.16 -1.14 -1.08 1.10 1.03 1.01 1.34 1.08 1.53 1.45 1.60 1.78
DCP2 decapping mRNA 2 chr5q22.2  nuclear-transcribed mRNA catabolic proc--- -1.07 -1.07 1.02 -1.31 1.43 1.37 -2.88 -1.73 -1.62 -1.36 1.75 -1.08
DCP2 decapping mRNA 2 chr5q22.2  nuclear-transcribed mRNA catabolic proc--- 1.10 1.08 1.05 -1.02 -1.15 -1.01 -1.50 -1.19 -1.46 -1.30 -1.42 -1.65
DCTD dCMP deaminase chr4q35.1  pyrimidine nucleobase metabolic process--- 1.01 -1.10 1.08 1.01 1.06 -1.03 1.06 1.02 1.74 1.40 1.38 1.18
DCTN1 dynactin 1 chr2p13  G2 --- -1.34 1.04 -1.04 -1.22 -1.11 1.58 1.07 -1.28 1.41 1.59 1.34 1.39
DCTN1 dynactin 1 chr2p13  G2 --- -1.13 -1.16 -1.08 1.25 1.14 1.01 1.32 1.13 -1.19 -1.18 -1.71 -1.56
DCTN1 dynactin 1 chr2p13  G2 --- -1.06 -1.11 1.06 1.13 1.00 -1.08 1.18 1.10 -1.08 -1.20 -1.55 -1.57
DCTN1-AS1 DCTN1 antisense RNA 1 chr2p13 0 --- 2.20 1.93 1.13 -1.36 -1.63 -7.76 -11.02 -1.05 10.00 6.35 2.23 -1.29
DCTN4 dynactin 4 (p62) chr5q31-q32  antigen processing and presentation of ex--- 1.06 1.05 -1.03 1.01 -1.15 1.01 -1.17 -1.08 -1.26 -1.17 -1.05 -1.01
DCTN6 dynactin 6 chr8p12-p11  antigen processing and presentation of ex--- 1.08 1.18 1.00 -1.03 1.00 1.05 1.03 -1.08 1.34 1.25 1.32 1.17
DCUN1D1 DCN1, defective in cullin n chr3q26.3 0 --- 1.05 1.07 1.02 1.01 -1.04 -1.05 -1.10 -1.02 -1.50 -1.34 -1.12 -1.25
DCUN1D1 DCN1, defective in cullin n chr3q26.3 0 --- 1.10 1.05 1.13 1.06 1.03 1.12 1.00 -1.11 1.13 -1.04 1.65 1.40
DCUN1D1 DCN1, defective in cullin n chr3q26.3 0 --- 1.01 1.16 1.01 1.12 -1.03 1.08 -1.27 1.13 -1.31 -1.15 -1.46 -1.57
DCUN1D2 DCN1, defective in cullin n chr13q34 0 --- 1.12 1.11 1.13 1.15 1.04 1.03 1.05 -1.11 1.10 1.21 1.44 1.51
DCUN1D4 DCN1, defective in cullin n chr4q12 0 --- 1.16 -1.06 1.15 1.30 -1.12 -1.28 1.43 1.21 1.05 1.27 1.39 1.20
DCUN1D4 DCN1, defective in cullin n chr4q12 0 --- 1.04 1.11 -1.04 -1.04 1.02 1.05 1.25 1.00 -1.20 -1.05 1.37 1.35
DCUN1D4 DCN1, defective in cullin n chr4q12 0 --- -1.06 -1.03 1.40 1.39 1.08 1.04 -1.35 -1.17 -2.00 -1.96 -2.09 -2.08
DCUN1D5 DCN1, defective in cullin n chr11q22.3 0 --- 1.06 1.08 -1.01 -1.04 1.02 1.02 1.02 1.04 1.13 1.03 1.52 1.10
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DCUN1D5 DCN1, defective in cullin n chr11q22.3 0 --- -1.00 1.33 1.03 -1.02 1.06 -1.06 -1.51 -1.07 -2.36 -2.19 -3.38 -3.93
DCXR dicarbonyl/L-xylulose reducchr17q25.3  carbohydrate metabolic process --- 1.08 1.09 1.04 1.19 -1.03 -1.23 1.42 1.28 2.04 1.55 1.74 1.92
DDA1 DET1 and DDB1 associatedchr19p13.11 0 --- 1.09 1.06 1.12 -1.06 1.03 -1.07 1.10 1.02 1.20 1.02 1.37 1.13
DDAH1 dimethylarginine dimethyla chr1p22  citrulline metabolic process --- 1.03 1.01 1.04 1.02 1.00 1.09 -1.04 -1.09 1.08 1.11 1.32 1.16
DDAH1 dimethylarginine dimethyla chr1p22  citrulline metabolic process --- -1.18 -1.56 -1.19 -1.37 1.25 -1.11 1.46 2.67 -3.33 -1.79 1.94 1.48
DDHD1 DDHD domain containing 1chr14q21  lipid metabolic process --- 1.04 -1.04 1.16 1.04 1.01 1.11 -1.19 -1.07 -2.10 -1.62 -1.40 -1.85
DDHD1 DDHD domain containing 1chr14q21  lipid metabolic process --- 1.02 -1.08 -1.39 -1.11 2.06 1.33 -1.16 -1.05 1.36 1.29 1.72 1.64
DDI2 /// RSC DNA-damage inducible 1 h chr1p36.1 /// chr1p3 transcription, DNA-dependent --- 1.33 1.09 1.16 1.05 -1.05 1.11 -1.40 -1.10 -1.35 -1.30 1.04 -1.06
DDIT3 DNA-damage-inducible tranchr12q13.1-q13.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.32 1.14 1.30 1.12 -1.35 -1.13 1.29 1.16 1.65 1.27 1.78 1.88
DDIT4 DNA-damage-inducible tranchr10q22.1  response to hypoxia --- -1.15 -1.05 1.01 -1.06 -1.02 -1.02 1.14 -1.00 1.42 1.13 1.14 1.08
DDO D-aspartate oxidase chr6q21  aspartate metabolic process --- -1.13 -1.44 1.96 1.85 -2.06 -1.03 2.21 1.80 1.11 -1.01 1.78 2.54
DDR1 /// MIRdiscoidin domain receptor tychr6p21.3  regulation of cell growth --- -1.16 -1.21 -1.02 -1.03 1.12 1.11 -1.12 -1.00 -1.32 1.01 -1.59 -1.41
DDR1 /// MIRdiscoidin domain receptor tychr6p21.3  regulation of cell growth --- -1.11 -1.09 1.06 1.13 1.08 1.03 -1.06 -1.06 -1.42 -1.05 -1.51 -1.19
DDR1 /// MIRdiscoidin domain receptor tychr6p21.3  regulation of cell growth --- -1.02 1.00 1.20 1.25 1.13 1.01 -1.02 -1.02 -1.50 -1.11 -1.56 -1.28
DDR1 /// MIRdiscoidin domain receptor tychr6p21.3  regulation of cell growth --- 1.07 -1.06 1.07 1.05 -1.02 -1.07 -1.07 -1.05 -1.65 -1.27 -1.54 -1.24
DDR2 discoidin domain receptor tychr1q23.3  ossification --- 1.12 -2.52 1.92 1.23 -2.83 1.41 1.08 -2.02 -1.10 2.23 1.77 1.08
DDX1 DEAD (Asp-Glu-Ala-Asp) chr2p24  spliceosomal complex assembly mRNA_processing_Reactome // GenMAPP -1.08 -1.05 1.01 1.07 1.02 -1.08 1.02 1.04 -1.08 -1.09 -1.03 1.02
DDX10 DEAD (Asp-Glu-Ala-Asp) chr11q22-q23 0 --- -1.08 -1.13 -1.09 1.03 1.13 1.09 1.09 1.09 -1.01 -1.13 1.60 1.42
DDX11 DEAD/H (Asp-Glu-Ala-Aspchr12p11  mitotic sister chromatid segregation --- 1.01 -1.14 -1.21 -1.03 -1.11 -1.17 -1.02 -1.08 -1.24 -1.44 -1.61 -1.25
DDX11 DEAD/H (Asp-Glu-Ala-Aspchr12p11  mitotic sister chromatid segregation --- 1.03 1.03 1.01 1.25 1.05 -1.04 1.11 1.11 -1.10 -1.29 -1.49 -1.20
DDX11 /// DDDEAD/H (Asp-Glu-Ala-Aspchr12p11 /// chr12p  mitotic sister chromatid segregation --- 1.01 -1.10 1.12 1.38 1.04 1.05 1.06 1.05 -1.31 -1.28 -1.57 -1.31
DDX17 DEAD (Asp-Glu-Ala-Asp) chr22q13.1  transcription, DNA-dependent --- -1.05 1.01 -1.04 -1.01 -1.02 -1.02 1.09 1.00 -1.18 -1.12 -1.22 -1.26
DDX18 DEAD (Asp-Glu-Ala-Asp) chr2q14.1 0 --- -1.13 -1.08 1.06 1.03 1.08 1.03 1.22 1.23 -1.01 -1.14 1.18 1.13
DDX19A DEAD (Asp-Glu-Ala-Asp) chr16q22.1  transport --- -1.01 -1.14 -1.05 -1.06 -1.08 1.05 -1.20 -1.13 -1.23 -1.17 -1.24 -1.14
DDX19B DEAD (Asp-Glu-Ala-Asp) chr16q22.1  mRNA export from nucleus --- -1.11 -1.17 1.01 1.11 -1.12 -1.00 -1.34 -1.10 -2.03 -1.62 -1.49 -1.98
DDX20 DEAD (Asp-Glu-Ala-Asp) chr1p21.1-p13.2  negative regulation of transcription from mRNA_processing_Reactome // GenMAPP 1.07 -1.07 -1.00 1.16 1.03 1.07 -1.08 1.07 -1.70 -1.56 -1.43 -1.38
DDX21 DEAD (Asp-Glu-Ala-Asp) chr10q21  transcription, DNA-dependent --- 1.12 1.13 -1.02 -1.03 -1.06 1.01 -1.04 -1.02 1.16 1.03 1.34 1.08
DDX21 DEAD (Asp-Glu-Ala-Asp) chr10q21  response to virus --- -1.06 -1.07 -1.05 1.10 -1.02 1.04 1.07 -1.01 1.30 1.20 1.28 1.30
DDX24 DEAD (Asp-Glu-Ala-Asp) chr14q32  RNA metabolic process --- -1.19 -1.08 1.07 1.00 1.00 -1.02 1.09 1.09 1.23 1.27 1.32 1.35
DDX24 DEAD (Asp-Glu-Ala-Asp) chr14q32  ciliary or flagellar motility --- 1.03 1.07 -1.02 -1.05 1.02 1.01 1.02 -1.04 1.20 1.18 1.24 1.22
DDX27 /// SS DEAD (Asp-Glu-Ala-Asp) chr18q11.2 /// chr20 microtubule cytoskeleton organization --- 1.11 1.07 1.05 1.13 -1.05 -1.01 1.06 1.04 -1.04 -1.17 1.14 1.10
DDX28 DEAD (Asp-Glu-Ala-Asp) chr16q22.1 0 --- 1.17 1.05 1.04 1.17 -1.05 -1.08 1.09 1.09 -1.40 -1.73 -1.59 -1.44
DDX28 DEAD (Asp-Glu-Ala-Asp) chr16q22.1 0 --- 1.08 1.09 -1.03 1.07 -1.06 -1.05 -1.05 1.04 -1.65 -1.64 -1.23 -1.34
DDX28 DEAD (Asp-Glu-Ala-Asp) chr16q22.1 0 --- -1.00 -1.02 1.01 1.10 1.09 -1.08 1.16 1.03 -1.57 -1.96 -1.67 -1.56
DDX31 DEAD (Asp-Glu-Ala-Asp) chr9q34.13 0 --- -1.04 -1.05 -1.19 -1.12 1.19 1.15 -1.11 -1.15 1.07 -1.29 1.44 1.40
DDX39A DEAD (Asp-Glu-Ala-Asp) chr19p13.12  mRNA splicing, via spliceosome --- -1.05 -1.05 1.02 1.07 -1.01 -1.08 1.04 1.00 -1.09 -1.35 1.18 1.11
DDX3X DEAD (Asp-Glu-Ala-Asp) chrXp11.3-p11.23  ATP catabolic process --- 1.02 1.07 1.02 -1.01 -1.08 -1.03 1.16 1.07 1.26 1.25 1.23 -1.04
DDX3Y DEAD (Asp-Glu-Ala-Asp) chrYq11 0 --- -1.68 -8.13 -1.43 -1.44 1.12 3.85 -1.06 -1.37 1.22 4.37 1.28 2.28
DDX41 DEAD (Asp-Glu-Ala-Asp) chr5q35.3  mRNA splicing, via spliceosome --- -1.04 -1.00 -1.04 1.09 1.02 -1.12 1.41 1.31 2.21 1.84 1.40 1.61
DDX42 DEAD (Asp-Glu-Ala-Asp) chr17q23.3  protein localization --- 1.06 1.10 1.02 -1.07 -1.01 -1.02 1.01 1.01 -1.50 -1.59 -1.12 -1.26
DDX42 DEAD (Asp-Glu-Ala-Asp) chr17q23.3  protein localization --- -1.01 -1.13 1.02 -1.01 1.05 1.02 1.06 -1.01 -1.68 -1.60 -1.21 -1.17
DDX46 DEAD (Asp-Glu-Ala-Asp) chr5q31.1  mRNA processing --- 1.15 1.17 -1.11 -1.31 -1.08 -1.07 -1.49 1.00 -1.92 -1.73 -1.81 -2.18
DDX46 DEAD (Asp-Glu-Ala-Asp) chr5q31.1  mRNA processing --- -1.07 -1.02 1.01 1.07 1.12 -1.01 -1.01 -1.03 -1.37 -1.59 -1.32 -1.30
DDX47 DEAD (Asp-Glu-Ala-Asp) chr12p13.1  rRNA processing --- -1.12 -1.15 1.18 1.20 1.12 -1.03 1.17 1.16 1.45 1.31 1.29 1.31
DDX49 DEAD (Asp-Glu-Ala-Asp) chr19p12 0 --- 1.15 -1.06 -1.02 1.50 1.89 1.59 1.41 1.65 3.72 1.99 3.63 2.90
DDX49 DEAD (Asp-Glu-Ala-Asp) chr19p12 0 --- -1.09 -1.12 1.02 1.08 1.05 -1.06 1.02 1.05 1.08 1.00 -1.47 -1.18
DDX49 DEAD (Asp-Glu-Ala-Asp) chr19p12 0 --- 1.07 -1.02 1.10 1.10 1.03 -1.10 1.07 -1.06 1.02 -1.20 -1.42 -1.44
DDX5 DEAD (Asp-Glu-Ala-Asp) chr17q21  negative regulation of transcription from --- 1.05 -1.13 -1.11 -1.06 -1.01 1.13 -1.46 -1.19 -1.57 -1.39 -1.41 -1.31
DDX5 /// MIRDEAD (Asp-Glu-Ala-Asp) chr17q21  negative regulation of transcription from --- -1.00 1.05 -1.03 1.03 -1.06 -1.03 -1.07 -1.09 -1.22 -1.29 -1.16 -1.29
DDX50 DEAD (Asp-Glu-Ala-Asp) chr10q22.1 0 --- -1.03 -1.04 1.06 1.06 1.10 1.05 1.32 1.10 1.18 1.17 1.14 1.22
DDX52 DEAD (Asp-Glu-Ala-Asp) chr17q21.1 0 --- 1.01 -1.04 -1.00 -1.03 -1.04 -1.13 -1.15 -1.16 -2.22 -1.88 -1.38 -1.85
DDX52 DEAD (Asp-Glu-Ala-Asp) chr17q21.1 0 --- 1.05 1.10 1.28 1.06 -1.03 1.07 -1.61 -1.27 -1.65 -1.32 -1.45 -1.51
DDX54 DEAD (Asp-Glu-Ala-Asp) chr12q24.13  transcription, DNA-dependent --- 1.06 1.07 -1.08 -1.40 1.18 -1.14 -1.00 -1.11 -1.48 -1.37 -1.24 -1.35
DDX55 DEAD (Asp-Glu-Ala-Asp) chr12q24.31 0 --- -1.17 -1.18 1.29 1.35 1.18 1.08 1.51 1.10 1.32 1.01 1.34 1.33
DDX58 DEAD (Asp-Glu-Ala-Asp) chr9p12  positive regulation of defense response to--- -1.10 -1.29 1.11 1.22 1.17 -1.11 5.05 3.34 3.02 1.73 2.67 1.99
DDX58 DEAD (Asp-Glu-Ala-Asp) chr9p12  positive regulation of defense response to--- -1.11 -1.35 1.16 1.09 1.07 1.07 3.20 2.50 1.76 1.28 1.10 -1.07
DDX6 DEAD (Asp-Glu-Ala-Asp) chr11q23.3  nuclear-transcribed mRNA catabolic proc--- -1.07 1.02 1.01 -1.04 1.04 1.03 -1.07 -1.14 -1.21 -1.12 -1.12 -1.09
DDX60 DEAD (Asp-Glu-Ala-Asp) chr4q32.3  response to virus --- 1.24 1.14 1.24 -1.03 1.01 -1.01 2.70 1.82 2.72 2.05 1.74 1.23
DDX60L DEAD (Asp-Glu-Ala-Asp) chr4q32.3 0 --- 1.06 1.16 1.04 1.08 -1.01 -1.17 1.22 1.16 1.03 -1.08 1.45 1.29
DECR1 2,4-dienoyl CoA reductase chr8q21.3  lipid metabolic process --- -1.07 -1.23 -1.05 1.06 -1.07 1.01 -1.03 -1.00 -1.09 -1.07 -1.59 -1.47
DEDD2 death effector domain contachr19q13.2  transcription, DNA-dependent --- -1.05 -1.17 -1.06 1.06 1.03 -1.01 1.16 1.11 1.60 1.30 1.54 1.56
DEF8 differentially expressed in Fchr16q24.3  intracellular signal transduction --- -1.17 -1.13 1.02 1.11 1.25 1.04 1.01 1.11 1.26 1.16 1.25 1.53
DEFB106A ///defensin, beta 106A /// defe chr8p23.1  defense response --- -4.80 -1.64 -1.02 -2.60 -1.85 1.01 -1.82 3.13 1.90 2.14 1.85 3.39
DEFB121 defensin, beta 121 chr20q11.1  defense response --- -2.71 -2.59 1.06 1.50 1.51 -1.48 -1.09 1.13 1.18 1.45 -4.04 -2.72
DEFB126 defensin, beta 126 chr20p13  defense response --- -4.98 -1.80 1.08 -4.46 -1.90 3.69 -3.61 1.38 2.69 2.08 -1.37 -5.15
DEGS1 delta(4)-desaturase, sphingochr1q42.11  lipid metabolic process --- 1.04 -1.05 1.01 1.18 -1.20 1.13 -1.31 1.03 -1.06 1.04 -1.35 -1.19
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DEK DEK oncogene chr6p22.3  regulation of transcription from RNA pol--- 1.06 1.11 -1.06 1.01 -1.07 -1.01 -1.03 -1.08 -1.18 -1.13 -1.22 -1.35
DENND1A DENN/MADD domain con chr9q33.3  transport --- -1.15 -1.20 1.04 1.02 -1.05 -1.01 1.25 1.21 1.34 1.24 1.30 1.44
DENND1A DENN/MADD domain con chr9q33.3  transport --- 1.06 1.16 -1.00 1.04 1.16 1.14 1.30 1.12 2.74 2.21 1.61 1.46
DENND1B DENN/MADD domain con chr1q31.3  transport --- -1.01 1.04 1.02 -1.10 1.05 1.14 -1.37 -1.14 -1.38 -1.32 -1.35 -1.44
DENND1B DENN/MADD domain con chr1q31.3  transport --- 1.13 1.23 1.09 1.00 1.05 1.14 -1.46 -1.30 -1.68 -1.47 -1.37 -1.41
DENND1C DENN/MADD domain con chr19p13.3 0 --- -1.15 -1.40 1.37 1.17 -2.51 -1.61 1.11 1.08 2.38 2.25 2.74 2.38
DENND2C DENN/MADD domain con chr1p13.2 0 --- -1.77 -1.17 1.20 1.02 1.14 1.49 -1.06 -1.35 -1.05 -2.23 -1.11 -1.34
DENND2D DENN/MADD domain con chr1p13.3 0 --- 1.46 1.15 1.41 1.16 -1.09 1.00 -1.52 1.18 -2.72 -1.79 -1.37 -1.78
DENND3 DENN/MADD domain con chr8q24.3  endosome to lysosome transport --- 1.06 -1.16 -1.02 1.21 -1.11 -1.06 -1.11 1.05 -1.75 -1.47 -1.44 -1.34
DENND4A DENN/MADD domain con chr15q22.31  transcription, DNA-dependent --- -1.06 -1.14 -1.20 -1.41 -1.01 1.44 -1.22 1.23 -2.73 -2.21 -2.43 -3.62
DENND4A DENN/MADD domain con chr15q22.31  transcription, DNA-dependent --- 1.12 1.11 1.18 1.07 -1.10 -1.11 1.30 1.16 -1.14 -1.02 1.22 1.26
DENND4B DENN/MADD domain con chr1q21  regulation of Rab protein signal transduct--- -1.07 -1.14 -1.01 1.06 1.16 1.04 1.06 1.10 1.22 1.19 1.11 1.21
DENND4C DENN/MADD domain con chr9p22.1  transport --- 1.25 -1.57 1.08 1.28 1.38 1.20 1.07 -1.24 1.75 1.64 2.23 2.21
DENND4C DENN/MADD domain con chr9p22.1  protein transport --- 1.01 -1.01 -1.23 1.09 1.19 1.45 -1.55 1.02 -1.99 -1.04 -2.51 -2.37
DENND4C DENN/MADD domain con chr9p22.1  transport --- 1.05 1.04 -1.00 1.02 -1.18 1.03 -1.10 -1.08 -1.50 -1.15 -1.37 -1.40
DENND5B DENN/MADD domain con chr12p11.21  detection of mechanical stimulus --- 1.13 1.03 1.18 1.01 -1.20 1.14 -1.32 -1.12 -2.55 -1.76 -3.07 -2.15
DENND5B DENN/MADD domain con chr12p11.21  detection of mechanical stimulus --- 1.18 1.28 1.07 1.04 -1.04 -1.13 1.32 1.20 1.35 1.38 1.53 1.38
DENND5B DENN/MADD domain con chr12p11.21  detection of mechanical stimulus --- 1.56 1.41 -1.29 1.10 -1.12 1.07 2.06 1.72 1.38 1.48 1.16 1.17
DENND5B DENN/MADD domain con chr12p11.21  detection of mechanical stimulus --- 1.31 1.23 1.03 -1.00 -1.05 -1.10 -1.09 1.07 -2.91 -2.32 -3.25 -3.78
DENR density-regulated protein chr12q24.31  translational initiation --- -1.03 -1.04 -1.02 1.02 1.12 1.05 -1.01 1.13 -1.18 -1.21 -1.49 -1.28
DENR density-regulated protein chr12q24.31  translational initiation --- 1.02 1.03 -1.04 1.02 -1.02 1.04 -1.09 -1.08 -1.22 -1.10 -1.21 -1.14
DEPDC1 DEP domain containing 1 chr1p31.2  transcription, DNA-dependent --- 1.13 1.11 1.05 1.00 1.09 1.06 -1.23 1.22 1.07 1.04 1.70 1.21
DEPDC1 DEP domain containing 1 chr1p31.2  transcription, DNA-dependent --- 1.04 1.11 -1.05 -1.08 -1.12 -1.02 -1.16 -1.05 -1.07 1.01 1.35 1.15
DEPDC1 DEP domain containing 1 chr1p31.2  transcription, DNA-dependent --- 1.13 -1.01 1.03 -1.03 -1.03 1.07 -1.59 -1.19 -1.03 1.17 1.09 1.05
DEPDC5 DEP domain containing 5 chr22q12.3  intracellular signal transduction --- -1.70 -1.75 -1.20 -1.18 1.10 1.02 -1.03 -1.00 -1.38 -1.36 1.02 -1.10
DEPDC7 DEP domain containing 7 chr11p13  small GTPase mediated signal transductio--- 1.19 1.19 -1.04 -1.04 -1.13 -1.00 -1.26 -1.14 -1.08 -1.12 2.46 1.87
DEPTOR DEP domain containing MTchr8q24.12  negative regulation of protein kinase activ--- -1.29 -1.14 1.36 1.07 -1.01 1.09 -1.16 1.06 -1.76 -1.94 -1.77 -1.32
DERA deoxyribose-phosphate aldochr12p12.3  deoxyribonucleotide catabolic process --- -1.03 1.00 -1.04 -1.01 -1.05 -1.15 1.03 1.08 -1.08 -1.07 -1.27 -1.24
DERL1 derlin 1 chr8q24.13  transport --- -1.09 -1.11 -1.04 1.04 1.07 1.00 -1.06 1.04 1.41 1.49 2.28 2.39
DERL2 derlin 2 chr17p13.2  suckling behavior --- -1.11 -1.07 1.02 -1.04 1.05 -1.02 1.02 -1.03 1.02 -1.09 1.15 1.06
DERL2 derlin 2 chr17p13.2  suckling behavior --- 1.07 1.05 1.19 1.06 1.24 1.14 -1.78 -1.21 -1.51 -1.19 -1.57 -1.76
DERL3 derlin 3 chr22q11.23  protein N-linked glycosylation via aspara--- 1.05 -1.22 1.08 1.15 1.11 -1.14 1.10 1.17 1.17 -1.18 1.42 1.71
DERL3 derlin 3 chr22q11.23  protein N-linked glycosylation via aspara--- 1.26 -1.13 -1.35 1.03 -1.00 1.07 1.25 1.04 1.14 -1.02 -1.55 -1.27
DES /// SUPT desmin /// suppressor of Ty chr13q13.3 /// chr2q autophagy Striated_muscle_contraction // GenMAPP -1.40 -2.11 2.52 1.11 -1.61 -1.25 -2.80 -2.26 1.93 2.69 1.69 1.25
DESI1 desumoylating isopeptidase chr22q13.2  proteolysis --- -1.07 -1.09 -1.00 1.08 1.18 -1.09 1.19 1.13 1.05 -1.14 -1.30 -1.25
DESI1 desumoylating isopeptidase chr22q13.2  proteolysis --- 1.07 1.00 -1.04 -1.08 -1.06 1.00 -1.05 -1.14 1.10 1.09 -1.19 -1.24
DESI2 desumoylating isopeptidase chr1q44  proteolysis --- 1.34 1.27 -1.45 -1.59 1.45 1.08 1.16 -1.36 -1.10 -1.49 1.61 1.16
DESI2 desumoylating isopeptidase chr1q44  proteolysis --- -1.01 1.21 1.18 1.32 -1.10 1.11 1.23 1.34 1.31 1.25 1.68 1.95
DESI2 desumoylating isopeptidase chr1q44  proteolysis --- -1.10 -1.13 1.11 1.11 1.04 -1.02 -1.05 -1.08 1.37 1.24 1.16 1.23
DESI2 desumoylating isopeptidase chr1q44  proteolysis --- -1.02 1.03 1.01 1.03 1.03 -1.01 -1.08 -1.06 1.07 1.15 1.33 1.28
DESI2 desumoylating isopeptidase chr1q44  proteolysis --- -1.05 -1.05 1.08 1.06 1.31 1.06 -1.20 -1.09 1.09 1.12 1.38 1.45
DET1 de-etiolated homolog 1 (Arachr15q25.3 0 --- 1.00 -1.03 -1.12 -1.01 1.05 1.03 1.11 -1.05 -2.65 -2.03 -1.95 -1.68
DFFA DNA fragmentation factor, chr1p36.3-p36.2  apoptotic DNA fragmentation Apoptosis // GenMAPP /// Apoptosis_KEGG 1.13 -1.01 1.08 1.15 -1.30 -1.14 1.17 1.16 -1.24 -1.38 -2.87 -3.14
DFFA DNA fragmentation factor, chr1p36.3-p36.2  apoptotic DNA fragmentation Apoptosis // GenMAPP /// Apoptosis_KEGG 1.01 -1.06 -1.01 1.01 1.01 -1.00 1.02 -1.01 -1.12 -1.07 -1.29 -1.13
DFFB DNA fragmentation factor, chr1p36.3  apoptotic DNA fragmentation Apoptosis // GenMAPP /// Apoptosis_KEGG 1.30 1.43 1.05 -1.32 -1.09 -1.01 -1.31 -1.22 -1.73 -2.08 -1.41 -2.07
DFNA5 deafness, autosomal dominachr7p15  apoptotic process --- -1.06 -1.06 1.01 1.18 1.08 1.04 1.06 1.10 -1.02 1.11 -1.45 -1.29
DFNB59 deafness, autosomal recessivchr2q31.2  sensory perception of sound --- 1.07 1.04 1.06 1.26 1.22 1.07 -1.08 1.07 -1.58 -1.84 -1.56 -1.85
DGAT2 diacylglycerol O-acyltransfechr11q13.5  glycerol metabolic process --- -1.34 -1.32 1.44 1.31 1.49 1.09 -1.11 -1.29 -1.49 -2.00 1.68 1.23
DGAT2 diacylglycerol O-acyltransfechr11q13.5  glycerol metabolic process --- -1.12 1.06 -1.07 1.01 1.27 -1.11 -1.17 1.11 -1.08 -1.31 1.92 1.61
DGCR11 DiGeorge syndrome criticalchr22q11.21 0 --- -1.03 -1.04 1.08 1.34 1.13 -1.13 1.44 1.27 1.04 -1.06 -1.39 -1.60
DGCR5 /// LODiGeorge syndrome criticalchr22q11 /// chr22q 0 --- -1.71 -1.50 2.46 2.02 -2.78 1.59 2.55 1.42 1.17 1.02 2.06 2.95
DGCR6 /// DGDiGeorge syndrome criticalchr22q11.21 /// chr2 cell adhesion --- -1.00 -1.02 -1.03 1.14 1.05 -1.04 1.19 1.34 -1.12 -1.38 -1.58 -1.65
DGCR6L DiGeorge syndrome criticalchr22q11.21 0 --- -1.01 -1.03 -1.11 1.12 1.39 1.04 -1.10 -1.31 -1.70 -1.34 -1.85 -1.13
DGCR7 DiGeorge syndrome criticalchr22q11 0 --- 1.40 1.44 1.11 -1.52 1.35 1.53 1.46 2.35 1.38 2.93 -1.86 -2.23
DGCR8 /// MIDGCR8 microprocessor comchr22q11.2  gene expression --- -1.12 -1.04 1.05 1.16 1.05 1.05 -1.00 1.05 -1.25 -1.45 -1.14 1.12
DGCR8 /// MIDGCR8 microprocessor comchr22q11.2  gene expression --- -1.22 -1.10 1.12 1.27 1.52 1.33 1.11 1.21 -1.13 -1.05 -1.26 1.08
DGCR8 /// MIDGCR8 microprocessor comchr22q11.2  gene expression --- -1.13 -1.11 1.06 1.15 1.08 1.03 -1.10 1.01 -1.07 -1.35 -1.06 1.11
DGCR8 /// MIDGCR8 microprocessor comchr22q11.2  gene expression --- 1.03 -1.02 1.03 1.08 -1.03 -1.04 -1.07 1.06 -1.20 -1.42 -1.19 1.05
DGKB diacylglycerol kinase, beta 9chr7p21.2  protein kinase C-activating G-protein cou--- -1.80 -1.13 -2.92 -1.06 1.87 1.05 -1.14 1.31 1.65 1.46 -2.07 -1.76
DGKD diacylglycerol kinase, delta chr2q37.1  transport --- 1.10 -1.07 1.08 1.25 1.09 1.06 1.41 1.36 1.58 1.67 1.57 1.88
DGKE diacylglycerol kinase, epsilochr17q22  protein kinase C-activating G-protein cou--- -1.23 -1.17 -1.07 1.02 -1.12 -1.00 1.95 1.38 1.07 -1.23 1.33 1.26
DGKE diacylglycerol kinase, epsilochr17q22  protein kinase C-activating G-protein cou--- 1.19 1.01 1.08 -1.12 1.02 1.10 1.60 1.22 1.15 -1.01 -1.06 -1.18
DGKE diacylglycerol kinase, epsilochr17q22  protein kinase C-activating G-protein cou--- 1.22 1.16 -1.24 1.04 -1.39 -1.32 -1.09 -1.19 1.11 -1.21 2.02 1.47
DGKE diacylglycerol kinase, epsilochr17q22  protein kinase C-activating G-protein cou--- 1.27 1.24 1.09 -1.08 1.09 1.19 -1.14 -1.13 1.01 -1.16 1.36 1.16
DGKE diacylglycerol kinase, epsilochr17q22  protein kinase C-activating G-protein cou--- 1.04 -1.06 -1.03 -1.15 -1.12 -1.07 -1.01 -1.02 1.12 1.17 1.61 1.66
DGKH diacylglycerol kinase, eta chr13q14.11  protein kinase C-activating G-protein cou--- 1.26 1.23 -1.13 -1.13 -1.30 1.29 1.05 1.23 1.27 1.09 1.26 1.08

56 of 293



ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

DGKZ diacylglycerol kinase, zeta chr11p11.2  protein kinase C-activating G-protein couSmooth_muscle_contraction // GenMAPP -1.11 -1.21 1.06 -1.17 1.21 -1.08 -1.02 -1.05 1.43 1.05 -2.24 -1.99
DGUOK deoxyguanosine kinase chr2p13  nucleobase-containing compound metabo--- 1.15 1.13 -1.01 -1.08 -1.14 -1.11 -1.22 -1.12 -1.33 -1.60 -1.44 -1.51
DHCR24 24-dehydrocholesterol redu chr1p32.3  lipid metabolic process --- -1.04 -1.02 -1.03 1.00 -1.05 -1.04 1.03 -1.01 1.25 1.17 1.36 1.41
DHCR7 7-dehydrocholesterol reductchr11q13.4  blood vessel development Cholesterol_Biosynthesis // GenMAPP -1.07 1.01 1.02 -1.02 -1.11 -1.05 1.29 1.17 1.74 1.67 2.76 3.47
DHCR7 7-dehydrocholesterol reductchr11q13.4  blood vessel development Cholesterol_Biosynthesis // GenMAPP -1.09 -1.14 -1.04 -1.04 1.05 -1.01 1.06 1.03 1.58 1.51 3.07 3.22
DHDDS dehydrodolichyl diphosphatchr1p36.11  protein glycosylation --- 1.01 -1.01 -1.01 1.08 -1.04 -1.09 -1.03 1.00 1.13 1.03 1.21 1.32
DHDDS dehydrodolichyl diphosphatchr1p36.11  protein glycosylation --- 1.05 -1.17 -1.18 -1.12 1.12 1.24 1.05 1.05 1.53 1.39 1.39 1.65
DHFR dihydrofolate reductase chr5q11.2-q13.2  G1 Nucleotide_Metabolism // GenMAPP -1.06 -1.07 -1.01 1.00 1.05 1.03 1.01 -1.10 -1.63 -1.38 -2.41 -2.02
DHFR dihydrofolate reductase chr5q11.2-q13.2  G1 Nucleotide_Metabolism // GenMAPP 1.06 -1.02 -1.05 -1.05 -1.10 1.00 1.02 1.04 -1.81 -1.40 -2.84 -2.37
DHFR dihydrofolate reductase chr5q11.2-q13.2  G1 Nucleotide_Metabolism // GenMAPP 1.01 -1.00 -1.04 -1.11 -1.12 1.02 -1.16 -1.04 -1.81 -1.32 -2.95 -2.49
DHFRL1 dihydrofolate reductase-likechr3q11.1  glycine biosynthetic process --- -1.31 -1.23 1.08 1.04 1.18 1.38 -1.39 -1.23 -1.68 1.10 -1.78 -1.55
DHFRL1 dihydrofolate reductase-likechr3q11.1  glycine biosynthetic process --- 1.17 1.10 1.01 1.10 1.19 1.07 -1.57 -1.41 -2.25 -1.71 -1.42 -1.54
DHODH dihydroorotate dehydrogenachr16q22  pyrimidine nucleobase metabolic process--- -1.78 -1.11 -2.12 -1.26 1.80 -1.35 1.01 1.47 -1.12 -1.03 1.77 1.36
DHODH dihydroorotate dehydrogenachr16q22  pyrimidine nucleobase metabolic process--- 1.16 1.15 1.06 1.10 1.02 1.00 1.36 1.02 1.74 1.64 1.20 1.32
DHPS deoxyhypusine synthase chr19p13.2  translation --- -1.15 -1.26 -1.07 -1.03 1.01 1.01 1.11 1.07 1.24 1.34 1.28 1.59
DHPS deoxyhypusine synthase chr19p13.2  translation --- -1.11 -1.13 1.06 1.11 1.02 -1.01 1.30 1.11 1.44 1.34 1.40 1.56
DHPS deoxyhypusine synthase chr19p13.2  translation --- -1.02 -1.07 -1.00 1.07 1.07 -1.03 1.24 1.13 1.56 1.36 1.42 1.55
DHRS1 dehydrogenase/reductase (Schr14q12  metabolic process --- -1.03 1.06 -1.04 -1.09 1.13 1.06 1.06 -1.02 -1.28 -1.01 -1.68 -1.68
DHRS3 dehydrogenase/reductase (Schr1p36.1  retinoid metabolic process --- -1.16 -1.22 -1.02 -1.00 1.01 -1.01 1.08 -1.07 1.45 1.73 1.52 1.66
DHRS4-AS1 DHRS4 antisense RNA 1 chr14q11.2 0 --- 1.13 1.01 1.09 1.18 -1.13 -1.05 -1.09 -1.03 1.08 -1.10 1.21 1.23
DHRS7 dehydrogenase/reductase (Schr14q23.1  metabolic process --- 4.86 5.01 -1.12 -2.83 3.82 5.95 1.26 1.66 1.46 2.47 -7.17 1.50
DHRS7 dehydrogenase/reductase (Schr14q23.1  metabolic process --- -1.37 -1.35 1.48 1.31 1.13 1.23 -1.02 -1.09 1.17 -1.20 -1.22 -1.77
DHRS7 dehydrogenase/reductase (Schr14q23.1  metabolic process --- 1.07 1.03 -1.02 1.00 -1.03 1.00 1.02 -1.00 1.28 1.13 1.17 1.10
DHRS7 dehydrogenase/reductase (Schr14q23.1 0 --- -1.04 -1.03 -1.06 1.00 1.03 -1.05 -1.00 -1.05 1.20 1.03 1.25 1.25
DHRS7B dehydrogenase/reductase (Schr17p12  metabolic process --- 1.02 -1.06 1.00 1.05 1.05 -1.04 1.11 1.02 1.24 1.08 1.61 1.69
DHRS7C dehydrogenase/reductase (Schr17p13.1  metabolic process --- -1.21 -1.57 -1.32 -1.58 -1.38 -1.51 1.22 -1.28 -1.48 -1.39 -1.31 -1.38
DHRS9 dehydrogenase/reductase (Schr2q31.1  retinoic acid biosynthetic process --- 1.31 -1.84 -2.67 -2.37 5.59 -1.16 -1.81 1.46 5.72 8.42 3.57 5.88
DHRSX dehydrogenase/reductase (SchrXp22.33; Yp11.2 metabolic process --- -1.06 -1.28 1.10 1.04 -1.12 -1.16 -1.18 -1.04 -1.34 -1.32 -2.33 -2.33
DHTKD1 dehydrogenase E1 and transchr10p14  generation of precursor metabolites and e--- -1.02 -1.06 1.10 1.17 1.04 -1.02 1.11 -1.04 -1.11 1.01 -1.58 -1.25
DHTKD1 dehydrogenase E1 and transchr10p14  generation of precursor metabolites and e--- -1.07 -1.13 -1.01 1.00 -1.02 1.07 -1.04 -1.08 -1.21 1.06 -1.53 -1.33
DHX16 DEAH (Asp-Glu-Ala-His) bchr6p21.3  mRNA processing mRNA_processing_Reactome // GenMAPP -1.05 -1.05 -1.01 -1.03 1.06 -1.03 1.01 1.08 1.11 -1.00 1.00 1.09
DHX29 DEAH (Asp-Glu-Ala-His) bchr5q11.2  translation --- 1.02 1.02 1.02 -1.02 -1.05 -1.02 -1.11 -1.12 -1.33 -1.35 -1.15 -1.25
DHX30 DEAH (Asp-Glu-Ala-His) bchr3p21.31 0 --- 1.09 1.05 1.06 1.00 1.10 1.13 1.16 1.20 -1.21 -1.06 -1.35 -1.50
DHX30 DEAH (Asp-Glu-Ala-His) bchr3p21.31 0 --- -1.17 -1.06 -1.10 -1.07 -1.09 -1.10 1.21 1.33 -1.84 -1.51 -2.42 -2.17
DHX35 DEAH (Asp-Glu-Ala-His) bchr20q11.22-q12  mRNA splicing, via spliceosome --- -1.07 1.13 -1.05 -1.13 -1.02 1.00 1.02 -1.01 -1.42 -1.52 -1.29 -1.82
DHX36 DEAH (Asp-Glu-Ala-His) bchr3q25.2  response to virus --- 1.15 1.07 1.02 1.10 -1.04 1.02 -1.01 -1.04 -1.13 -1.05 1.49 1.23
DHX36 DEAH (Asp-Glu-Ala-His) bchr3q25.2  response to virus --- -1.54 -1.34 1.28 1.05 -1.50 1.26 -1.13 -1.19 -4.14 -1.16 1.03 -1.14
DHX37 DEAH (Asp-Glu-Ala-His) bchr12q24.31  transport --- -1.04 -1.02 1.06 -1.02 -1.05 -1.06 1.36 1.22 -1.19 -1.24 -1.19 -1.16
DHX40 DEAH (Asp-Glu-Ala-His) bchr17q23.1  transport --- -1.03 -1.08 1.00 -1.05 -1.22 -1.09 1.02 1.03 -1.39 -1.18 -1.36 -1.46
DHX57 DEAH (Asp-Glu-Ala-Asp/Hchr2p22.1 0 --- 1.09 1.14 1.00 1.04 1.01 1.16 -1.22 -1.08 -1.72 -1.82 -1.55 -1.32
DHX58 DEXH (Asp-Glu-X-His) bochr17q21.2  response to virus --- -1.04 -1.27 1.54 2.27 -1.43 -1.31 2.24 1.62 1.96 1.32 1.17 1.02
DHX8 DEAH (Asp-Glu-Ala-His) bchr17q21.31  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.04 1.10 1.10 1.03 1.08 1.03 1.06 -1.14 -1.17 -1.12 -1.14 -1.25
DHX8 DEAH (Asp-Glu-Ala-His) bchr17q21.31  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.38 -1.17 1.10 -1.11 -1.28 1.09 1.50 1.14 -1.42 -1.13 -6.08 -8.93
DHX9 DEAH (Asp-Glu-Ala-His) bchr1q25  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.00 1.02 1.13 -1.15 1.23 1.20 -1.08 -1.03 -2.25 -2.44 -2.46 -3.45
DHX9 DEAH (Asp-Glu-Ala-His) bchr1q25  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.10 1.04 -1.14 -1.07 -1.08 1.06 -1.32 -1.07 -1.95 -1.45 -2.21 -2.44
DHX9 DEAH (Asp-Glu-Ala-His) bchr1q25  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.18 -1.20 1.08 1.15 1.16 1.14 -1.15 -1.31 -2.14 -2.04 -2.31 -2.10
DIABLO diablo, IAP-binding mitoch chr12q24.31  vesicle docking involved in exocytosis --- -1.13 -1.14 -1.12 1.10 -1.13 -1.06 -1.16 -1.03 -1.01 1.14 1.02 1.21
DIAPH1 diaphanous-related formin 1chr5q31  cytoskeleton organization G13_Signaling_Pathway // GenMAPP -2.23 1.27 1.32 -3.21 -2.63 -1.07 -1.20 1.11 -1.43 -1.53 -1.06 -1.23
DIAPH1 diaphanous-related formin 1chr5q31  cytoskeleton organization G13_Signaling_Pathway // GenMAPP -1.04 -1.11 -1.15 -1.09 -1.01 1.01 -1.04 1.02 -1.02 1.13 -1.01 1.05
DIAPH3 diaphanous homolog 3 (Drochr13q21.2  cellular component organization --- 1.07 1.04 -1.06 -1.03 -1.04 1.04 -1.21 -1.11 -1.21 -1.17 -1.05 -1.10
DIAPH3 diaphanous homolog 3 (Drochr13q21.2  cellular component organization --- -1.19 -1.42 -1.11 1.06 1.07 -1.03 1.51 1.34 1.25 1.22 2.26 2.09
DIAPH3 diaphanous homolog 3 (Drochr13q21.2  cellular component organization --- -2.13 -4.98 -1.05 -1.50 1.21 1.24 2.21 1.45 7.85 7.83 9.71 9.66
DICER1 dicer 1, ribonuclease type IIchr14q32.13  negative regulation of transcription from mRNA_processing_Reactome // GenMAPP 1.13 1.13 -1.04 1.05 1.05 1.12 -1.37 -1.22 -1.51 -1.43 -1.37 -1.38
DICER1 dicer 1, ribonuclease type IIchr14q32.13  negative regulation of transcription from mRNA_processing_Reactome // GenMAPP -1.13 -1.09 1.05 -1.16 -1.02 1.11 -1.42 -1.25 -1.76 -1.55 -1.51 -1.24
DICER1 dicer 1, ribonuclease type IIchr14q32.13  negative regulation of transcription from mRNA_processing_Reactome // GenMAPP -1.02 -1.16 1.05 1.12 1.07 1.05 -1.42 -1.20 -1.64 -1.41 -1.46 -1.69
DICER1 dicer 1, ribonuclease type IIchr14q32.13  negative regulation of transcription from mRNA_processing_Reactome // GenMAPP -1.21 -1.18 1.06 -1.08 1.12 1.23 -1.35 -1.14 -1.89 -1.53 -1.41 -1.30
DIDO1 death inducer-obliterator 1 chr20q13.33  transcription, DNA-dependent --- -1.52 -1.49 1.02 1.22 -1.08 -1.23 1.49 1.35 1.97 1.76 1.74 1.50
DIDO1 death inducer-obliterator 1 chr20q13.33  transcription, DNA-dependent --- -1.02 -1.04 1.07 -1.03 -1.00 1.03 -1.17 -1.15 -1.84 -1.65 -1.05 -1.04
DIEXF digestive organ expansion f chr1q32.2  multicellular organismal development --- -1.13 -1.09 1.05 -1.10 1.16 1.15 1.29 1.09 1.40 1.30 1.72 1.17
DIEXF digestive organ expansion f chr1q32.2  multicellular organismal development --- 1.29 1.27 -1.09 -1.23 1.09 -1.04 -1.16 -1.09 -1.66 -2.54 1.54 1.55
DIMT1 DIM1 dimethyladenosine tr chr5q12.1  rRNA modification mRNA_processing_binding_Reactome // Ge -1.03 1.04 1.02 -1.10 1.01 -1.01 1.01 -1.03 -1.28 -1.38 1.09 -1.01
DIMT1 DIM1 dimethyladenosine tr chr5q12.1  rRNA modification mRNA_processing_binding_Reactome // Ge 1.23 1.35 1.48 1.33 1.00 1.26 -1.48 -1.02 -1.13 -1.12 1.42 1.27
DIMT1 DIM1 dimethyladenosine tr chr5q12.1  rRNA modification mRNA_processing_binding_Reactome // Ge 1.02 1.08 -1.09 1.02 -1.03 1.06 -1.22 -1.06 1.01 -1.05 -1.05 -1.07
DIO2 deiodinase, iodothyronine, tchr14q24.2-q24.3  selenocysteine incorporation --- -1.03 -1.07 -1.07 1.01 -1.17 -1.02 -1.26 -1.15 -1.59 -1.38 -1.66 -1.42
DIO2 deiodinase, iodothyronine, tchr14q24.2-q24.3  selenocysteine incorporation --- -1.07 -1.03 1.12 1.01 1.05 1.11 -1.07 -1.08 -1.78 -1.69 -1.40 -1.60
DIO2 deiodinase, iodothyronine, tchr14q24.2-q24.3  selenocysteine incorporation --- -1.19 -1.11 -1.01 -1.04 1.12 -1.04 -1.50 -1.05 -3.57 -2.06 -1.44 -1.54

57 of 293



ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

DIO2 deiodinase, iodothyronine, tchr14q24.2-q24.3  selenocysteine incorporation --- -1.05 1.05 1.11 1.01 1.47 1.40 -1.12 -1.24 -2.55 -2.18 -1.88 -1.96
DIO2 deiodinase, iodothyronine, tchr14q24.2-q24.3  selenocysteine incorporation --- -1.09 -1.07 -1.02 -1.03 -1.06 -1.08 -1.26 -1.12 -1.70 -1.56 -1.56 -1.53
DIP2A DIP2 disco-interacting protechr21q22.3  multicellular organismal development --- -1.07 -1.12 1.11 1.25 1.07 1.19 -1.03 -1.06 -2.08 -1.83 -1.51 -1.33
DIP2A DIP2 disco-interacting protechr21q22.3  multicellular organismal development --- -1.34 -1.60 1.12 1.21 -2.55 -1.49 -1.14 -1.53 2.24 2.02 2.15 2.59
DIP2A DIP2 disco-interacting protechr21q22.3  multicellular organismal development --- 1.13 -1.03 -1.01 1.10 -1.00 -1.22 1.26 1.32 1.70 1.41 1.84 1.69
DIP2A DIP2 disco-interacting protechr21q22.3  multicellular organismal development --- 1.06 -1.08 1.14 1.21 -1.11 -1.21 1.39 1.39 1.68 1.42 1.69 1.62
DIP2A DIP2 disco-interacting protechr21q22.3  multicellular organismal development --- -1.05 -1.15 -1.14 1.28 1.75 1.59 1.29 1.65 1.32 1.15 1.57 1.72
DIP2A DIP2 disco-interacting protechr21q22.3  multicellular organismal development --- -2.67 -1.15 1.19 1.60 -1.55 1.10 -1.14 1.06 2.77 3.14 2.12 2.81
DIP2C DIP2 disco-interacting protechr10p15.3  metabolic process --- 1.13 1.04 -1.08 1.02 1.07 1.09 -1.12 -1.10 -1.59 -1.37 -1.49 -1.42
DIP2C DIP2 disco-interacting protechr10p15.3  metabolic process --- -1.34 -1.15 1.04 1.05 1.14 1.05 1.06 -1.08 -1.51 -1.38 -1.02 -1.00
DIRAS3 DIRAS family, GTP-bindinchr1p31  regulation of cyclin-dependent protein se --- -1.06 -1.15 -1.03 -1.05 1.13 -1.04 -1.17 -1.30 1.51 1.62 -1.03 -1.30
DIRC2 disrupted in renal carcinomachr3q21.1  transport --- -1.12 -1.14 1.07 1.04 -1.11 -1.04 -1.12 1.03 -1.50 -1.39 -1.67 -1.74
DIRC3 disrupted in renal carcinomachr2q35 0 --- 5.00 7.12 1.54 1.43 5.44 -1.27 1.03 1.13 1.76 2.44 9.30 8.43
DIS3 DIS3 mitotic control homol chr13q22.1  nuclear-transcribed mRNA catabolic proc--- -1.08 -1.04 1.13 1.12 1.24 1.24 -1.22 -1.22 -1.04 1.17 1.01 1.43
DIS3L DIS3 mitotic control homol chr15q22.31  rRNA catabolic process --- -1.09 -1.15 1.05 1.13 1.02 -1.03 -1.00 1.11 -1.64 -1.51 -1.57 -1.37
DIS3L2 DIS3 mitotic control homol chr2q37.1  nuclear-transcribed mRNA catabolic proc--- 1.01 -1.22 -1.08 -1.14 1.13 1.15 1.20 1.31 -1.66 -2.41 -3.23 -1.40
DIS3L2 DIS3 mitotic control homol chr2q37.1  nuclear-transcribed mRNA catabolic proc--- 1.12 -1.11 -1.17 -1.11 -1.00 -1.00 1.40 -1.04 2.18 1.79 2.20 2.32
DIS3L2 DIS3 mitotic control homol chr2q37.1  nuclear-transcribed mRNA catabolic proc--- -1.01 -1.21 -1.10 -1.15 -1.01 1.14 1.31 1.09 1.05 -1.09 -1.57 -1.23
DIS3L2 DIS3 mitotic control homol chr2q37.1  nuclear-transcribed mRNA catabolic proc--- 2.03 1.53 1.10 -1.12 1.21 1.15 -1.27 -1.29 -3.84 -3.60 -3.06 -2.46
DISC1 /// TSNdisrupted in schizophrenia 1chr1q42.1  microtubule cytoskeleton organization --- 1.75 1.33 1.41 -1.29 1.05 -1.25 -1.07 1.26 -1.58 -1.91 1.58 1.25
DISP1 dispatched homolog 1 (Droschr1q41  smoothened signaling pathway --- -1.13 -1.11 -1.01 1.04 1.05 -1.07 1.13 -1.03 -1.47 -1.58 -1.94 -2.07
DKFZP434C1DKFZP434C153 protein /// chr1q42.13  protein phosphorylation --- 2.67 2.89 1.20 1.01 1.33 1.82 -1.84 -1.34 -1.32 -2.58 -2.55 -1.55
DKFZP434I07uncharacterized protein DK chr4q31.23 0 --- 1.18 1.16 1.23 1.35 1.17 1.20 -1.33 -1.09 -2.32 -1.48 -1.63 -1.44
DKFZp434J02uncharacterized LOC93429 chr19q13.32 0 --- -1.22 -1.11 -1.12 -1.12 -1.20 -1.23 -1.15 1.30 -1.89 -2.67 -1.62 -1.84
DKFZP434L1uncharacterized LOC26082 chr15q13.2 0 --- 7.88 9.45 1.71 1.25 -1.62 -1.61 2.91 2.37 -1.03 -1.82 1.08 1.80
DKFZp451A2uncharacterized LOC40016 chr13q34 0 --- 1.19 1.31 1.01 -1.12 -1.06 -1.17 -1.19 -1.08 1.43 1.37 1.62 2.60
DKFZp451A2uncharacterized LOC40016 chr13q34 0 --- 1.18 -1.03 -1.13 -1.04 -1.17 -1.28 1.27 1.18 1.95 2.29 1.37 1.62
DKFZP586I14uncharacterized protein DK chr7p14.3 0 --- -1.09 -1.07 -1.05 1.12 1.05 1.01 -1.04 1.00 -1.63 -1.44 -1.93 -1.29
DKFZp667F0 uncharacterized protein DK chr10p15.1 0 --- -1.29 -1.29 3.56 2.94 10.39 4.22 1.06 1.59 2.37 3.79 1.99 2.35
DKK1 dickkopf WNT signaling pachr10q11.2  negative regulation of transcription from --- 1.03 1.09 -1.12 -1.27 -1.03 1.05 -1.04 -1.04 1.76 1.58 2.22 1.91
DKK3 dickkopf WNT signaling pachr11p15.2  multicellular organismal development --- 1.28 1.28 -1.02 -1.12 1.09 -1.01 1.18 1.36 1.24 1.16 1.66 2.13
DKK3 dickkopf WNT signaling pachr11p15.2  multicellular organismal development --- -1.10 -1.07 1.08 -1.04 -1.14 -1.50 1.73 1.11 1.55 2.04 -1.08 -1.16
DKK3 dickkopf WNT signaling pachr11p15.2  multicellular organismal development --- -1.11 -1.03 -1.01 -1.21 1.01 -1.13 -1.04 1.13 1.16 1.20 1.21 1.28
DKK3 dickkopf WNT signaling pachr11p15.2  multicellular organismal development --- 1.20 1.08 1.09 1.05 1.05 -1.08 1.29 1.19 1.22 1.16 1.30 1.51
DKK3 dickkopf WNT signaling pachr11p15.2  multicellular organismal development --- -1.67 -1.10 2.38 2.72 1.69 1.41 -2.29 -1.67 2.31 2.04 -1.44 -1.20
DLAT dihydrolipoamide S-acetyltrchr11q23.1  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.01 1.06 1.02 1.08 -1.03 -1.05 -1.15 1.04 -1.63 -1.16 -1.27 -1.22
DLAT dihydrolipoamide S-acetyltrchr11q23.1  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.01 -1.10 1.03 1.08 1.02 1.06 -1.01 -1.02 1.43 1.44 1.47 1.51
DLC1 deleted in liver cancer 1 chr8p22  neural tube closure --- 2.24 1.81 1.02 -2.25 -1.80 -1.75 -1.03 1.93 2.98 4.55 -1.16 -1.10
DLD dihydrolipoamide dehydrog chr7q31-q32  acetyl-CoA biosynthetic process from py Glycolysis_and_Gluconeogenesis // GenMA 1.08 -1.05 1.05 1.17 1.26 1.32 -1.30 -1.10 -1.55 -1.28 -2.03 -1.77
DLD dihydrolipoamide dehydrog chr7q31-q32  acetyl-CoA biosynthetic process from py Glycolysis_and_Gluconeogenesis // GenMA 1.03 1.11 -1.10 -1.11 1.06 -1.05 1.08 -1.02 -1.45 -1.37 -1.26 -1.41
DLEU1 deleted in lymphocytic leuk chr13q14.3 0 --- -1.03 1.06 1.05 -1.01 1.05 -1.03 -1.19 -1.02 1.08 -1.02 1.37 1.35
DLEU2 deleted in lymphocytic leuk chr13q14.3 0 --- 1.50 1.31 -1.10 -1.23 -1.27 1.04 1.08 -1.20 -1.93 -1.72 -1.74 -1.41
DLEU2 deleted in lymphocytic leuk chr13q14.3 0 --- -1.08 -1.05 1.25 1.13 1.63 1.56 1.17 1.32 1.78 1.33 1.79 1.91
DLEU2 deleted in lymphocytic leuk chr13q14.3 0 --- 1.27 -1.08 1.10 1.02 -1.01 1.25 -1.27 -1.24 -2.35 -1.61 -2.18 -2.16
DLG1 discs, large homolog 1 (Drochr3q29  ureteric bud development --- 1.13 1.12 1.19 1.15 -1.05 -1.27 -1.12 1.06 -1.04 -1.02 1.51 -1.06
DLG1 discs, large homolog 1 (Drochr3q29  branching involved in ureteric bud morph--- 1.43 1.73 1.09 -1.41 1.28 1.39 -1.42 -1.59 -2.35 -2.22 -1.51 -1.68
DLG1-AS1 DLG1 antisense RNA 1 --- 0 --- -1.55 -1.72 1.36 1.28 1.06 -1.12 -1.51 1.01 -8.25 -1.26 -1.55 -2.32
DLG2 discs, large homolog 2 (Drochr11q14.1  synaptic transmission --- -1.08 -1.12 1.06 1.16 1.19 1.11 1.11 -1.06 1.47 1.77 1.89 1.90
DLG2 discs, large homolog 2 (Drochr11q14.1  synaptic transmission --- -1.16 -1.07 1.12 1.24 1.51 1.23 1.08 -1.02 1.55 1.31 1.62 1.72
DLG3 discs, large homolog 3 (DrochrXq13.1  establishment of planar polarity --- -1.03 -1.10 -1.02 -1.00 1.03 -1.04 1.25 1.16 -1.58 -1.59 -1.48 -1.43
DLG3 discs, large homolog 3 (DrochrXq13.1  establishment of planar polarity --- -1.15 -1.19 -1.02 -1.09 1.08 1.05 1.02 1.14 -1.24 -1.09 -1.13 -1.05
DLG4 discs, large homolog 4 (Drochr17p13.1  adenosine receptor signaling pathway --- -1.69 -1.30 1.16 -1.10 1.15 1.35 1.72 1.06 1.26 1.25 1.25 1.33
DLG5 discs, large homolog 5 (Drochr10q23  signal transduction --- 1.04 -1.02 1.02 1.07 -1.01 1.07 -1.04 -1.12 -1.36 -1.25 -1.52 -1.50
DLGAP1 discs, large (Drosophila) ho chr18p11.31  cell-cell signaling --- 1.27 1.08 1.78 1.72 1.43 1.24 -1.17 1.86 -1.28 1.34 1.04 1.23
DLGAP4 discs, large (Drosophila) ho chr20q11.23  cell-cell signaling --- -1.35 -1.26 1.18 1.05 1.15 1.15 -1.20 -1.15 1.26 1.28 1.31 1.56
DLGAP4 discs, large (Drosophila) ho chr20q11.23  cell-cell signaling --- -1.19 -1.30 1.07 1.24 1.29 1.11 1.67 1.24 3.12 1.69 2.98 2.73
DLGAP4 discs, large (Drosophila) ho chr20q11.23  cell-cell signaling --- -1.05 -1.23 -1.09 -1.17 -1.08 1.14 -1.08 1.04 1.11 1.41 1.29 1.39
DLGAP5 discs, large (Drosophila) ho chr14q22.3  M phase of mitotic cell cycle --- 1.12 1.15 -1.03 -1.01 -1.10 -1.03 -1.26 -1.11 1.12 1.07 1.54 1.31
DLL1 delta-like 1 (Drosophila) chr6q27  cell fate determination --- 2.32 1.90 2.75 -1.07 -1.01 -1.18 -1.05 1.18 2.18 1.91 1.20 -1.24
DLST dihydrolipoamide S-succinychr14q24.3  acetyl-CoA biosynthetic process Krebs-TCA_Cycle // GenMAPP -1.04 -1.10 -1.01 1.06 -1.01 1.02 1.21 1.17 1.27 1.09 1.18 1.34
DLX1 distal-less homeobox 1 chr2q32  negative regulation of transcription from --- -1.02 -1.02 1.11 1.16 1.04 -1.15 -1.54 -1.39 -1.90 -2.82 -2.31 -2.28
DLX2 distal-less homeobox 2 chr2q32  negative regulation of transcription from --- 1.04 1.17 -1.20 -1.18 1.06 -1.00 -1.24 -1.19 -2.34 -2.62 -1.69 -2.64
DLX4 distal-less homeobox 4 chr17q21.33  regulation of transcription, DNA-depende--- 1.02 -1.03 1.19 1.22 -1.13 1.03 -1.07 -1.19 -1.54 -1.49 -1.08 -1.28
DMBT1 deleted in malignant brain tuchr10q26.13  blastocyst development --- -1.27 -1.29 -1.00 1.42 -1.25 -1.23 1.20 1.03 4.91 2.81 1.85 2.19
DMC1 DNA meiotic recombinase chr22q13.1  pachytene Ovarian_Infertility_Genes // GenMAPP 1.51 1.36 1.03 -1.08 -1.25 -1.18 -1.33 -1.19 -2.43 -1.30 -1.26 -2.03
DMD dystrophin chrXp21.2  positive regulation of cell-matrix adhesioStriated_muscle_contraction // GenMAPP 1.39 1.20 1.28 1.41 1.29 -1.03 1.25 -1.06 1.60 -1.30 -1.31 -1.06
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DMD dystrophin chrXp21.2  positive regulation of cell-matrix adhesioStriated_muscle_contraction // GenMAPP 1.02 -1.05 1.04 -1.02 1.18 1.10 2.25 1.49 3.86 2.95 3.10 2.94
DMD dystrophin chrXp21.2  positive regulation of cell-matrix adhesioStriated_muscle_contraction // GenMAPP 1.22 1.15 1.06 -1.07 -1.03 1.23 1.05 1.05 1.53 1.58 1.27 1.13
DMKN dermokine chr19q13.12 0 --- -1.12 -1.10 -1.01 1.02 -1.07 1.04 -1.04 -1.05 -1.07 -1.09 -1.81 -2.03
DMRTA1 DMRT-like family A1 chr9p21.3  transcription, DNA-dependent --- 2.00 2.03 -2.07 2.32 1.14 1.10 -2.82 -1.52 1.35 1.35 4.15 5.19
DMWD dystrophia myotonica, WD chr19q13.3  meiosis --- 1.12 -1.09 -1.00 1.46 -1.15 -1.21 1.74 1.48 1.05 1.10 -1.21 1.06
DMWD dystrophia myotonica, WD chr19q13.3  meiosis --- -1.12 -1.01 1.05 1.27 1.08 -1.06 1.26 1.11 1.42 1.27 1.25 1.57
DMXL1 Dmx-like 1 chr5q22 0 --- 1.24 1.21 1.04 1.02 1.07 -1.02 -1.25 -1.12 -2.26 -1.96 -1.88 -2.13
DNAAF3 dynein, axonemal, assemblychr19q13.4  cell projection organization --- 1.22 1.38 1.01 1.01 -1.52 -1.12 -1.15 1.04 1.74 1.51 1.23 1.63
DNAH1 dynein, axonemal, heavy chchr3p21.1  ciliary or flagellar motility --- -1.12 -1.01 -1.55 -1.73 -2.21 1.04 2.39 1.67 -1.18 -1.69 1.40 2.92
DNAH11 dynein, axonemal, heavy chchr7p21  ciliary or flagellar motility --- 1.32 1.36 1.18 -1.44 1.10 1.13 1.15 1.25 1.37 -1.02 -1.55 -1.56
DNAH14 dynein, axonemal, heavy chchr1q42.12  microtubule-based movement --- 1.07 1.07 1.10 1.11 1.03 -1.01 1.08 -1.00 1.33 1.27 1.25 -1.01
DNAH17 dynein, axonemal, heavy chchr17q25.3  ciliary or flagellar motility --- -1.03 -1.17 1.03 1.20 1.02 -1.29 -1.04 1.04 1.11 -1.36 1.26 1.55
DNAH2 dynein, axonemal, heavy chchr17p13.1  ciliary or flagellar motility --- -2.20 1.06 2.04 2.63 -4.96 -1.46 -1.16 -1.15 4.50 12.10 1.88 1.39
DNAH3 dynein, axonemal, heavy chchr16p12.3  ciliary or flagellar motility --- 1.01 -1.08 -1.06 -1.15 1.08 1.07 -1.07 1.10 -1.09 -1.06 -1.18 -1.21
DNAH6 dynein, axonemal, heavy chchr2p11.2  ciliary or flagellar motility --- 1.13 -8.46 -1.43 -1.07 -1.38 2.36 -1.31 -1.31 5.46 3.91 -2.26 -1.58
DNAH6 dynein, axonemal, heavy chchr2p11.2  ciliary or flagellar motility --- 8.32 5.47 2.29 4.43 -4.79 -4.22 1.64 -1.01 -1.79 1.22 1.91 3.32
DNAH6 dynein, axonemal, heavy chchr2p11.2  ciliary or flagellar motility --- -2.35 1.52 -1.84 -1.25 1.05 -1.04 1.38 1.11 -1.42 -1.13 -1.23 -1.38
DNAH7 dynein, axonemal, heavy chchr2q32.3  ciliary or flagellar motility --- 1.07 -1.04 -1.01 1.01 -1.29 1.12 1.01 1.22 -1.82 -1.91 -2.90 -1.83
DNAI1 dynein, axonemal, intermedchr9p13.3  epithelial cilium movement --- -1.92 -1.79 -1.93 -1.13 -2.03 -2.46 1.27 -2.08 2.08 1.51 -1.08 1.28
DNAJA1 DnaJ (Hsp40) homolog, subchr9p13.3  protein folding Circadian_Exercise // GenMAPP -1.03 -1.06 -1.01 -1.02 1.05 1.04 -1.32 -1.24 -1.66 -1.67 -1.71 -1.71
DNAJA3 DnaJ (Hsp40) homolog, subchr16p13.3  negative regulation of transcription from --- -1.03 1.07 -1.04 -1.06 1.02 -1.05 1.11 1.18 1.13 1.02 1.17 1.10
DNAJA3 DnaJ (Hsp40) homolog, subchr16p13.3  negative regulation of transcription from --- -1.08 -1.04 1.02 1.08 1.08 1.04 1.00 1.02 1.03 -1.06 1.17 1.14
DNAJA4 DnaJ (Hsp40) homolog, subchr15q25.1  protein folding --- 1.15 1.08 -1.03 -1.11 -1.08 -1.05 -1.09 -1.10 1.40 1.35 1.13 1.12
DNAJA4 DnaJ (Hsp40) homolog, subchr15q25.1  protein folding --- -1.09 1.02 1.03 -1.02 1.09 1.08 -1.03 -1.12 1.05 1.10 -1.11 -1.07
DNAJA4 DnaJ (Hsp40) homolog, subchr15q25.1  protein folding --- 1.29 1.05 1.27 1.08 -1.25 -1.19 -1.02 -1.13 1.21 1.18 -1.08 -1.23
DNAJB1 DnaJ (Hsp40) homolog, subchr19p13.2  protein folding --- -1.05 -1.16 -1.00 1.06 1.03 -1.06 1.03 1.01 2.39 1.65 2.11 2.33
DNAJB11 DnaJ (Hsp40) homolog, subchr3q27.3  protein folding --- -1.06 -1.05 1.03 1.02 1.04 -1.04 1.08 1.03 1.27 1.17 1.23 1.34
DNAJB12 DnaJ (Hsp40) homolog, subchr10q22.1  protein folding --- -1.12 -1.04 -1.04 -1.00 1.05 1.10 1.01 1.10 -1.61 -1.61 -1.32 -1.28
DNAJB2 DnaJ (Hsp40) homolog, subchr2q32-q34  protein folding --- -1.05 1.04 1.19 1.20 1.04 1.09 -1.05 -1.00 1.47 1.94 1.73 2.05
DNAJB5 DnaJ (Hsp40) homolog, subchr9p13.3  negative regulation of transcription from --- 1.03 -1.09 1.69 1.48 -1.22 -2.10 1.13 1.42 1.36 1.46 2.77 1.54
DNAJB6 DnaJ (Hsp40) homolog, subchr7q36.3  protein folding --- -1.11 -1.10 -1.07 -1.09 1.09 1.02 -1.19 -1.07 -1.86 -1.60 -1.12 1.01
DNAJB9 DnaJ (Hsp40) homolog, subchr7q31|14q24.2-q2  protein folding --- 1.04 1.16 1.02 -1.20 1.00 1.11 -1.07 -1.00 -1.10 -1.11 1.43 1.23
DNAJB9 DnaJ (Hsp40) homolog, subchr7q31|14q24.2-q2  protein folding --- 1.22 1.23 -1.03 1.03 -1.04 1.17 -1.20 -1.17 -1.18 1.06 1.38 1.10
DNAJB9 DnaJ (Hsp40) homolog, subchr7q31|14q24.2-q2  protein folding --- 1.45 1.23 1.28 -1.03 1.07 1.19 -1.40 -1.39 1.17 1.16 1.60 1.18
DNAJC1 DnaJ (Hsp40) homolog, subchr10p12.31  regulation of translation --- -1.12 -1.23 -1.00 1.10 -1.04 -1.08 -1.19 1.00 1.15 -1.12 1.42 1.40
DNAJC1 DnaJ (Hsp40) homolog, subchr10p12.31  regulation of translation --- -1.09 -1.18 -1.03 -1.00 1.01 1.05 1.06 1.16 1.07 1.04 1.46 1.70
DNAJC1 DnaJ (Hsp40) homolog, subchr10p12.31  regulation of translation --- -1.05 -1.15 1.02 1.01 1.04 1.05 -1.10 1.03 1.36 1.12 1.74 1.69
DNAJC10 DnaJ (Hsp40) homolog, subchr2q32.1  negative regulation of protein phosphoryl--- 1.00 1.01 1.04 -1.03 1.07 1.01 1.11 1.04 -1.02 1.16 1.28 1.31
DNAJC10 DnaJ (Hsp40) homolog, subchr2q32.1  negative regulation of protein phosphoryl--- 1.04 1.01 1.03 -1.11 -1.04 1.05 1.03 -1.01 1.12 1.34 1.38 1.38
DNAJC11 DnaJ (Hsp40) homolog, subchr1p36.31  protein folding --- 1.13 -1.05 1.05 1.04 1.11 1.01 -1.02 -1.09 -1.09 -1.23 1.07 1.14
DNAJC12 DnaJ (Hsp40) homolog, subchr10q22.1  protein folding --- 1.07 -1.04 1.01 1.06 1.01 1.09 -1.14 -1.11 -1.42 -1.22 -1.40 -1.57
DNAJC12 DnaJ (Hsp40) homolog, subchr10q22.1  protein folding --- 1.25 1.15 1.17 1.22 1.09 -1.05 1.23 1.06 2.36 1.83 1.74 1.72
DNAJC13 DnaJ (Hsp40) homolog, subchr3q22.1 0 --- -1.01 1.01 1.01 1.02 -1.03 1.06 -1.06 -1.08 -1.12 -1.03 -1.37 -1.38
DNAJC15 DnaJ (Hsp40) homolog, subchr13q14.1 0 --- -1.00 1.06 -1.01 1.06 1.04 -1.01 1.19 1.03 1.14 1.03 -1.03 -1.08
DNAJC15 DnaJ (Hsp40) homolog, subchr13q14.1 0 --- 1.15 1.23 -1.06 -1.09 1.03 -1.03 -1.24 -1.05 -1.98 -1.64 -1.57 -1.66
DNAJC16 DnaJ (Hsp40) homolog, subchr1p36.1  protein folding --- 1.01 -1.01 1.09 -1.08 1.08 -1.00 -1.06 -1.23 -1.35 -1.33 -1.33 -1.46
DNAJC18 DnaJ (Hsp40) homolog, subchr5q31.2  protein folding --- -1.16 -1.19 1.01 -1.00 -1.13 -1.16 1.24 1.18 -1.43 -1.48 -3.11 -2.20
DNAJC18 DnaJ (Hsp40) homolog, subchr5q31.2  protein folding --- 1.10 -1.09 1.27 1.04 1.01 1.05 1.39 1.20 -1.43 -1.59 -1.60 -1.50
DNAJC18 DnaJ (Hsp40) homolog, subchr5q31.2  protein folding --- 1.26 1.20 1.03 -1.02 -1.38 -1.25 1.34 1.86 -1.45 -1.17 -1.52 -2.02
DNAJC19 DnaJ (Hsp40) homolog, subchr3q26.33  protein folding --- -1.07 1.07 -1.15 -1.10 -1.01 -1.14 -1.07 1.08 -1.03 -1.10 1.27 1.12
DNAJC19 DnaJ (Hsp40) homolog, subchr3q26.33  protein folding --- -1.02 1.10 1.04 -1.00 1.01 -1.12 -1.08 -1.15 -2.07 -1.85 -2.20 -2.30
DNAJC2 DnaJ (Hsp40) homolog, subchr7q22  G2 phase of mitotic cell cycle --- 1.01 1.01 1.07 1.13 1.10 -1.03 1.18 1.28 1.54 1.20 1.04 1.17
DNAJC21 DnaJ (Hsp40) homolog, subchr5p13.2  protein folding --- 1.03 1.10 -1.10 -1.07 -1.09 -1.04 -1.18 1.03 -1.44 -1.20 -1.65 -1.42
DNAJC21 DnaJ (Hsp40) homolog, subchr5p13.2  protein folding --- 1.21 1.41 -1.14 -1.07 1.13 1.69 -1.38 1.01 1.27 1.42 1.43 1.38
DNAJC21 DnaJ (Hsp40) homolog, subchr5p13.2  protein folding --- -1.19 -1.11 1.10 -1.14 -1.08 1.02 -1.45 -1.20 -1.87 -1.35 -1.62 -1.68
DNAJC22 DnaJ (Hsp40) homolog, subchr12q13.12  protein folding --- 1.22 -1.26 1.20 1.56 1.06 -1.12 1.39 1.39 -4.58 -2.27 -2.77 -2.02
DNAJC22 DnaJ (Hsp40) homolog, subchr12q13.12 0 --- -1.97 1.36 -3.00 -1.31 -1.89 -1.41 3.09 7.81 2.06 1.55 -1.93 -2.87
DNAJC24 DnaJ (Hsp40) homolog, subchr11p13  protein folding --- -1.33 -1.54 1.25 1.26 1.07 -1.49 1.06 1.00 -2.20 -1.44 -2.79 -1.78
DNAJC25 /// DDnaJ (Hsp40) homolog, subchr9q31.3  protein folding G_Protein_Signaling // GenMAPP 1.00 -1.14 1.05 1.17 1.02 1.05 -1.21 1.08 -1.16 1.00 1.45 1.59
DNAJC3 DnaJ (Hsp40) homolog, subchr13q32.1  protein folding --- 1.01 1.03 1.01 -1.02 1.04 1.07 -1.15 -1.19 1.05 1.14 1.16 1.08
DNAJC3 DnaJ (Hsp40) homolog, subchr13q32.1  protein folding --- -1.19 -1.08 1.04 1.05 1.12 -1.01 1.12 1.04 1.28 1.02 1.38 1.50
DNAJC30 DnaJ (Hsp40) homolog, subchr7q11.23  protein folding --- -1.06 -1.01 -1.06 -1.08 1.06 -1.13 1.27 1.13 -2.00 -2.28 -2.80 -2.56
DNAJC30 DnaJ (Hsp40) homolog, subchr7q11.23 0 --- -1.72 -1.08 -1.36 -1.50 1.08 -1.05 -1.60 -1.13 -1.07 1.09 -1.75 -1.80
DNAJC3-AS1DNAJC3 antisense RNA 1 (chr13q32.1 0 --- -1.27 -1.07 -1.30 1.01 1.15 1.44 -1.43 1.01 -1.72 -1.70 -2.96 -2.75
DNAJC3-AS1DNAJC3 antisense RNA 1 (chr13q32.1 0 --- -1.29 -1.12 -1.30 -1.37 1.42 1.41 1.35 -1.21 -1.47 -1.09 -2.03 -1.03
DNAJC4 DnaJ (Hsp40) homolog, subchr11q13  protein folding --- 1.02 -1.15 1.06 1.17 1.01 -1.12 1.26 1.13 1.41 1.39 1.12 1.34
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DNAJC5 DnaJ (Hsp40) homolog, subchr20q13.33  protein folding --- -1.08 -1.09 1.08 -1.04 1.15 1.07 -1.05 1.03 -1.47 -1.45 -1.47 -1.15
DNAJC5 DnaJ (Hsp40) homolog, subchr20q13.33  protein folding --- -1.08 -1.06 -1.16 -1.10 1.17 1.10 -1.03 1.04 -1.45 -1.23 -1.37 -1.17
DNAJC6 DnaJ (Hsp40) homolog, subchr1p31.3  post-Golgi vesicle-mediated transport --- 2.41 -1.86 1.59 1.20 -1.33 1.10 -1.16 1.11 2.01 -3.98 1.98 -1.56
DNAJC8 DnaJ (Hsp40) homolog, subchr1p35.3  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.04 1.05 -1.00 -1.07 1.01 -1.04 1.12 1.04 -1.01 1.01 1.03 -1.05
DNAJC8 DnaJ (Hsp40) homolog, subchr1p35.3  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.02 1.03 -1.03 -1.05 1.03 -1.00 1.08 -1.04 1.02 -1.04 1.04 -1.11
DNAJC8 DnaJ (Hsp40) homolog, subchr1p35.3  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.00 -1.17 -1.03 1.13 -1.23 -1.29 -1.11 -1.13 -1.61 -1.25 -2.64 -1.95
DNAJC9 DnaJ (Hsp40) homolog, subchr10q22.2  translation --- -1.06 -1.03 -1.08 -1.06 1.03 -1.03 1.04 1.05 -1.18 -1.11 -1.40 -1.29
DNAJC9 DnaJ (Hsp40) homolog, subchr10q22.2  translation --- 1.28 1.21 1.04 -1.08 1.06 1.01 -1.08 -1.12 -2.05 -1.76 -1.91 -1.88
DNAJC9-AS1DNAJC9 antisense RNA 1 chr10q22.2 0 --- -1.35 1.22 1.39 2.00 1.56 1.56 1.31 1.04 2.74 1.14 -1.01 1.68
DNAL1 dynein, axonemal, light cha chr14q24.3 0 --- -1.00 -1.10 -1.01 -1.33 1.15 1.32 -1.34 -1.15 -2.27 -1.80 -1.74 -1.48
DNAL1 dynein, axonemal, light cha chr14q24.3 0 --- -1.05 -1.05 -1.14 -1.28 1.02 1.01 -1.41 -1.40 -2.79 -1.87 -1.96 -2.10
DNAL1 dynein, axonemal, light cha chr14q24.3 0 --- 1.32 1.19 -1.03 -1.19 1.09 1.13 -1.28 -1.38 -1.58 -1.63 -1.40 -1.34
DNASE1 deoxyribonuclease I chr16p13.3  DNA catabolic process --- 1.14 -1.00 1.28 1.15 -1.48 -1.16 1.22 -1.02 1.09 -1.09 1.01 1.05
DNASE1 deoxyribonuclease I chr16p13.3  DNA catabolic process --- 1.27 -1.09 1.35 1.86 1.47 -1.09 1.65 1.48 -1.62 1.06 1.01 -1.49
DNASE1 deoxyribonuclease I chr16p13.3  DNA catabolic process --- -1.52 -1.45 -1.70 -1.60 1.77 2.92 1.45 1.13 1.13 -1.71 -2.28 -2.81
DNASE1L1 deoxyribonuclease I-like 1 chrXq28  DNA metabolic process --- 1.02 1.08 -1.08 -1.01 -1.07 -1.27 1.25 1.16 1.50 1.34 1.54 1.66
DNER delta/notch-like EGF repeat chr2q36.3  neuron migration --- 1.02 1.03 1.04 1.03 -1.07 -1.05 -1.10 -1.19 1.30 1.17 1.83 1.41
DNHD1 dynein heavy chain domain chr11p15.4  ciliary or flagellar motility --- -1.32 1.28 1.02 1.31 -1.62 -1.08 1.34 1.77 1.73 2.04 4.64 5.46
DNHD1 dynein heavy chain domain chr11p15.4  ciliary or flagellar motility --- 1.67 -1.70 -1.06 1.64 1.30 -1.26 1.88 1.96 1.67 1.43 2.96 4.96
DNM1 dynamin 1 chr9q34  GTP catabolic process --- 1.05 -1.02 1.02 1.21 -1.09 -1.05 1.18 1.28 1.04 1.06 -2.33 -1.53
DNM1L dynamin 1-like chr12p11.21  mitochondrial fission --- -1.02 1.01 -1.09 -1.01 -1.02 1.00 -1.09 -1.04 -1.21 -1.03 -1.22 -1.19
DNM1P46 DNM1 pseudogene 46 chr15q26.3  GTP catabolic process --- 1.16 1.30 2.02 3.17 -1.90 -1.87 -2.18 1.43 -1.34 1.03 1.18 1.10
DNM2 dynamin 2 chr19p13.2  G2 --- -1.10 -1.17 1.03 1.10 1.05 1.02 1.11 1.15 1.33 1.34 1.30 1.47
DNM3 dynamin 3 chr1q24.3  GTP catabolic process --- 1.39 1.23 1.33 1.72 1.50 -1.02 1.31 1.40 -3.40 -1.51 -2.24 -1.45
DNMBP dynamin binding protein chr10q24.2  regulation of Rho protein signal transduc --- -1.08 -1.08 -1.05 -1.08 1.06 1.05 1.31 1.15 1.38 1.40 1.12 1.05
DNMT3A DNA (cytosine-5-)-methyltrchr2p23  negative regulation of transcription from --- -1.01 -1.01 1.05 1.05 1.07 1.04 1.23 1.19 -1.17 1.08 -1.55 -1.32
DNMT3B DNA (cytosine-5-)-methyltrchr20q11.2  negative regulation of transcription from --- 1.67 1.59 -1.13 -1.41 -1.66 -1.28 1.07 1.12 -1.68 -1.96 -1.25 -1.69
DNMT3L DNA (cytosine-5-)-methyltrchr21q22.3  in utero embryonic development --- -1.08 -1.06 -1.08 -1.02 -1.07 -1.13 1.12 1.13 -3.52 -2.36 -3.60 -3.47
DNPEP aspartyl aminopeptidase chr2q35  proteolysis --- 1.05 -1.05 1.09 1.12 1.15 -1.01 1.41 1.26 1.57 1.29 1.07 1.27
DNPEP aspartyl aminopeptidase chr2q35  proteolysis --- -1.01 -1.06 -1.03 1.18 -1.02 -1.09 1.24 1.14 1.32 1.28 1.02 1.16
DNPH1 2'-deoxynucleoside 5'-phospchr6p21.1  metabolic process --- 1.02 1.02 -1.01 1.01 -1.10 -1.13 1.30 1.21 1.25 1.15 -1.26 -1.31
DNPH1 2'-deoxynucleoside 5'-phospchr6p21.1  cell proliferation --- 1.03 -1.01 1.12 1.15 1.02 -1.18 1.36 1.16 1.64 1.26 -1.10 -1.21
DNPH1 2'-deoxynucleoside 5'-phospchr6p21.1  metabolic process --- 1.17 1.09 -1.08 1.11 -1.12 -1.14 1.49 1.27 1.57 1.30 -1.30 -1.24
DNTTIP2 deoxynucleotidyltransferasechr1p22.1  transcription, DNA-dependent --- -1.01 -1.00 -1.04 1.03 -1.01 1.01 1.01 1.11 1.29 1.13 1.32 1.38
DOCK1 dedicator of cytokinesis 1 chr10q26.13-q26.3  phagocytosis Integrin-mediated_cell_adhesion_KEGG // G 1.03 1.11 -1.07 -1.15 1.08 1.05 1.18 1.32 1.29 1.14 1.38 1.12
DOCK1 dedicator of cytokinesis 1 chr10q26.13-q26.3  phagocytosis Integrin-mediated_cell_adhesion_KEGG // G -1.06 -1.19 -1.09 -1.10 1.04 -1.18 1.28 -1.17 1.32 1.68 -1.02 -1.07
DOCK10 dedicator of cytokinesis 10 chr2q36.2  small GTPase mediated signal transductio--- 1.10 1.20 1.10 -1.03 -1.01 1.08 -1.22 -1.07 -1.76 -1.98 -2.40 -3.37
DOCK11 dedicator of cytokinesis 11 chrXq24  small GTPase mediated signal transductio--- 1.09 1.13 1.05 1.04 -1.00 -1.03 1.00 1.05 -1.60 -1.29 -2.36 -2.04
DOCK11 dedicator of cytokinesis 11 chrXq24  small GTPase mediated signal transductio--- -1.18 -1.07 1.08 1.00 1.07 -1.03 -1.06 1.15 -1.85 -1.17 -2.53 -2.03
DOCK2 dedicator of cytokinesis 2 chr5q35.1  membrane raft polarization --- 2.08 4.89 -5.02 -3.05 2.95 -1.20 3.23 3.21 3.10 6.90 -1.62 1.17
DOCK4 dedicator of cytokinesis 4 chr7q31.1  signal transduction --- -1.03 -1.02 -1.66 -1.25 1.04 1.17 -1.39 -1.21 1.82 1.24 1.95 1.82
DOCK6 dedicator of cytokinesis 6 chr19p13.2  small GTPase mediated signal transductio--- -1.17 -1.34 -1.03 1.24 1.12 1.02 -1.03 1.09 1.18 -1.10 1.07 1.09
DOCK7 dedicator of cytokinesis 7 chr1p31.3  microtubule cytoskeleton organization --- 1.23 1.28 1.04 -1.06 -1.11 -1.13 -1.10 -1.15 -1.90 -1.72 -1.56 -2.03
DOCK7 dedicator of cytokinesis 7 chr1p31.3  microtubule cytoskeleton organization --- -1.21 -1.26 1.36 1.96 -1.70 1.45 1.33 1.84 3.00 2.23 1.27 1.06
DOCK8 dedicator of cytokinesis 8 chr9p24.3  small GTPase mediated signal transductio--- -1.03 1.03 -1.04 1.22 1.37 -1.01 1.22 -1.13 -1.90 -2.08 -2.86 -1.84
DOCK9 dedicator of cytokinesis 9 chr13q32.3  small GTPase mediated signal transductio--- 1.42 1.09 1.12 -1.11 1.29 1.22 1.35 1.24 1.70 1.15 3.03 1.94
DOCK9 dedicator of cytokinesis 9 chr13q32.3  small GTPase mediated signal transductio--- 1.45 1.07 -1.04 -1.12 1.63 1.32 1.08 -1.18 1.71 1.34 2.46 1.92
DOCK9 dedicator of cytokinesis 9 chr13q32.3  small GTPase mediated signal transductio--- 1.15 1.23 1.02 -1.12 -1.08 -1.15 -1.25 -1.01 -1.62 -1.43 -1.30 -1.62
DOHH deoxyhypusine hydroxylasechr19p13.3  peptidyl-lysine modification to hypusine --- 1.02 1.11 -1.10 1.12 -1.21 -1.27 1.16 1.22 2.17 1.56 1.51 1.58
DOHH deoxyhypusine hydroxylasechr19p13.3  peptidyl-lysine modification to hypusine --- -1.26 1.33 -1.39 -1.16 -1.16 -1.25 -1.35 -1.37 1.24 1.66 2.24 1.87
DOK1 docking protein 1, 62kDa (dchr2p13  signal transduction --- -1.08 1.06 -1.14 1.06 -1.07 -1.15 1.05 -1.11 2.00 1.51 1.05 1.07
DOK4 docking protein 4 chr16q21  MAPK cascade --- -1.27 -1.59 -1.39 -1.09 -1.35 -1.85 1.04 1.08 -1.12 1.02 -1.07 1.09
DOK4 docking protein 4 chr16q21  MAPK cascade --- -1.22 -1.21 -1.02 1.01 1.09 1.07 1.07 -1.02 1.03 1.08 -1.24 -1.14
DOK4 docking protein 4 chr16q21  MAPK cascade --- 1.04 1.08 1.10 -1.09 -1.01 -1.21 1.12 -1.07 1.59 1.47 1.13 1.35
DOK5 docking protein 5 chr20q13.2  MAPK cascade --- 1.48 1.10 3.06 9.19 1.50 -1.13 1.29 -1.16 -1.27 -1.50 2.04 2.12
DOK6 docking protein 6 chr18q22.2 0 --- -1.32 2.79 -4.78 1.14 3.04 1.91 5.45 2.86 1.10 1.01 3.04 1.77
DOLK dolichol kinase chr9q34.11  dolichol-linked oligosaccharide biosynthe--- 1.01 -1.06 -1.04 1.03 -1.01 -1.12 -1.38 -1.20 -1.44 -1.49 -1.28 -1.16
DOM3Z dom-3 homolog Z (C. elega chr6p21.3  mRNA catabolic process --- -1.02 -1.06 1.11 1.15 -1.01 -1.06 1.27 1.20 1.15 1.06 1.07 1.37
DOPEY1 dopey family member 1 chr6q15  transport --- -1.10 -1.48 1.12 -1.09 1.03 1.43 -1.62 -1.14 -3.26 -2.21 -3.66 -4.98
DOPEY1 dopey family member 1 chr6q15  transport --- 1.05 -1.01 1.21 1.03 -1.10 1.17 -1.00 1.14 -1.28 -1.01 -1.07 1.15
DOT1L DOT1-like histone H3K79 mchr19p13.3  chromatin modification --- -1.00 -1.04 1.08 1.21 1.01 -1.08 1.16 1.22 1.90 1.69 1.24 1.78
DOT1L DOT1-like histone H3K79 mchr19p13.3  chromatin modification --- 1.35 1.07 1.14 1.56 1.11 1.17 2.07 1.99 2.81 2.14 2.66 3.01
DPCD deleted in primary ciliary dychr10q24.32  epithelial cilium movement --- -1.03 -1.05 1.02 -1.07 -1.02 -1.11 1.19 1.09 1.43 1.46 1.12 1.32
DPCD deleted in primary ciliary dychr10q24.32  epithelial cilium movement --- 1.02 -1.01 1.04 1.02 1.09 -1.03 1.19 1.04 1.36 1.46 1.16 1.31
DPCR1 diffuse panbronchiolitis crit chr6p21.33 0 --- 1.16 1.05 -1.55 -1.67 1.19 3.59 5.40 7.50 1.38 3.10 1.75 2.09
DPF1 D4, zinc and double PHD fichr19q13.2  transcription, DNA-dependent --- -1.17 -1.43 1.04 1.44 -1.12 1.04 1.03 1.31 1.66 -1.12 -1.08 -1.07
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DPH2 DPH2 homolog (S. cerevisi chr1p34  peptidyl-diphthamide biosynthetic proces--- 1.01 1.02 1.03 1.08 1.07 1.04 -1.14 -1.14 1.45 1.07 2.11 2.11
DPH3 DPH3, KTI11 homolog (S. chr3p25.1  peptidyl-diphthamide biosynthetic proces--- 1.07 -1.02 1.05 -1.01 -1.01 -1.01 -1.02 -1.13 1.62 1.44 1.75 1.56
DPH3P1 /// TCDPH3, KTI11 homolog (S. chr20q13.3-qter /// c transcription, DNA-dependent --- 1.46 -1.01 1.06 1.11 1.07 -1.03 1.06 -1.11 -1.23 1.00 1.22 1.53
DPH5 diphthamide biosynthesis 5 chr1p21.2  metabolic process --- -1.15 -1.09 1.03 1.07 1.01 -1.07 1.09 1.07 -1.11 -1.04 -1.28 -1.15
DPH5 diphthamide biosynthesis 5 chr1p21.2  metabolic process --- -1.16 -1.11 1.08 1.14 1.07 -1.02 1.07 1.04 -1.10 -1.10 -1.25 -1.13
DPH5 diphthamide biosynthesis 5 chr1p21.2  metabolic process --- -1.19 -1.02 1.07 1.04 1.09 -1.04 1.29 1.08 -1.16 -1.16 -1.21 -1.12
DPH5 diphthamide biosynthesis 5 chr1p21.2  metabolic process --- -1.15 -1.09 1.01 1.08 1.05 -1.03 1.08 1.05 -1.15 -1.14 -1.26 -1.16
DPH5 diphthamide biosynthesis 5 chr1p21.2  metabolic process --- 1.08 1.01 -1.13 -1.05 -1.08 -1.09 1.09 1.25 -1.72 -1.50 -1.73 -1.70
DPH6 DPH6 homolog (S. cerevisi chr15q14  peptidyl-diphthamide biosynthetic proces--- -1.02 1.02 1.04 1.20 -1.12 -1.01 -1.04 1.09 -1.50 -1.31 -1.44 -1.40
DPP6 dipeptidyl-peptidase 6 chr7q36.2  proteolysis --- -1.70 -2.35 -2.71 1.08 2.48 3.56 -4.37 -1.21 1.30 1.48 -3.93 2.10
DPP7 dipeptidyl-peptidase 7 chr9q34.3  proteolysis --- 1.03 -1.11 1.06 1.19 1.00 -1.03 -1.11 1.09 1.07 -1.04 -1.83 -1.49
DPP8 dipeptidyl-peptidase 8 chr15q22  proteolysis --- 1.23 1.27 1.05 -1.09 -1.14 -1.03 1.04 -1.13 -1.55 -1.53 1.20 -1.34
DPP8 dipeptidyl-peptidase 8 chr15q22  proteolysis --- -1.08 -1.07 1.01 1.02 1.16 1.09 1.11 -1.04 -1.27 -1.20 -1.17 -1.14
DPP8 dipeptidyl-peptidase 8 chr15q22  proteolysis --- 1.00 1.08 1.02 1.02 1.01 1.05 -1.28 -1.08 -1.50 -1.36 -1.42 -1.33
DPP9 dipeptidyl-peptidase 9 chr19p13.3  proteolysis --- 1.09 -1.01 1.18 1.09 -1.04 1.01 -1.13 1.05 1.52 1.34 1.44 1.61
DPPA4 developmental pluripotencychr3q13.13  transcription, DNA-dependent --- -1.85 -1.23 1.56 2.07 -2.54 -1.62 2.58 2.73 3.75 3.40 -1.30 -1.21
DPT dermatopontin chr1q12-q23  cell adhesion --- 2.20 -1.33 1.83 -1.75 1.09 3.14 -1.04 -1.99 1.76 2.40 -1.10 2.59
DPT dermatopontin chr1q12-q23  cell adhesion --- -1.65 -1.67 -1.12 1.09 -1.10 1.68 1.79 1.45 1.89 1.57 -1.74 -1.15
DPY19L1 dpy-19-like 1 (C. elegans) chr7p14.3-p14.2 0 --- 1.03 1.05 -1.02 -1.16 1.03 -1.01 -1.08 1.03 1.09 1.21 1.04 1.15
DPY19L1 dpy-19-like 1 (C. elegans) chr7p14.3-p14.2 0 --- -1.06 -1.02 1.05 1.03 1.06 1.01 -1.07 -1.08 -1.05 1.03 -1.31 -1.27
DPY19L2P2 dpy-19-like 2 pseudogene 2 chr7q22.1 0 --- -1.08 -1.37 1.00 -1.02 -1.12 -1.10 -1.01 1.12 -2.03 -1.95 -2.38 -2.32
DPY19L3 dpy-19-like 3 (C. elegans) chr19q13.11 0 --- 1.05 1.04 -1.05 -1.05 1.01 1.09 -1.16 -1.14 -1.55 -1.32 -1.23 -1.16
DPY19L4 dpy-19-like 4 (C. elegans) chr8q22.1 0 --- 1.26 1.16 -1.02 -1.02 -1.21 1.06 -1.76 -1.23 -1.86 -1.37 -1.87 -2.28
DPYD dihydropyrimidine dehydro chr1p22  purine nucleobase catabolic process --- -1.42 1.32 1.01 1.07 -1.18 1.10 1.61 1.11 2.98 3.65 1.71 1.25
DPYD dihydropyrimidine dehydro chr1p22  purine nucleobase catabolic process --- 1.40 -1.22 -1.21 -1.08 -1.18 -1.31 -1.45 -1.17 1.57 1.27 2.78 2.11
DPYSL2 dihydropyrimidinase-like 2 chr8p22-p21  response to amphetamine --- 1.03 1.06 -1.05 -1.07 -1.09 1.02 -1.08 -1.08 -1.17 -1.02 -1.17 -1.16
DPYSL4 dihydropyrimidinase-like 4 chr10q26  pyrimidine nucleobase catabolic process --- 1.10 1.22 -1.80 -1.87 1.00 1.75 1.33 2.05 -1.17 -1.01 -1.52 -3.75
DQX1 DEAQ box RNA-dependen chr2p13.1 0 --- -1.74 1.36 -1.71 -1.04 -1.24 -1.47 -3.51 -1.63 6.74 1.19 1.36 1.13
DRAM1 DNA-damage regulated aut chr12q23.2  autophagy --- -1.06 -1.04 1.11 1.07 1.18 1.08 1.38 1.14 1.99 1.51 1.90 1.73
DRAM2 DNA-damage regulated aut chr1p13.3  apoptotic process --- 1.08 1.06 1.11 1.07 1.06 1.07 1.09 -1.01 1.20 1.27 1.42 1.35
DRAP1 DR1-associated protein 1 (nchr11q13.3  negative regulation of transcription from --- -1.18 -1.18 1.04 1.09 -1.03 -1.13 1.30 1.12 2.03 1.77 1.47 1.52
DRD3 dopamine receptor D3 chr3q13.3  negative regulation of transcription from GPCRDB_Class_A_Rhodopsin-like // GenM 2.46 7.15 1.13 -1.68 -1.96 1.77 9.14 4.35 2.12 1.47 4.12 3.20
DROSHA drosha, ribonuclease type II chr5p13.3  RNA processing --- -1.03 -1.04 -1.07 1.04 -1.02 -1.04 1.06 1.07 1.11 1.05 -1.03 1.05
DRP2 dystrophin related protein 2 chrXq22  central nervous system development --- 1.25 1.27 1.35 1.06 1.36 1.53 -2.59 -2.83 -2.87 -1.96 -1.40 -1.02
DSC2 desmocollin 2 chr18q12.1  cell adhesion --- 1.19 1.16 -1.00 1.06 1.22 1.04 -1.14 -1.02 -2.03 -1.61 -3.05 -2.55
DSC3 desmocollin 3 chr18q12.1  in utero embryonic development --- 1.06 1.03 1.10 1.12 1.04 1.10 -1.25 -1.27 -2.46 -2.22 -2.88 -3.88
DSC3 desmocollin 3 chr18q12.1  in utero embryonic development --- -1.04 -1.08 -1.06 -1.19 -1.05 -1.13 -1.20 -1.13 -3.90 -2.52 -1.75 -1.92
DSCAML1 Down syndrome cell adhesi chr11q23  cell fate determination --- -1.23 -1.11 1.09 1.49 -5.89 -2.60 2.59 1.91 1.49 -1.01 -1.96 -1.49
DSCC1 DNA replication and sister cchr8q24.12  DNA replication --- 1.03 1.06 1.03 1.02 1.24 1.15 -1.23 -1.07 -1.46 -1.43 -1.15 -1.08
DSCR3 Down syndrome critical regchr21q22.2  vacuolar transport --- -1.11 -1.08 1.09 1.11 -1.02 -1.03 1.02 1.05 1.30 1.45 1.04 1.21
DSCR3 Down syndrome critical regchr21q22.2  vacuolar transport --- -1.30 -1.13 1.08 -1.06 1.31 -1.03 1.66 1.19 2.37 1.94 1.99 1.80
DSE dermatan sulfate epimerase chr6q22  carbohydrate metabolic process --- 1.27 1.21 1.11 -1.04 1.07 1.14 -1.03 1.07 1.44 1.36 1.71 1.39
DSEL dermatan sulfate epimerase-chr18q22.1 0 --- 1.05 1.07 1.01 -1.02 -1.05 1.04 -1.53 -1.33 -2.09 -1.57 -1.62 -1.46
DSEL dermatan sulfate epimerase-chr18q22.1 0 --- -1.07 -1.02 1.03 -1.15 -1.03 -1.02 -1.25 -1.14 -1.61 -1.71 -1.01 1.05
DSERG1 Down syndrome encephalop--- 0 --- 1.50 -1.09 1.56 -1.03 1.40 1.38 -1.29 -1.06 -2.25 -1.91 -5.30 -2.57
DST dystonin chr6p12.1  microtubule cytoskeleton organization --- 1.24 1.32 -1.07 1.30 1.05 1.08 1.21 -1.04 -2.21 -1.40 -1.65 -1.89
DST dystonin chr6p12.1  microtubule cytoskeleton organization --- -1.03 -1.02 -1.01 1.05 1.02 1.02 1.09 1.05 -1.31 -1.16 -1.48 -1.42
DST dystonin chr6p12.1  microtubule cytoskeleton organization --- -1.05 -1.02 -1.02 -1.02 -1.02 1.04 -1.01 1.01 -1.38 -1.12 -1.45 -1.39
DSTN destrin (actin depolymerizinchr20p12.1  cytokinesis --- -1.01 -1.08 -1.23 1.02 1.02 1.05 1.11 1.01 -1.43 -1.30 -2.20 -1.40
DSTN destrin (actin depolymerizinchr20p12.1  cytokinesis --- -1.06 1.02 -1.07 1.01 -1.04 -1.08 -1.00 -1.03 1.08 1.06 -1.09 -1.07
DSTNP1 /// Ddestrin (actin depolymerizin--- 0 --- 1.17 -1.05 1.34 1.20 1.39 1.21 -1.05 1.03 -2.87 -2.24 -3.12 -2.81
DSTYK dual serine/threonine and ty chr1q32.1  protein phosphorylation --- 1.09 1.07 1.06 -1.03 -1.00 1.03 -1.15 -1.12 -1.19 -1.18 1.03 -1.05
DTD1 D-tyrosyl-tRNA deacylase chr20p11.23  protein peptidyl-prolyl isomerization --- -1.09 -1.04 -1.01 -1.13 -1.03 -1.12 1.13 1.17 1.13 1.01 -1.15 -1.21
DTD2 D-tyrosyl-tRNA deacylase 2chr14q12  D-amino acid catabolic process --- -1.14 1.10 1.10 1.13 -1.20 -1.09 -1.32 1.00 -1.82 -1.39 -1.53 -1.62
DTD2 D-tyrosyl-tRNA deacylase 2chr14q12  D-amino acid catabolic process --- 1.03 1.11 -1.14 -1.10 -1.11 1.01 -1.20 -1.07 -1.61 -1.30 -1.58 -1.70
DTL denticleless E3 ubiquitin prochr1q32  protein polyubiquitination --- -1.08 -1.05 -1.08 1.03 1.02 1.01 1.03 1.01 -1.18 -1.09 -1.29 -1.18
DTNA dystrobrevin, alpha chr18q12  striated muscle contraction --- 1.15 1.02 1.03 -1.05 1.03 1.05 -1.14 1.05 1.02 -1.20 -1.82 -2.32
DTNA dystrobrevin, alpha chr18q12  striated muscle contraction --- -1.01 1.05 -1.02 -1.12 1.02 -1.15 -1.09 -1.12 -1.75 -1.41 -2.55 -2.17
DTNBP1 dystrobrevin binding proteinchr6p22.3  positive regulation of neurotransmitter se --- 1.19 1.15 -1.04 -1.08 1.05 1.05 -1.04 1.07 -1.23 -1.38 -1.05 -1.44
DTWD1 DTW domain containing 1 chr15q21.2 0 --- 1.06 -1.05 1.20 1.50 -1.35 -1.01 -1.31 -1.28 1.70 1.57 1.63 1.56
DTWD1 DTW domain containing 1 chr15q21.2 0 --- -2.29 -3.86 1.35 2.10 2.06 1.76 1.94 -1.44 2.38 1.13 1.10 2.46
DTX1 deltex homolog 1 (Drosoph chr12q24.13  transcription, DNA-dependent --- 1.45 1.15 1.22 -2.97 -1.09 -1.49 1.14 2.22 1.35 1.01 1.82 -1.17
DTX2 /// LOCdeltex homolog 2 (Drosoph chr7q11.23  Notch signaling pathway --- 1.26 1.41 1.05 -1.08 -1.26 -1.34 1.09 1.06 1.15 1.18 1.22 1.30
DTX3 deltex homolog 3 (Drosoph chr12q13.3  Notch signaling pathway --- -1.07 -1.43 -1.12 -1.26 1.32 -1.15 -1.02 1.06 -1.27 -1.17 -2.32 -2.17
DTX3 deltex homolog 3 (Drosoph chr12q13.3  Notch signaling pathway --- 1.14 1.01 -1.13 1.09 1.21 -1.01 1.12 1.26 -1.14 -1.32 -2.10 -1.69
DTX3 deltex homolog 3 (Drosoph chr12q13.3  Notch signaling pathway --- -1.14 1.06 1.04 1.22 -1.20 -1.12 1.18 -1.03 -1.25 -1.29 -1.63 -1.08
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DTX3 deltex homolog 3 (Drosoph chr12q13.3  Notch signaling pathway --- -1.37 -1.28 -1.05 1.20 1.30 -1.01 -1.28 -1.33 -2.14 -1.41 -1.39 -1.23
DTX3 deltex homolog 3 (Drosoph chr12q13.3  Notch signaling pathway --- -1.05 -1.05 -1.03 -1.07 1.13 1.07 -1.03 -1.03 -1.79 -1.71 -2.37 -1.71
DTX3L deltex 3-like (Drosophila) chr3q21.1  DNA repair --- 1.09 1.04 1.11 1.14 1.13 1.05 1.32 1.13 -1.02 1.04 1.20 1.03
DTX4 deltex homolog 4 (Drosoph chr11q12.1  Notch signaling pathway Cell_cycle_KEGG // GenMAPP -1.27 -1.03 -1.14 1.18 1.31 1.33 -1.02 -1.10 -1.86 -2.18 -2.33 -1.75
DTYMK deoxythymidylate kinase (thchr2q37.3  dTDP biosynthetic process --- 1.04 -1.06 -1.05 1.03 -1.02 -1.17 1.11 1.13 1.05 -1.14 1.20 1.33
DUOX1 dual oxidase 1 chr15q15.3  thyroid hormone generation --- 1.01 -1.95 2.34 1.75 -1.09 -1.31 1.73 1.23 4.72 3.47 -6.43 -2.62
DUOX2 dual oxidase 2 chr15q15.3  thyroid hormone generation --- 1.91 -2.43 1.40 1.65 1.29 -1.68 1.94 -1.92 2.54 3.88 9.63 9.35
DUOXA2 dual oxidase maturation fac chr15q15.1  transport --- -2.61 -2.07 2.36 1.68 2.06 1.55 1.81 1.56 -2.14 -3.37 -1.39 -2.67
DUS2L dihydrouridine synthase 2-lichr16q22.1  tRNA dihydrouridine synthesis --- 1.02 -1.11 -1.09 1.18 1.09 1.03 -1.01 1.18 1.47 1.23 1.17 1.37
DUS2L dihydrouridine synthase 2-lichr16q22.1  tRNA dihydrouridine synthesis --- -1.02 -1.25 1.02 1.17 1.10 -1.04 1.07 1.07 1.36 1.06 1.20 1.35
DUS4L dihydrouridine synthase 4-lichr7q22-q31  tRNA dihydrouridine synthesis --- 1.10 1.04 1.09 1.04 -1.15 1.03 -1.24 -1.10 -1.56 -1.53 -1.38 -1.46
DUSP1 dual specificity phosphatasechr5q34  inactivation of MAPK activity --- 1.40 1.28 1.10 -1.02 1.40 1.07 1.16 -1.23 1.88 1.83 2.65 1.41
DUSP1 dual specificity phosphatasechr5q34  inactivation of MAPK activity --- 1.38 1.33 -1.01 -1.25 1.06 1.15 1.49 1.18 2.03 1.41 2.47 1.28
DUSP10 dual specificity phosphatasechr1q41  inactivation of MAPK activity --- 1.24 1.34 -1.04 1.03 -1.29 -1.11 -1.01 1.12 2.63 1.67 2.89 2.05
DUSP14 dual specificity phosphatasechr17q12  protein dephosphorylation Hypertrophy_model // GenMAPP 1.00 -1.08 -1.04 -1.03 -1.03 1.01 -1.17 -1.01 -1.28 -1.11 -1.30 -1.23
DUSP16 dual specificity phosphatasechr12p13  inactivation of MAPK activity --- -1.03 1.09 1.09 -1.03 -1.00 1.11 -1.03 -1.11 1.96 1.88 2.54 2.11
DUSP16 dual specificity phosphatasechr12p13  inactivation of MAPK activity --- 1.27 -1.32 2.64 4.54 2.64 -2.21 5.87 8.06 2.07 1.46 3.03 4.27
DUSP16 dual specificity phosphatasechr12p13  inactivation of MAPK activity --- 1.12 1.09 1.15 1.19 1.14 1.10 -1.07 1.05 1.06 1.01 1.75 1.57
DUSP18 dual specificity phosphatasechr22q12.2  protein dephosphorylation --- 1.21 -1.04 -1.18 -1.04 1.32 -1.07 -1.21 1.11 -1.54 -1.40 -1.43 -1.40
DUSP19 dual specificity phosphatasechr2q32.1  inactivation of MAPK activity --- 1.39 1.12 1.57 1.40 -1.22 -1.09 -1.90 -2.35 -2.58 -1.33 -1.14 -1.06
DUSP22 /// LOdual specificity phosphatasechr6p25.3  negative regulation of transcription from --- -1.10 1.02 1.09 1.28 -1.10 -1.03 1.40 1.50 -1.05 -1.05 1.15 1.58
DUSP23 dual specificity phosphatasechr1q23.2  protein dephosphorylation --- 1.01 -1.06 1.05 -1.01 1.07 1.00 1.20 1.07 1.63 1.32 1.32 1.35
DUSP28 dual specificity phosphatasechr2q37.3  protein dephosphorylation --- -1.12 1.00 -1.10 -1.03 1.03 1.10 -1.25 1.05 -1.52 -1.22 -1.41 -1.38
DUSP3 dual specificity phosphatasechr17q21  inactivation of MAPK activity --- -1.01 -1.06 -1.05 -1.10 -1.00 -1.01 1.20 -1.01 -1.08 -1.15 -1.18 -1.29
DUSP3 dual specificity phosphatasechr17q21  inactivation of MAPK activity --- -1.19 -1.11 1.06 -1.11 1.19 1.15 1.04 1.02 1.01 1.12 1.10 1.18
DUSP3 dual specificity phosphatasechr17q21  inactivation of MAPK activity --- -1.24 -1.18 -1.08 -1.20 1.11 1.04 1.14 -1.10 1.25 1.43 2.95 2.99
DUSP4 dual specificity phosphatasechr8p12-p11  MAPK cascade --- -1.10 -1.27 -1.05 1.09 1.00 -1.05 1.93 1.57 3.60 2.74 2.94 2.45
DUSP4 dual specificity phosphatasechr8p12-p11  MAPK cascade --- 1.72 1.60 -1.04 -1.11 1.00 1.03 1.47 1.15 1.79 1.44 2.24 1.74
DUSP4 dual specificity phosphatasechr8p12-p11  MAPK cascade --- 1.19 1.26 1.00 1.04 1.18 1.13 1.51 1.20 2.44 1.70 2.51 2.46
DUSP5 dual specificity phosphatasechr10q25  inactivation of MAPK activity --- 2.05 2.34 1.06 -1.01 1.25 -1.02 2.51 1.88 8.84 4.74 21.21 12.12
DUSP5P1 dual specificity phosphatasechr1q42.13 0 --- 1.03 1.06 -1.14 -1.03 1.04 1.03 -1.00 1.07 1.27 1.81 1.05 1.36
DUSP6 dual specificity phosphatasechr12q22-q23  inactivation of MAPK activity --- -1.07 1.04 1.19 -1.03 1.19 1.18 1.11 1.21 1.68 1.20 1.02 -1.19
DUSP6 dual specificity phosphatasechr12q22-q23  inactivation of MAPK activity --- 1.13 -1.04 1.06 1.04 1.11 1.24 1.42 1.20 1.51 1.48 1.01 -1.28
DUSP6 dual specificity phosphatasechr12q22-q23  inactivation of MAPK activity --- 1.22 -1.00 1.01 1.19 1.34 1.62 1.79 1.46 1.50 1.57 -1.21 -1.38
DUSP7 dual specificity phosphatasechr3p21  inactivation of MAPK activity --- -1.04 -1.03 1.16 1.01 -1.07 -1.04 -1.02 1.06 1.63 1.59 1.30 1.31
DUSP8 dual specificity phosphatasechr11p15.5  inactivation of MAPK activity --- 1.54 1.01 1.16 1.36 -1.50 -1.02 1.15 -1.00 1.83 1.70 1.50 1.26
DUSP9 dual specificity phosphatasechrXq28  inactivation of MAPK activity --- -1.12 -1.19 -1.11 -1.18 1.13 -1.01 1.13 1.01 1.51 2.37 2.08 1.90
DUT deoxyuridine triphosphatasechr15q21.1  nucleobase-containing compound metabo--- -1.07 -1.01 -1.03 -1.02 1.02 -1.03 1.00 -1.02 -1.14 -1.07 -1.49 -1.44
DUT deoxyuridine triphosphatasechr15q21.1  nucleobase-containing compound metabo--- 1.05 1.08 -1.08 -1.00 -1.04 1.04 -1.07 -1.15 1.03 -1.09 -1.06 -1.20
DUT deoxyuridine triphosphatasechr15q21.1  nucleobase-containing compound metabo--- 1.10 1.15 1.01 -1.00 -1.05 1.02 -1.13 -1.12 -1.33 -1.20 -1.34 -1.40
DVL2 dishevelled segment polaritychr17p13.1  neural tube closure Wnt_signaling // GenMAPP 1.13 -1.09 -1.22 -1.07 1.17 -1.15 -1.08 1.04 -1.05 -1.34 -1.49 -1.31
DVL2 dishevelled segment polaritychr17p13.1  neural tube closure Wnt_signaling // GenMAPP -1.15 -1.02 -1.20 -1.22 -1.18 1.02 -1.03 -1.00 -1.25 -1.06 -1.18 -1.09
DVL3 dishevelled segment polaritychr3q27  positive regulation of protein phosphoryl Wnt_signaling // GenMAPP 1.07 -1.01 1.05 -1.02 -1.10 -1.00 -1.02 -1.03 -1.38 -1.15 -1.30 -1.07
DVL3 dishevelled segment polaritychr3q27  positive regulation of protein phosphoryl Wnt_signaling // GenMAPP 1.09 1.20 1.44 1.36 -1.04 -1.21 1.63 1.56 1.45 1.30 1.49 -1.06
DYNC1H1 dynein, cytoplasmic 1, heavchr14q32  G2 --- 1.01 -1.06 1.02 1.15 -1.01 -1.02 -1.01 1.02 -1.03 1.04 -1.27 -1.07
DYNC1H1 dynein, cytoplasmic 1, heavchr14q32  G2 --- 1.16 1.20 -1.55 -1.24 1.05 -1.01 1.63 1.07 -1.08 -1.08 -1.17 -1.17
DYNC1I1 dynein, cytoplasmic 1, inter chr7q21.3-q22.1  transport --- -1.34 -1.20 1.05 -1.09 1.11 -1.13 -1.27 1.17 -2.95 -2.65 -3.36 -2.20
DYNC1I2 dynein, cytoplasmic 1, inter chr2q31.1  G2 --- -1.14 1.29 1.62 1.62 -1.42 1.00 -1.68 -1.72 -1.20 -1.44 1.12 -1.20
DYNC1LI1 dynein, cytoplasmic 1, light chr3p22.3  transport --- -1.05 -1.04 -1.10 1.03 1.03 -1.02 -1.07 1.05 1.25 1.14 1.33 1.35
DYNC1LI2 dynein, cytoplasmic 1, light chr16q22.1  microtubule cytoskeleton organization --- -1.03 1.05 1.08 1.02 1.29 1.25 1.32 1.08 1.20 1.07 1.24 1.26
DYNC2H1 dynein, cytoplasmic 2, heavchr11q21-q22.1  ciliary or flagellar motility --- 1.06 1.02 1.08 1.15 1.09 1.03 1.15 -1.10 -2.17 -1.99 -4.30 -3.71
DYNC2H1 dynein, cytoplasmic 2, heavchr11q21-q22.1  ciliary or flagellar motility --- -1.09 -1.27 1.00 -1.07 1.67 1.84 1.10 1.20 -1.47 -1.78 -3.40 -2.34
DYNC2LI1 dynein, cytoplasmic 2, light chr2p25.1-p24.1  multicellular organismal development --- 1.36 1.16 -1.10 -1.00 1.30 1.01 -1.18 -1.05 -1.55 -1.28 -1.36 -1.33
DYNC2LI1 dynein, cytoplasmic 2, light chr2p25.1-p24.1  multicellular organismal development --- 1.28 1.08 1.09 1.04 1.10 1.00 -1.46 -1.25 -1.63 -1.30 -1.40 -1.44
DYNLL1 dynein, light chain, LC8-typchr12q24.23  G2 --- -1.07 -1.01 -1.08 -1.11 -1.05 -1.02 -1.17 -1.12 -1.09 -1.07 -1.14 -1.21
DYNLL1-AS DYNLL1 antisense RNA 1 --- 0 --- -1.09 -1.18 1.03 1.15 1.01 1.02 -1.21 1.02 -1.52 -1.56 -2.10 -1.67
DYNLL2 dynein, light chain, LC8-typchr17q22  transport --- 1.00 1.09 -1.08 1.01 1.06 1.10 1.15 1.26 1.81 1.35 1.42 1.28
DYNLRB1 dynein, light chain, roadblo chr20q11.21  transport --- -1.18 -1.33 -1.35 -1.37 1.08 1.21 1.23 1.15 -1.41 -1.29 -1.52 -1.61
DYNLRB2 dynein, light chain, roadblo chr16q23.3  transport --- -1.28 -1.06 -1.21 -1.24 1.40 -1.02 -1.55 -1.37 -2.64 -1.75 -1.29 -2.14
DYNLT1 dynein, light chain, Tctex-tychr6q25.2-q25.3  establishment of mitotic spindle orientati --- -1.08 -1.09 -1.07 -1.10 -1.03 -1.05 -1.07 1.03 1.03 1.11 -1.04 1.03
DYNLT3 dynein, light chain, Tctex-tychrXp21  transport --- -1.03 1.04 -1.14 -1.08 -1.08 -1.02 -1.09 -1.03 1.10 1.26 -1.03 1.06
DYRK1A dual-specificity tyrosine-(Y chr21q22.13  mitotic cell cycle --- -1.50 1.15 -1.04 1.42 -1.01 1.64 1.92 1.81 1.26 -1.01 1.72 1.44
DYRK1B dual-specificity tyrosine-(Y chr19q13.2  protein phosphorylation --- 1.13 1.09 -1.12 -1.41 -1.10 -1.21 -1.45 -2.02 -1.03 -1.05 -1.25 1.20
DYRK1B dual-specificity tyrosine-(Y chr19q13.2  protein phosphorylation --- -1.33 1.23 -1.07 1.35 -1.64 -2.10 -1.75 -1.25 -1.59 -1.67 -1.20 -1.31
DYRK2 dual-specificity tyrosine-(Y chr12q15  protein phosphorylation --- 1.10 -1.04 -1.02 -1.06 1.06 1.06 1.17 -1.07 1.42 1.40 1.74 1.72
DYRK2 dual-specificity tyrosine-(Y chr12q15  protein phosphorylation --- -1.04 1.02 1.04 -1.08 1.07 1.09 -1.20 -1.25 -1.76 -1.48 -1.50 -1.54
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DYRK3 dual-specificity tyrosine-(Y chr1q32.1  protein phosphorylation --- 1.14 1.30 -1.10 -1.28 -1.05 1.03 -1.16 -1.07 -1.00 -1.11 1.61 1.12
DYRK4 dual-specificity tyrosine-(Y chr12p13.32  protein phosphorylation --- -1.06 -1.10 1.11 1.01 1.11 -1.02 -1.04 -1.12 -1.20 -1.20 -1.24 -1.28
DYSF dysferlin, limb girdle muscuchr2p13.3  plasma membrane repair --- -1.27 -1.24 1.49 1.36 -2.53 -1.23 -1.03 1.10 -1.43 -1.46 2.75 2.59
DYX1C1 dyslexia susceptibility 1 canchr15q21.3  neuron migration --- -1.01 1.18 -1.02 -1.05 1.25 1.10 -1.02 -1.03 -1.32 -1.25 -2.29 -2.11
DYX1C1 /// Ddyslexia susceptibility 1 canchr15q /// chr15q21. neuron migration --- 1.04 1.14 1.02 1.23 -1.05 -1.11 -1.11 -1.02 -1.42 -1.77 -1.65 -1.67
DZANK1 double zinc ribbon and ankychr20p11.23 0 --- 1.19 1.17 -1.00 -1.03 -1.17 1.17 -1.09 1.00 -4.40 -2.85 -1.82 -1.25
DZIP1 DAZ interacting zinc finger chr13q32.1  multicellular organismal development --- 1.09 1.15 -1.02 -1.08 -1.25 -1.17 -1.09 1.18 -3.14 -1.89 -2.34 -3.46
DZIP1 DAZ interacting zinc finger chr13q32.1  multicellular organismal development --- 1.05 -1.16 -1.12 -1.20 1.15 1.17 1.00 1.11 -1.36 -1.40 -2.08 -2.08
DZIP3 DAZ interacting zinc finger chr3q13.13  protein polyubiquitination --- 1.28 1.33 -1.05 1.02 -1.24 -1.10 -1.16 -1.10 -3.18 -2.78 -3.14 -4.46
E2F2 E2F transcription factor 2 chr1p36  G1 phase of mitotic cell cycle Cell_cycle_KEGG // GenMAPP /// G1_to_S -1.04 -1.03 1.02 1.09 1.01 -1.00 -1.04 1.00 -1.14 -1.15 -1.50 -1.38
E2F3 E2F transcription factor 3 chr6p22  G1 phase of mitotic cell cycle Cell_cycle_KEGG // GenMAPP /// G1_to_S 1.07 1.15 1.02 1.00 -1.16 1.00 -1.16 -1.03 -1.10 -1.06 -1.14 -1.19
EAF2 ELL associated factor 2 chr3q13.33  transcription, DNA-dependent --- -1.05 -1.14 1.10 1.16 1.18 1.06 -1.08 1.05 1.81 1.62 2.27 2.14
EARS2 glutamyl-tRNA synthetase 2chr16p12.2  translation --- 1.01 -1.09 1.05 1.07 1.01 1.05 1.05 1.09 1.12 1.13 1.37 1.59
EBAG9 estrogen receptor binding si chr8q23  regulation of cell growth --- 1.04 -1.01 1.05 1.04 1.02 1.00 -1.17 -1.21 -1.30 -1.29 1.18 1.20
EBF1 early B-cell factor 1 chr5q34  transcription, DNA-dependent --- -1.14 1.18 1.09 -1.57 -1.48 -1.92 -2.10 -1.59 2.17 3.19 2.22 1.68
EBF3 early B-cell factor 3 chr10q26.3  transcription, DNA-dependent --- 1.32 1.11 -2.68 -2.35 -1.43 -1.29 1.56 -1.01 1.15 -1.05 2.04 1.56
EBF3 early B-cell factor 3 chr10q26.3  transcription, DNA-dependent --- -1.22 -1.44 -1.07 1.50 -2.27 -1.26 -1.54 -2.12 2.14 -1.09 3.63 5.14
EBI3 Epstein-Barr virus induced chr19p13.3  humoral immune response --- 1.84 3.06 1.98 -1.35 2.03 -1.38 2.70 -1.37 4.40 3.35 13.99 11.88
EBLN2 endogenous Bornavirus-likechr3p13 0 --- -1.08 1.11 1.05 -1.06 1.01 1.08 1.05 1.07 -2.36 -1.81 -1.68 -1.62
EBP emopamil binding protein (schrXp11.23-p11.22  skeletal system development --- -1.01 1.02 -1.05 -1.01 -1.01 -1.07 1.07 -1.03 1.41 1.20 1.40 1.36
EBP emopamil binding protein (schrXp11.23-p11.22  skeletal system development --- 1.01 1.01 -1.05 -1.01 -1.04 -1.06 1.11 -1.04 1.47 1.18 1.25 1.26
EBP emopamil binding protein (schrXp11.23-p11.22  skeletal system development --- -1.02 1.05 -1.07 -1.02 -1.04 -1.05 1.05 1.01 1.22 1.20 1.47 1.48
ECD ecdysoneless homolog (Drochr10q22.3  regulation of glycolysis --- 1.14 1.05 1.11 1.02 1.05 -1.10 1.05 1.01 1.19 1.09 1.27 1.09
ECE1 endothelin converting enzymchr1p36.1  positive regulation of receptor recycling --- 1.10 1.08 -1.08 -1.04 -1.11 -1.05 1.08 1.12 1.12 1.24 1.01 1.16
ECE1 endothelin converting enzymchr1p36.1  response to hypoxia --- -1.13 -1.26 1.00 -1.02 -1.11 1.21 1.01 -1.06 1.17 1.27 2.05 1.95
ECE2 endothelin converting enzymchr3q27.1|.  proteolysis --- -1.14 -1.16 -1.06 -1.02 1.07 1.03 -1.07 -1.04 1.37 1.52 2.14 2.23
ECH1 enoyl CoA hydratase 1, perochr19q13.1  lipid metabolic process --- -1.07 1.01 -1.07 -1.04 1.11 1.00 1.24 1.08 1.28 1.23 1.18 1.27
ECHDC1 enoyl CoA hydratase domaichr6q22.33  metabolic process --- -1.06 -1.01 1.05 1.04 1.12 1.06 1.19 1.02 -1.04 -1.04 1.33 1.56
ECHDC1 enoyl CoA hydratase domaichr6q22.33  metabolic process --- 1.02 1.00 1.11 -1.01 1.25 1.09 1.23 1.05 1.57 1.37 1.36 1.44
ECHDC1 enoyl CoA hydratase domaichr6q22.33  metabolic process --- -1.05 -1.01 -1.06 -1.02 -1.04 1.03 -1.08 -1.04 -1.15 1.04 -1.22 -1.26
ECHDC1 enoyl CoA hydratase domaichr6q22.33  metabolic process --- -1.04 -1.06 1.03 1.05 -1.00 -1.01 1.04 -1.04 1.31 1.25 1.27 1.39
ECHDC2 enoyl CoA hydratase domaichr1p32.3  lipid metabolic process --- -1.15 -1.13 -1.15 1.18 1.04 -1.14 1.12 1.32 1.05 -1.12 -1.85 -1.43
ECHDC2 enoyl CoA hydratase domaichr1p32.3  lipid metabolic process --- 1.10 1.04 1.19 1.24 1.12 1.31 1.31 1.09 -1.95 -1.94 -2.17 -2.03
ECM1 extracellular matrix protein chr1q21  ossification --- -1.21 -1.43 1.16 1.33 1.09 -1.04 1.00 1.02 1.07 1.33 1.55 1.84
ECT2 epithelial cell transforming chr3q26.1-q26.2  cell morphogenesis --- -1.20 -1.13 1.26 1.08 -1.00 1.08 1.34 1.28 1.12 1.11 1.59 1.55
EDA ectodysplasin A chrXq12-q13.1  hair follicle development --- -1.27 -1.01 -1.18 -1.18 -1.84 -1.20 -1.03 2.32 1.44 1.26 -1.52 -1.81
EDAR ectodysplasin A receptor chr2q13  hair follicle development --- -1.08 -1.38 1.64 1.42 -1.82 -1.03 -1.24 -1.15 -2.04 -1.89 -3.78 -3.31
EDC3 enhancer of mRNA decappichr15q24.1  nuclear-transcribed mRNA catabolic proc--- -1.05 -1.05 -1.01 1.07 1.12 1.01 -1.02 -1.09 1.03 -1.02 1.16 1.43
EDC4 enhancer of mRNA decappichr16q22.1  nuclear-transcribed mRNA catabolic proc--- -1.06 -1.17 1.26 1.03 1.02 1.03 1.18 1.16 1.10 -1.18 -1.35 -1.18
EDDM3A epididymal protein 3A chr14q11.2  sperm displacement --- 2.77 -2.33 -2.31 -5.42 -1.99 -4.84 2.94 3.30 -4.90 -3.13 1.42 2.74
EDEM1 ER degradation enhancer, mchr3p26.1  protein folding --- 1.46 1.36 1.19 -1.03 1.16 1.10 -1.33 -1.47 -1.18 -1.26 -1.52 -1.67
EDF1 endothelial differentiation-r chr9q34.3  transcription, DNA-dependent --- -1.08 -1.05 1.03 1.02 1.03 -1.08 1.19 1.11 1.24 1.08 -1.05 1.02
EDIL3 EGF-like repeats and discoi chr5q14  cell adhesion --- -1.47 -1.13 -1.15 -1.40 1.27 1.04 1.59 1.32 1.32 -1.01 1.59 1.38
EDIL3 EGF-like repeats and discoi chr5q14  cell adhesion --- 1.03 1.13 -1.07 -1.08 -1.05 -1.15 1.07 1.16 -1.03 1.08 1.37 1.42
EDN1 endothelin 1 chr6p24.1  negative regulation of transcription from Prostaglandin_synthesis_regulation // GenMA 1.11 1.73 1.16 1.14 -1.04 -1.27 1.53 1.70 2.71 1.43 8.93 5.77
EDN1 endothelin 1 chr6p24.1  negative regulation of transcription from Prostaglandin_synthesis_regulation // GenMA 1.52 1.73 -1.13 1.03 1.09 1.07 -1.15 -1.10 2.78 1.43 7.92 3.22
EDN1 endothelin 1 chr6p24.1  negative regulation of transcription from Prostaglandin_synthesis_regulation // GenMA 1.18 1.31 1.02 -1.02 1.04 -1.01 1.14 1.02 1.90 1.11 5.95 3.59
EDN2 endothelin 2 chr1p34  prostaglandin biosynthetic process --- 1.30 1.11 1.10 1.25 -1.34 -1.03 1.48 1.94 4.19 7.60 7.34 10.15
EDN3 endothelin 3 chr20q13.2-q13.3  neural crest cell migration --- 1.19 2.31 -1.73 2.38 -6.96 -1.39 2.02 3.79 -1.70 -1.47 -3.95 -1.67
EDNRA endothelin receptor type A chr4q31.22  patterning of blood vessels GPCRDB_Class_A_Rhodopsin-like // GenM 1.24 1.36 1.17 1.05 1.01 -1.07 1.12 -1.02 -1.77 -2.21 -1.88 -2.14
EEA1 early endosome antigen 1 chr12q22  endocytosis --- 1.22 1.21 1.05 -1.09 -1.12 1.15 -1.27 -1.05 -1.65 -1.33 -1.58 -1.61
EED embryonic ectoderm develochr11q14.2-q22.3  regulation of gene expression by genetic --- -1.03 1.02 -1.08 -1.06 1.05 1.02 1.01 1.06 1.31 1.17 1.39 1.40
EEF1A1 eukaryotic translation elongchr6q14.1  GTP catabolic process --- 1.06 -1.05 -1.03 1.03 -1.03 1.03 1.05 1.04 -1.17 -1.02 -1.45 -1.26
EEF1B2 /// SNeukaryotic translation elongchr2q33 /// chr2q33. translation Translation_Factors // GenMAPP -1.06 -1.03 -1.06 -1.01 -1.02 -1.05 1.16 1.06 1.38 1.10 1.01 1.06
EEF2 eukaryotic translation elongchr19p13.3  GTP catabolic process Translation_Factors // GenMAPP -1.01 -1.00 -1.05 1.06 -1.06 -1.03 1.10 1.05 1.21 1.04 -1.04 1.01
EEF2K eukaryotic elongation factorchr16p12.2  translational elongation Translation_Factors // GenMAPP 1.27 1.15 1.11 1.01 1.04 1.26 -1.27 1.09 -1.77 -1.20 -1.45 -1.32
EEF2K /// LO eukaryotic elongation factorchr16p12.2  translational elongation Translation_Factors // GenMAPP -1.17 -1.07 1.00 -1.17 1.07 -1.00 1.01 -1.01 -2.14 -1.42 -1.31 -1.12
EEFSEC eukaryotic elongation factorchr3q21.3  selenocysteine incorporation --- -1.09 -1.26 1.06 1.26 1.03 -1.08 -1.06 1.01 -1.21 -1.39 -1.40 -1.30
EEPD1 endonuclease/exonuclease/pchr7p14.2  DNA repair --- 2.29 3.30 -1.20 -2.74 1.41 1.26 1.36 2.28 2.57 2.06 3.79 1.36
EFCAB14 EF-hand calcium binding dochr1p33 0 --- 1.21 1.17 -1.04 -1.12 -1.03 1.07 -1.11 1.03 1.00 1.09 1.18 1.12
EFCAB14 EF-hand calcium binding dochr1p33 0 --- -2.44 -1.61 -1.39 1.09 2.57 2.69 -1.53 1.38 -3.83 -4.52 -1.25 1.47
EFCAB14 EF-hand calcium binding dochr1p33 0 --- 1.02 1.02 -1.04 -1.05 1.01 1.07 -1.19 -1.09 -1.28 -1.08 -1.12 -1.11
EFCAB14 EF-hand calcium binding dochr1p33 0 --- -1.29 1.15 1.18 -1.06 1.43 1.44 -1.24 -1.33 -1.43 -1.98 -1.33 -1.64
EFCAB2 EF-hand calcium binding dochr1q44 0 --- 1.09 -1.02 1.12 1.24 -1.01 1.19 1.08 1.13 -1.80 -1.88 -1.60 -1.91
EFCAB2 EF-hand calcium binding dochr1q44 0 --- -1.04 -1.07 -1.24 1.00 -1.11 -1.02 1.04 1.15 1.02 1.20 -1.84 -1.78
EFCAB5 EF-hand calcium binding dochr17q11.2 0 --- 2.53 2.08 -1.59 -4.25 -1.24 -3.61 -1.28 -1.84 -1.60 1.07 -1.02 1.31
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EFCAB7 EF-hand calcium binding dochr1p31.3 0 --- 1.12 1.22 1.05 1.02 -1.09 1.05 -1.48 1.02 -3.12 -2.62 -2.10 -2.35
EFEMP1 EGF containing fibulin-like chr2p16  regulation of transcription, DNA-depende--- 1.09 1.11 1.11 1.03 -1.00 1.09 -1.03 1.01 -1.34 -1.16 -2.14 -2.76
EFEMP1 EGF containing fibulin-like chr2p16  regulation of transcription, DNA-depende--- 1.21 1.22 1.03 -1.17 1.11 -1.17 -1.04 -1.02 -1.27 -1.20 -1.45 -1.20
EFEMP1 EGF containing fibulin-like chr2p16  regulation of transcription, DNA-depende--- 1.01 -1.04 -1.01 1.09 -1.12 -1.03 1.00 1.01 -1.02 1.00 -1.42 -1.27
EFEMP2 EGF containing fibulin-like chr11q13.1  blood coagulation --- 6.47 3.40 -1.48 -1.77 1.40 2.84 -1.65 -1.61 2.82 1.54 1.99 3.06
EFEMP2 EGF containing fibulin-like chr11q13.1  blood coagulation --- 1.12 2.25 -1.70 -1.01 2.63 3.33 -1.50 -1.55 1.30 1.01 2.11 2.48
EFHC1 EF-hand domain (C-terminachr6p12.3 0 --- 1.26 1.17 1.21 1.64 1.13 1.12 -1.37 -1.37 -1.96 -1.57 -2.94 -3.02
EFHC1 EF-hand domain (C-terminachr6p12.3 0 --- -1.01 1.17 1.20 1.20 1.46 1.35 -1.09 -1.36 -2.46 -1.89 -2.62 -2.83
EFHD1 EF-hand domain family, mechr2q37.1  neuron projection development --- 1.52 2.07 3.02 1.69 1.86 1.39 5.78 4.30 2.37 3.29 1.70 1.62
EFHD2 EF-hand domain family, mechr1p36.21 0 --- 1.20 1.12 1.13 -1.01 1.09 -1.19 1.29 1.07 1.82 1.39 2.08 1.81
EFHD2 EF-hand domain family, mechr1p36.21 0 --- 1.00 -1.14 1.04 -1.07 -1.00 -1.12 1.51 1.48 2.24 1.92 1.96 1.73
EFNA1 ephrin-A1 chr1q21-q22  negative regulation of transcription from --- 1.02 -1.05 -1.19 -1.17 -1.02 -1.10 1.44 1.12 1.13 1.27 -1.15 1.00
EFNA3 ephrin-A3 chr1q21-q22  cell-cell signaling --- -1.31 -1.20 -1.60 -1.56 -1.30 -1.38 1.48 -1.12 1.30 1.77 1.31 1.85
EFNA4 ephrin-A4 chr1q21-q22  cell-cell signaling --- 1.26 1.15 1.01 1.03 -1.31 -1.05 -1.06 -1.13 1.16 1.36 1.54 1.60
EFNB2 ephrin-B2 chr13q33  angiogenesis --- 1.06 1.12 -1.06 -1.16 -1.16 -1.04 -1.41 -1.19 -1.51 -1.63 1.01 -1.17
EFNB2 ephrin-B2 chr13q33  angiogenesis --- -1.06 -1.12 -1.04 -1.12 1.02 -1.05 -1.49 -1.44 -1.29 -1.45 -1.07 1.07
EFR3A EFR3 homolog A (S. cerevichr8q24.22 0 --- 1.07 1.09 -1.05 -1.10 -1.08 1.09 -1.17 1.03 -1.29 -1.18 -1.58 -1.47
EFR3B EFR3 homolog B (S. cerevi chr2p23.3 0 --- -1.22 -1.50 -4.09 -2.13 1.31 2.77 2.41 7.78 5.00 3.95 -1.27 -1.26
EGFL6 EGF-like-domain, multiple chrXp22  cell cycle --- 5.36 2.60 4.35 -2.00 23.57 8.22 -1.25 -8.56 11.24 1.21 1.82 1.17
EGFLAM EGF-like, fibronectin type Ichr5p13.2-p13.1  positive regulation of cell-substrate adhes--- -1.11 -1.06 1.15 1.28 1.14 -1.04 1.13 1.00 1.09 1.00 -1.61 -1.73
EGFLAM-ASEGFLAM antisense RNA 4chr5p13.2 0 --- 2.38 -1.08 -1.04 5.74 -1.05 1.61 -2.56 -1.46 2.32 1.59 4.51 8.95
EGFR epidermal growth factor rec chr7p12  MAPK cascade --- 1.17 1.14 1.11 1.05 1.14 -1.00 1.55 1.08 2.88 2.60 3.42 3.06
EGFR epidermal growth factor rec chr7p12  MAPK cascade --- -1.11 -1.20 1.17 1.13 1.15 1.03 1.36 1.33 1.91 1.52 1.97 2.13
EGFR epidermal growth factor rec chr7p12  MAPK cascade --- -1.06 -1.07 1.13 -1.04 -1.02 -1.23 1.58 1.74 1.63 1.51 2.51 2.71
EGFR epidermal growth factor rec chr7p12  MAPK cascade --- -1.07 1.01 1.04 -1.14 1.04 1.01 1.12 1.02 1.48 1.32 1.58 1.58
EGLN1 egl nine homolog 1 (C. elegchr1q42.1  response to hypoxia --- 1.08 1.04 -1.07 1.07 1.36 -1.03 1.07 -1.04 1.98 2.03 1.48 1.90
EGLN1 egl nine homolog 1 (C. elegchr1q42.1  response to hypoxia --- 1.01 1.01 -1.03 1.02 -1.09 1.01 -1.03 -1.08 -1.11 1.15 -1.18 -1.07
EGLN1 egl nine homolog 1 (C. elegchr1q42.1  response to hypoxia --- -1.07 1.08 1.10 1.09 1.08 -1.13 1.21 1.19 1.71 1.76 1.79 1.80
EGLN3 egl nine homolog 3 (C. elegchr14q13.1  response to hypoxia --- 1.02 1.05 1.02 -1.06 1.11 1.17 1.03 1.03 1.09 1.54 1.81 2.57
EGLN3 egl nine homolog 3 (C. elegchr14q13.1  response to hypoxia --- 1.14 1.14 1.11 1.04 -1.52 -1.09 -1.24 -1.03 -1.27 1.34 1.30 1.78
EGR1 early growth response 1 chr5q31.1  negative regulation of transcription from --- 1.00 1.06 -1.12 -1.05 1.02 -1.05 2.48 1.39 1.33 1.28 1.35 1.08
EGR1 early growth response 1 chr5q31.1  negative regulation of transcription from Ovarian_Infertility_Genes // GenMAPP 1.16 1.13 -1.15 -1.12 1.02 1.10 2.31 1.40 1.47 1.28 1.10 -1.13
EGR1 early growth response 1 chr5q31.1  negative regulation of transcription from Ovarian_Infertility_Genes // GenMAPP 1.26 1.35 1.09 -1.06 -1.54 1.54 5.01 1.56 6.48 3.68 2.59 1.99
EGR4 early growth response 4 chr2p13  transcription, DNA-dependent --- -1.77 -1.45 -3.75 -1.14 1.73 -1.54 -2.32 1.26 1.46 -1.51 1.70 1.06
EHBP1L1 EH domain binding protein chr11q13.1 0 --- 1.41 1.27 -1.30 -1.74 -1.73 -1.77 -1.20 1.22 1.36 1.05 -1.14 -1.32
EHD1 EH-domain containing 1 chr11q13  GTP catabolic process --- 1.05 -1.04 -1.03 1.01 1.09 1.04 1.05 1.01 1.98 1.60 1.36 1.37
EHD1 EH-domain containing 1 chr11q13  GTP catabolic process --- -1.07 -1.06 -1.11 -1.03 1.05 -1.00 -1.18 -1.09 2.21 1.70 1.38 1.66
EHD1 EH-domain containing 1 chr11q13  GTP catabolic process --- -1.01 -1.25 -1.11 -1.11 -1.02 -1.17 1.10 1.18 1.36 1.19 1.43 1.37
EHD1 EH-domain containing 1 chr11q13  GTP catabolic process --- -1.08 1.01 1.27 -1.08 -1.22 1.05 -1.54 -1.05 1.21 1.21 1.19 1.13
EHD1 EH-domain containing 1 chr11q13  GTP catabolic process --- -1.05 -1.02 -1.09 -1.22 1.28 1.10 -1.30 -1.14 1.46 1.37 1.62 1.71
EHD2 EH-domain containing 2 chr19q13.3  GTP catabolic process --- -1.09 -1.08 -1.10 -1.05 -1.04 -1.00 -1.02 1.05 1.14 1.23 1.06 1.17
EHD2 EH-domain containing 2 chr19q13.3  GTP catabolic process --- -1.07 -1.05 1.00 -1.00 1.06 -1.00 1.20 1.11 1.32 1.24 1.14 1.23
EHD4 EH-domain containing 4 chr15q11.1  GTP catabolic process --- 1.01 -1.01 1.03 -1.06 1.11 1.09 1.04 1.03 1.17 1.24 1.02 1.02
EHD4 EH-domain containing 4 chr15q11.1  GTP catabolic process --- 1.09 1.07 1.12 -1.07 -1.09 -1.05 1.07 1.02 1.58 1.60 1.66 1.51
EHF ets homologous factor chr11p12  transcription, DNA-dependent --- 1.27 1.08 1.01 -1.12 1.10 1.14 -1.58 -1.15 1.11 1.04 1.86 1.29
EHF ets homologous factor chr11p12  transcription, DNA-dependent --- -1.38 -1.40 1.20 -1.13 1.63 -1.09 -1.02 -1.58 -1.27 -1.65 2.21 1.41
EHF ets homologous factor chr11p12  transcription, DNA-dependent --- -1.12 -1.10 1.05 -1.12 1.01 -1.02 1.16 -1.04 1.50 -1.02 1.73 1.50
EHF ets homologous factor chr11p12  transcription, DNA-dependent --- 1.13 -1.06 -1.01 -1.05 -1.14 -1.00 1.09 1.11 -1.13 -1.12 1.55 1.19
EHF ets homologous factor chr11p12  transcription, DNA-dependent --- -1.00 -1.09 1.20 -1.13 1.26 1.53 -1.30 -1.10 1.01 -1.11 1.43 -1.08
EHF ets homologous factor chr11p12  transcription, DNA-dependent --- 1.05 -1.26 1.12 1.02 1.54 1.87 -2.50 -2.15 -1.37 -2.37 1.03 1.13
EHHADH enoyl-CoA, hydratase/3-hydchr3q26.3-q28  GTP catabolic process Mitochondrial_fatty_acid_betaoxidation // G 1.17 1.28 1.24 1.00 1.16 1.24 -1.21 -1.43 -2.20 -1.55 -1.98 -2.15
EHMT1 euchromatic histone-lysine Nchr9q34.3  negative regulation of transcription from --- 1.16 1.01 1.09 -1.06 -1.05 1.03 -1.07 1.10 -1.66 -1.33 -1.58 -1.96
EHMT1 euchromatic histone-lysine Nchr9q34.3  negative regulation of transcription from --- -1.33 -1.43 1.09 1.50 1.28 -1.24 -1.20 -1.08 -1.62 -1.80 -1.22 -1.25
EID1 EP300 interacting inhibitor chr15q21.1  negative regulation of transcription from --- -1.24 -1.22 -1.01 -1.09 1.16 1.00 -1.00 -1.06 -1.07 -1.06 -1.46 -1.33
EID1 EP300 interacting inhibitor chr15q21.1  negative regulation of transcription from --- 1.01 1.03 -1.12 -1.06 -1.15 1.06 -1.14 -1.10 -1.27 1.00 -1.46 -1.41
EID1 EP300 interacting inhibitor chr15q21.1  negative regulation of transcription from --- -1.01 1.02 -1.03 -1.05 1.05 -1.03 -1.11 -1.05 -1.37 -1.13 -1.64 -1.57
EID2 EP300 interacting inhibitor chr19q13.2  transcription, DNA-dependent --- 1.15 1.02 -1.02 1.08 -1.03 -1.03 -1.11 -1.03 -1.41 -1.38 -1.46 -1.45
EID2B EP300 interacting inhibitor chr19q13.2  transcription, DNA-dependent --- -1.05 1.22 1.19 1.05 -1.14 -1.22 1.29 1.26 -1.56 -1.45 -1.30 -1.33
EID3 EP300 interacting inhibitor chr12q23.3  DNA repair --- -1.02 -1.11 1.20 1.38 -1.01 1.25 1.13 1.17 -2.08 -2.03 -1.94 -2.02
EIF1 eukaryotic translation initiatchr17q21.2  translation Translation_Factors // GenMAPP 1.05 1.13 -1.02 -1.14 -1.03 -1.05 1.08 -1.15 1.62 1.29 1.53 1.36
EIF1 eukaryotic translation initiatchr17q21.2  translation Translation_Factors // GenMAPP 1.04 1.12 -1.02 -1.14 -1.05 -1.08 1.14 -1.13 1.64 1.30 1.45 1.35
EIF1 eukaryotic translation initiatchr17q21.2  translation Translation_Factors // GenMAPP 1.00 1.11 -1.05 -1.16 -1.01 -1.07 1.10 -1.13 1.71 1.31 1.45 1.35
EIF1 eukaryotic translation initiatchr17q21.2  translation Translation_Factors // GenMAPP -1.03 1.00 1.03 -1.17 1.07 1.01 -1.04 1.08 1.62 1.50 1.13 1.16
EIF1AD eukaryotic translation initiatchr11q13.1  translational initiation --- 1.13 -1.01 1.03 -1.03 1.16 -1.01 1.21 -1.23 3.16 2.39 2.63 2.55
EIF1AX /// LOeukaryotic translation initiatchrXp22.12  translation Translation_Factors // GenMAPP 1.20 1.11 1.05 -1.12 -1.01 1.11 -1.45 -1.20 -1.71 -1.23 -1.37 -1.37
EIF1AX /// LOeukaryotic translation initiatchrXp22.12  translation Translation_Factors // GenMAPP 1.03 1.05 -1.06 -1.02 -1.19 1.03 -1.21 -1.14 -1.21 1.02 -1.21 -1.24
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EIF1AX /// LOeukaryotic translation initiatchrXp22.12  translation Translation_Factors // GenMAPP 1.01 1.01 -1.06 -1.14 -1.01 1.08 -1.23 -1.15 -1.35 -1.09 -1.34 -1.48
EIF1AX /// LOeukaryotic translation initiatchrXp22.12  translation Translation_Factors // GenMAPP 1.25 1.11 1.01 1.05 -1.08 1.12 -1.34 -1.18 -1.36 -1.28 -1.35 -1.43
EIF1B eukaryotic translation initiatchr3p22.1  regulation of translational initiation --- -1.04 1.07 -1.01 -1.69 1.60 1.40 -2.25 1.13 3.14 2.50 -1.42 -5.12
EIF2AK1 eukaryotic translation initiatchr7p22  translation Translation_Factors // GenMAPP 1.00 -1.09 -1.00 1.09 1.07 1.17 1.08 -1.06 -2.17 -2.03 -2.22 -2.28
EIF2AK2 eukaryotic translation initiatchr2p22-p21  activation of MAPKK activity Translation_Factors // GenMAPP -1.00 1.16 1.05 -1.16 1.11 1.10 1.23 1.02 -1.19 -1.33 -1.11 -1.60
EIF2AK2 eukaryotic translation initiatchr2p22-p21  activation of MAPKK activity Translation_Factors // GenMAPP 1.01 1.03 1.03 -1.00 -1.02 1.15 -1.16 -1.05 -1.29 -1.06 -1.33 -1.45
EIF2AK4 eukaryotic translation initiatchr15q15.1  regulation of translational initiation --- 1.19 1.22 1.02 -1.09 -1.01 1.16 1.31 1.12 1.83 2.00 1.18 -1.00
EIF2AK4 eukaryotic translation initiatchr15q15.1  regulation of translational initiation --- 1.13 1.07 1.11 1.10 -1.12 1.07 -1.08 -1.02 -1.54 -1.21 -1.46 -1.57
EIF2B2 eukaryotic translation initiatchr14q24.3  ovarian follicle development Translation_Factors // GenMAPP -1.10 -1.05 -1.00 1.06 1.01 -1.09 1.15 1.07 1.26 1.20 1.24 1.28
EIF2B5 eukaryotic translation initiatchr3q27.1  ovarian follicle development Translation_Factors // GenMAPP 1.04 -1.10 1.25 1.01 -1.03 -1.05 -1.02 1.09 1.14 1.03 1.79 1.84
EIF2B5 eukaryotic translation initiatchr3q27.1  ovarian follicle development Translation_Factors // GenMAPP -1.08 -1.06 -1.01 1.05 -1.01 -1.08 1.02 1.10 -1.20 -1.22 -1.39 -1.20
EIF2S1 eukaryotic translation initiatchr14q23.3  translation Translation_Factors // GenMAPP -1.03 1.04 -1.07 -1.02 -1.07 -1.06 1.02 -1.03 1.15 1.07 1.17 1.10
EIF2S2 eukaryotic translation initiatchr20q11.2  in utero embryonic development Translation_Factors // GenMAPP -1.02 -1.02 -1.10 -1.03 1.04 1.02 1.01 1.02 1.22 1.06 1.30 1.40
EIF2S2 eukaryotic translation initiatchr20q11.2  in utero embryonic development Translation_Factors // GenMAPP -1.03 1.01 1.03 -1.03 1.07 -1.06 1.12 1.00 1.31 1.15 1.28 1.27
EIF2S3 eukaryotic translation initiatchrXp22.2-p22.1  GTP catabolic process Translation_Factors // GenMAPP -1.04 1.07 -1.00 -1.00 -1.01 -1.01 1.06 -1.08 1.06 -1.00 -1.18 -1.26
EIF3A eukaryotic translation initiatchr10q26  formation of translation preinitiation comTranslation_Factors // GenMAPP 1.15 1.15 1.11 1.06 -1.03 1.05 -1.01 1.02 -1.38 -1.27 -1.07 -1.25
EIF3A eukaryotic translation initiatchr10q26  formation of translation preinitiation comTranslation_Factors // GenMAPP 1.05 1.12 -1.14 -1.06 -1.08 1.01 -1.05 -1.06 -1.07 -1.05 -1.04 -1.20
EIF3B eukaryotic translation initiatchr7p22.3  formation of translation preinitiation comTranslation_Factors // GenMAPP -1.05 -1.08 1.13 1.07 1.25 1.05 1.08 1.01 1.31 1.11 1.11 1.16
EIF3C /// EIF3eukaryotic translation initiatchr16p11.2  formation of translation preinitiation comTranslation_Factors // GenMAPP -1.06 -1.05 -1.01 1.07 -1.01 -1.06 1.17 1.12 1.18 1.01 -1.27 -1.15
EIF3C /// EIF3eukaryotic translation initiatchr16p11.2  formation of translation preinitiation comTranslation_Factors // GenMAPP -1.10 -1.05 -1.01 1.07 -1.06 -1.12 1.16 1.17 1.19 1.03 -1.32 -1.16
EIF3C /// EIF3eukaryotic translation initiatchr16p11.2  formation of translation preinitiation comTranslation_Factors // GenMAPP -1.06 -1.04 -1.01 1.07 -1.00 -1.13 1.17 1.19 1.30 1.03 -1.24 -1.16
EIF3D eukaryotic translation initiatchr22q13.1  formation of translation preinitiation comTranslation_Factors // GenMAPP -1.07 -1.09 -1.03 -1.00 -1.02 -1.05 1.15 1.12 1.33 1.18 1.14 1.24
EIF3E eukaryotic translation initiatchr8q22-q23  nuclear-transcribed mRNA catabolic procTranslation_Factors // GenMAPP -1.05 1.03 -1.00 1.00 -1.03 -1.02 1.14 1.05 1.21 1.08 1.04 1.03
EIF3E eukaryotic translation initiatchr8q22-q23  nuclear-transcribed mRNA catabolic procTranslation_Factors // GenMAPP 1.13 1.14 1.32 1.43 1.03 1.18 -1.06 1.10 1.18 1.43 -1.09 -1.02
EIF3F eukaryotic translation initiatchr11p15.4  formation of translation preinitiation comTranslation_Factors // GenMAPP 1.69 -1.24 -1.93 2.19 1.00 2.47 1.87 1.25 13.29 2.79 6.80 1.40
EIF3F eukaryotic translation initiatchr11p15.4  formation of translation preinitiation comTranslation_Factors // GenMAPP 1.21 1.16 1.10 1.01 1.10 1.27 -1.09 1.11 -5.02 -4.28 -4.57 -5.60
EIF3H eukaryotic translation initiatchr8q24.11  formation of translation preinitiation comTranslation_Factors // GenMAPP 1.50 1.03 -1.05 1.07 -1.63 -1.25 -1.29 -1.15 -2.36 -1.95 -3.17 -3.79
EIF3I eukaryotic translation initiatchr1p34.1  formation of translation preinitiation comTranslation_Factors // GenMAPP -1.07 -1.14 -1.05 -1.00 1.09 1.02 1.09 1.03 1.42 1.26 1.12 1.17
EIF3J eukaryotic translation initiatchr15q21.1  formation of translation preinitiation comTranslation_Factors // GenMAPP -1.03 1.04 -1.03 -1.00 -1.01 -1.01 -1.03 -1.15 -1.08 -1.14 1.02 1.03
EIF3J-AS1 EIF3J antisense RNA 1 (heachr15q21.1 0 --- 1.06 -1.11 1.00 1.06 1.24 1.33 -1.18 1.06 1.11 1.12 1.32 1.50
EIF3L eukaryotic translation initiatchr22q  formation of translation preinitiation com--- -1.07 -1.01 -1.04 1.06 -1.05 -1.10 1.12 1.09 1.22 1.05 -1.13 -1.11
EIF3LP3 /// E eukaryotic translation initiat--- 0 --- -1.04 1.15 -1.09 1.05 -1.39 -1.16 -1.26 -1.20 -1.06 1.02 -1.50 -1.37
EIF3M eukaryotic translation initiatchr11p13  formation of translation preinitiation com--- -1.20 1.11 1.23 -1.24 1.01 1.25 -2.11 -1.11 -1.70 -2.06 -2.33 -1.61
EIF3M eukaryotic translation initiatchr11p13  formation of translation preinitiation com--- 1.04 1.12 -1.09 1.00 -1.12 -1.05 1.04 -1.04 -1.02 1.05 -1.03 -1.03
EIF4A2 /// MIeukaryotic translation initiatchr3q27 /// chr3q27. nuclear-transcribed mRNA catabolic procTranslation_Factors // GenMAPP 1.02 1.05 1.03 1.06 1.04 1.05 1.30 1.03 1.29 1.12 1.26 1.01
EIF4A3 eukaryotic translation initiatchr17q25.3  nuclear-transcribed mRNA catabolic proc--- -1.07 -1.03 -1.06 -1.11 -1.09 -1.07 -1.01 1.04 1.12 1.20 -1.05 1.07
EIF4E eukaryotic translation initiatchr4q21-q25  G1 Hypertrophy_model // GenMAPP /// Transla 1.00 1.23 1.75 1.10 1.31 1.40 -1.32 1.13 -2.04 -1.94 -2.00 -2.66
EIF4E2 eukaryotic translation initiatchr2q37.1  in utero embryonic development --- 1.23 1.49 1.12 1.20 1.13 -1.10 1.13 -1.12 -1.35 -1.19 -1.72 -1.88
EIF4E2 eukaryotic translation initiatchr2q37.1  in utero embryonic development --- -1.00 1.04 1.15 1.15 1.05 1.05 -1.36 -1.08 -1.41 -1.35 1.07 1.10
EIF4E2 eukaryotic translation initiatchr2q37.1  in utero embryonic development --- 1.03 -1.05 1.10 1.20 -1.00 -1.04 1.21 1.19 1.52 1.23 1.25 1.32
EIF4E2 eukaryotic translation initiatchr2q37.1  in utero embryonic development --- -1.04 1.00 -1.07 1.00 1.08 -1.08 1.14 1.19 1.62 1.27 1.38 1.49
EIF4E3 eukaryotic translation initiatchr3p14  translation --- 1.04 1.00 -1.08 1.03 1.03 -1.04 -1.33 1.04 -2.38 -1.62 -1.37 -1.28
EIF4EBP1 eukaryotic translation initiatchr8p12  G1 Hypertrophy_model // GenMAPP /// Transla -1.05 -1.08 -1.07 1.03 1.01 -1.02 1.13 1.08 1.46 1.31 1.25 1.37
EIF4EBP2 eukaryotic translation initiatchr10q21-q22  translation Translation_Factors // GenMAPP -1.04 -1.01 -1.02 -1.04 -1.13 1.11 -1.68 -1.27 -2.62 -1.87 -3.93 -2.98
EIF4EBP2 eukaryotic translation initiatchr10q21-q22  translation Translation_Factors // GenMAPP -1.04 -1.02 1.10 -1.02 1.09 -1.01 -1.16 -1.02 -1.59 -1.41 -1.94 -1.79
EIF4EBP2 eukaryotic translation initiatchr10q21-q22  translation Translation_Factors // GenMAPP -1.27 1.00 1.23 1.43 1.08 1.06 -1.02 1.36 -2.48 -2.05 -2.36 -1.98
EIF4EBP2 eukaryotic translation initiatchr10q21-q22  translation Translation_Factors // GenMAPP -1.08 -1.06 -1.00 -1.10 1.08 -1.07 -1.19 -1.06 -1.76 -1.70 -1.75 -1.97
EIF4ENIF1 eukaryotic translation initiatchr22q11.2  translational initiation --- 1.15 -1.13 1.43 1.61 -1.13 1.33 -2.28 1.12 -1.84 -5.44 -1.83 -1.83
EIF4G2 eukaryotic translation initiatchr11p15  translation Circadian_Exercise // GenMAPP 1.01 1.07 -1.06 1.02 -1.12 -1.00 -1.09 -1.13 -1.08 -1.02 -1.18 -1.21
EIF4G3 eukaryotic translation initiatchr1p36.12  positive regulation of protein phosphoryl Translation_Factors // GenMAPP 1.47 1.50 -1.00 1.35 -1.25 1.12 2.31 1.71 4.97 5.42 3.40 4.03
EIF4G3 eukaryotic translation initiatchr1p36.12  positive regulation of protein phosphoryl Translation_Factors // GenMAPP -1.20 -1.20 1.03 1.07 1.14 1.05 -1.01 1.01 -1.20 -1.10 -1.18 -1.08
EIF4G3 eukaryotic translation initiatchr1p36.12  positive regulation of protein phosphoryl Translation_Factors // GenMAPP -1.03 -1.08 -1.22 -1.02 -1.15 -1.03 -1.15 -1.02 -1.12 -1.02 -1.18 -1.24
EIF4H eukaryotic translation initiatchr7q11.23  translation Translation_Factors // GenMAPP -1.07 -1.03 -1.05 -1.06 -1.05 -1.02 1.04 1.00 1.35 1.29 1.08 1.16
EIF5 eukaryotic translation initiatchr14q32.32  GTP catabolic process Translation_Factors // GenMAPP -1.02 1.07 -1.04 -1.02 1.03 1.02 -1.14 -1.14 -1.70 -1.87 -1.26 -1.36
EIF5 eukaryotic translation initiatchr14q32.32  GTP catabolic process Translation_Factors // GenMAPP -1.04 -1.01 -1.01 -1.03 1.01 -1.15 -1.23 -1.21 -1.64 -2.19 -1.03 -1.13
EIF5 eukaryotic translation initiatchr14q32.32  GTP catabolic process Translation_Factors // GenMAPP -1.11 -1.06 -1.02 -1.02 1.04 -1.06 -1.15 -1.06 -1.73 -2.21 -1.07 -1.06
EIF5 eukaryotic translation initiatchr14q32.32  GTP catabolic process Translation_Factors // GenMAPP -1.04 1.04 1.00 1.01 1.32 1.04 -1.86 -1.52 -2.10 -2.33 -2.06 -1.90
EIF5 eukaryotic translation initiatchr14q32.32  GTP catabolic process Translation_Factors // GenMAPP -1.12 -1.06 -1.01 -1.01 1.02 1.01 -1.18 -1.13 -1.94 -2.33 -1.30 -1.30
EIF5A eukaryotic translation initiatchr17p13-p12  mRNA export from nucleus Translation_Factors // GenMAPP 1.28 1.13 1.04 -1.06 1.07 1.07 1.02 -1.14 1.15 -1.04 -1.13 -1.30
EIF5A eukaryotic translation initiatchr17p13-p12  mRNA export from nucleus Translation_Factors // GenMAPP 1.14 1.11 -1.05 -1.13 1.16 1.11 1.04 -1.11 1.08 1.02 -1.18 -1.28
EIF5A2 eukaryotic translation initiatchr3q26.2  translation --- 1.20 1.05 1.29 -1.15 1.15 1.30 1.07 -1.33 2.11 2.05 1.56 1.33
EIF5A2 eukaryotic translation initiatchr3q26.2  translation --- 1.22 -1.01 1.03 1.08 1.08 1.12 -1.44 -1.13 1.18 1.05 1.26 1.05
EIF5B eukaryotic translation initiatchr2q11.2  GTP catabolic process Translation_Factors // GenMAPP -1.01 1.02 1.08 1.05 1.01 -1.03 1.06 1.07 1.01 1.09 1.13 1.15
EIF5B eukaryotic translation initiatchr2q11.2  GTP catabolic process Translation_Factors // GenMAPP 1.11 1.08 -1.02 1.02 -1.15 -1.07 -1.21 -1.05 -1.32 -1.33 -1.26 -1.41
EIF5B eukaryotic translation initiatchr2q11.2  GTP catabolic process Translation_Factors // GenMAPP -1.25 -1.05 1.14 1.10 -1.08 -1.28 1.02 1.29 1.35 1.20 1.19 1.43
ELAC1 elaC ribonuclease Z 1 chr18q21  tRNA processing --- 1.05 1.09 -1.09 -1.27 1.18 -1.27 -2.13 1.03 -3.81 -3.66 -4.87 -3.23
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ELAC1 elaC ribonuclease Z 1 chr18q21  tRNA processing --- 1.23 1.07 1.26 1.45 1.18 1.04 -1.38 -1.18 -2.87 -2.90 -4.23 -6.72
ELANE elastase, neutrophil expressechr19p13.3  response to yeast --- 5.20 3.01 -1.40 -2.94 -10.48 -3.03 1.10 -1.77 3.35 2.88 -1.17 -1.07
ELAVL1 ELAV (embryonic lethal, abchr19p13.2  regulation of translation --- 1.01 1.00 1.05 -1.01 1.01 1.02 1.09 -1.04 1.29 1.15 1.60 1.45
ELAVL1 ELAV (embryonic lethal, abchr19p13.2  regulation of translation --- -1.16 -1.23 1.09 1.23 1.22 1.17 -1.10 1.21 1.51 1.18 1.93 2.29
ELF2 E74-like factor 2 (ets domaichr4q28  transcription, DNA-dependent --- 1.28 1.21 1.04 -1.00 -1.23 -1.02 -1.11 1.08 -1.43 -1.10 -1.42 -1.59
ELF2 E74-like factor 2 (ets domaichr4q28  transcription, DNA-dependent --- 1.01 -1.35 1.05 -1.08 1.15 1.22 -1.27 -1.22 -3.36 -2.71 -2.04 -1.94
ELF3 E74-like factor 3 (ets domaichr1q32.2  blastocyst development --- -1.10 -1.07 1.03 1.15 -1.04 1.01 -1.08 1.15 -2.73 -2.08 -1.80 -1.59
ELF3 E74-like factor 3 (ets domaichr1q32.2  blastocyst development --- -1.03 -1.02 -1.13 1.02 -1.04 -1.04 -1.47 -1.08 -4.63 -2.72 -3.71 -3.38
ELF3 E74-like factor 3 (ets domaichr1q32.2  blastocyst development --- 1.07 1.11 -1.03 1.08 -1.06 -1.06 -1.20 -1.07 -2.08 -1.23 -1.27 -1.24
ELF4 E74-like factor 4 (ets domaichrXq26  natural killer cell proliferation --- 1.09 1.09 -1.00 1.02 -1.04 -1.01 1.07 1.05 -1.08 -1.10 -1.13 -1.12
ELFN2 extracellular leucine-rich repchr22q13.1  negative regulation of phosphatase activit--- -1.19 -1.16 1.16 1.24 -1.20 -1.05 1.03 1.26 1.19 1.27 1.69 1.88
ELK2AP ELK2A, member of ETS onchr14q32.3 0 --- -1.23 -1.02 -1.32 -1.26 1.04 1.24 -1.31 -1.11 -1.31 1.12 -1.04 1.05
ELK3 ELK3, ETS-domain protein chr12q23  angiogenesis --- 1.13 1.22 -1.01 -1.16 -1.26 -1.05 1.06 1.09 1.27 1.25 -1.08 -1.19
ELK4 ELK4, ETS-domain protein chr1q32  negative regulation of transcription from --- 1.22 1.09 1.04 -1.32 1.04 1.04 -1.08 1.02 -1.22 -1.48 1.48 -1.10
ELK4 ELK4, ETS-domain protein chr1q32  negative regulation of transcription from --- -1.11 -1.10 1.23 -1.07 1.50 1.57 1.22 1.08 -1.12 -1.15 1.16 1.13
ELK4 ELK4, ETS-domain protein chr1q32  negative regulation of transcription from --- 1.07 -1.13 1.10 1.53 1.19 1.29 -1.07 1.32 1.53 1.39 1.28 1.47
ELK4 ELK4, ETS-domain protein chr1q32  negative regulation of transcription from --- -1.01 -1.02 1.05 1.02 1.16 1.04 1.04 -1.00 -1.16 -1.27 -1.14 -1.22
ELK4 ELK4, ETS-domain protein chr1q32  negative regulation of transcription from --- -1.24 -1.15 -1.01 -1.12 1.33 1.41 -1.38 -1.01 -1.93 -1.20 -1.59 -2.10
ELL elongation factor RNA polychr19p13.1  in utero embryonic development --- 1.15 -1.11 -1.38 -1.11 -1.09 1.20 1.15 -1.21 1.26 -1.47 2.90 2.30
ELL elongation factor RNA polychr19p13.1  in utero embryonic development --- -1.27 1.01 1.22 1.24 -1.09 1.11 1.27 1.13 1.12 -1.06 1.56 1.58
ELL elongation factor RNA polychr19p13.1  in utero embryonic development --- 1.41 -1.11 1.12 -1.31 1.09 -1.27 -1.10 1.18 1.81 2.15 3.31 2.59
ELL2 elongation factor, RNA polychr5q15  transcription, DNA-dependent --- -1.06 -1.14 1.10 -1.00 1.06 1.08 1.78 1.06 3.36 2.74 3.53 2.92
ELL2 elongation factor, RNA polychr5q15  transcription, DNA-dependent --- -1.08 1.04 1.04 1.06 1.15 1.15 1.18 1.01 1.43 1.83 1.70 1.81
ELL2 elongation factor, RNA polychr5q15  transcription, DNA-dependent --- 1.16 1.17 1.19 -1.08 -1.22 -1.04 -1.10 -1.02 1.60 1.68 1.32 1.24
ELL2P3 /// ELelongation factor, RNA poly--- 0 --- 1.79 -1.05 -2.11 -1.44 -1.96 -3.13 6.85 2.02 3.35 1.78 -1.76 5.17
ELMOD2 ELMO/CED-12 domain conchr4q31.1  phagocytosis --- 1.04 -1.08 1.10 1.12 1.06 1.01 -1.21 -1.06 -1.39 -1.32 -1.10 -1.12
ELMOD2 ELMO/CED-12 domain conchr4q31.1  phagocytosis --- 1.18 -1.30 -1.29 -1.14 1.18 1.33 -1.18 -1.18 -1.10 -1.06 1.54 1.56
ELOVL1 ELOVL fatty acid elongase chr1p34.2  lipid metabolic process --- -1.09 -1.15 -1.02 -1.01 1.00 1.01 -1.12 -1.07 1.19 1.23 1.30 1.50
ELOVL1 ELOVL fatty acid elongase chr1p34.2  lipid metabolic process --- -1.05 -1.07 -1.02 1.02 1.04 -1.02 1.04 1.00 1.40 1.24 1.29 1.40
ELOVL3 ELOVL fatty acid elongase chr10q24.32  lipid metabolic process --- -1.42 -1.40 1.47 -5.56 -4.03 -1.29 1.46 3.03 2.46 2.04 2.61 2.85
ELOVL5 ELOVL fatty acid elongase chr6p21.1-p12.1  lipid metabolic process --- 1.20 1.12 1.12 1.17 -1.10 -1.21 1.58 1.38 1.84 1.42 3.19 2.79
ELOVL5 ELOVL fatty acid elongase chr6p21.1-p12.1  lipid metabolic process --- 1.06 1.05 -1.02 1.04 -1.01 1.12 -1.13 -1.14 1.04 1.21 1.16 1.16
ELOVL6 ELOVL fatty acid elongase chr4q25  lipid metabolic process --- -1.05 -1.02 -1.07 -1.02 -1.16 -1.08 -1.06 -1.01 -1.11 -1.10 1.04 1.00
ELOVL6 ELOVL fatty acid elongase chr4q25  lipid metabolic process --- 1.18 1.08 1.03 -1.07 1.02 -1.05 -1.29 -1.09 -1.09 1.05 -1.16 -1.09
ELOVL6 ELOVL fatty acid elongase chr4q25  lipid metabolic process --- 1.13 1.35 1.09 1.02 -1.05 -1.02 -1.25 -1.18 -1.41 -1.44 -1.07 -1.09
ELOVL7 ELOVL fatty acid elongase chr5q12.1  lipid metabolic process --- 1.40 1.30 -1.06 -1.20 1.03 1.22 -1.21 1.01 -1.06 -1.09 1.19 -1.01
ELP2 elongator acetyltransferase cchr18q12.2  transcription, DNA-dependent --- -1.22 -1.16 -1.00 -1.00 1.02 1.05 1.13 -1.03 -1.30 -1.25 -1.03 1.09
ELP2 elongator acetyltransferase cchr18q12.2  transcription, DNA-dependent --- -1.00 -1.16 -1.04 1.08 1.02 -1.10 1.31 1.14 1.34 1.34 1.60 1.87
ELP2 elongator acetyltransferase cchr18q12.2  transcription, DNA-dependent --- -1.26 -1.42 -1.08 -1.09 -1.03 -1.10 -1.52 -1.45 -1.65 -1.41 -1.06 1.15
ELP3 elongator acetyltransferase cchr8p21.1  transcription, DNA-dependent --- 1.02 1.04 -1.08 -1.09 -1.08 -1.06 -1.01 1.05 -1.24 -1.10 1.02 1.07
ELP3 elongator acetyltransferase cchr8p21.1  transcription, DNA-dependent --- 1.00 1.08 -1.07 -1.14 1.04 -1.11 1.11 -1.01 -1.12 -1.13 1.35 1.30
ELP4 elongator acetyltransferase cchr11p13  transcription, DNA-dependent --- 1.08 1.08 -1.01 -1.08 1.04 -1.02 1.09 -1.09 1.11 1.07 1.14 1.04
ELP5 elongator acetyltransferase cchr17p13.1  transcription, DNA-dependent --- -1.19 -1.18 -1.02 -1.14 1.17 1.04 -1.03 -1.12 1.22 1.13 1.23 1.34
ELP5 elongator acetyltransferase cchr17p13.1  transcription, DNA-dependent --- -1.13 -1.19 1.19 -1.00 1.14 1.11 -1.17 -1.20 1.02 1.09 1.29 1.36
ELP6 elongator acetyltransferase cchr3p21.31  transcription, DNA-dependent --- -1.14 -1.07 1.01 1.02 1.14 1.06 -1.06 -1.05 -1.57 -1.38 -1.53 -1.46
ELP6 elongator acetyltransferase cchr3p21.31  transcription, DNA-dependent --- -1.03 -1.03 -1.04 1.08 1.07 -1.08 -1.01 1.18 -1.67 -2.06 -1.98 -2.18
ELTD1 EGF, latrophilin and seven tchr1p33-p32  signal transduction GPCRDB_Class_B_Secretin-like // GenMAP 1.27 1.17 -1.05 1.01 -2.51 -1.17 -1.66 -1.39 -4.56 -3.59 -7.35 -6.41
EMB embigin chr5q11.1  cell adhesion --- 1.17 1.21 1.01 -1.04 -1.04 1.02 -1.17 -1.09 -1.67 -1.53 -2.04 -2.50
EMC1 ER membrane protein compchr1p36.13 0 --- -1.07 -1.14 1.04 1.10 1.03 -1.01 1.14 1.12 -1.22 -1.13 -1.41 -1.39
EMC1 ER membrane protein compchr1p36.13 0 --- 1.12 1.09 1.04 -1.14 1.07 1.06 1.03 1.05 -1.58 -1.38 -1.53 -1.75
EMC1 ER membrane protein compchr1p36.13 0 --- 1.06 1.15 1.09 -1.23 -1.10 -1.02 -1.26 -1.14 -1.50 -1.19 -1.83 -1.80
EMC2 ER membrane protein compchr8q23.1 0 --- 1.04 -1.05 1.03 1.15 1.12 1.17 -1.02 -1.05 1.06 1.22 1.33 1.37
EMC3 ER membrane protein compchr3p25.3 0 --- -1.12 -1.04 -1.02 1.01 1.18 -1.01 -1.02 1.01 1.13 1.13 1.09 1.22
EMC3 ER membrane protein compchr3p25.3 0 --- -1.07 -1.04 1.11 1.10 1.12 -1.13 1.02 1.04 -1.29 -1.48 -1.47 -1.61
EMC7 ER membrane protein compchr15q14 0 --- 1.03 -1.04 -1.03 1.00 -1.03 1.02 -1.06 -1.06 1.18 1.33 1.41 1.55
EMC7 ER membrane protein compchr15q14 0 --- -1.05 -1.02 1.00 1.02 -1.00 -1.05 1.18 1.07 1.57 1.27 1.28 1.30
EMC8 ER membrane protein compchr16q24 0 --- -1.03 1.04 1.09 1.01 1.10 1.06 -1.12 -1.05 -1.12 -1.34 -1.30 -1.18
EMC8 ER membrane protein compchr16q24 0 --- 1.00 -1.00 -1.03 1.09 -1.05 -1.21 1.04 1.08 1.48 1.22 1.42 1.59
EMC8 ER membrane protein compchr16q24 0 --- -1.03 -1.09 -1.02 1.10 -1.06 -1.06 -1.00 1.02 1.57 1.29 1.35 1.57
EMC9 ER membrane protein compchr14q11.2 0 --- -1.07 -1.11 1.06 1.01 1.15 -1.04 1.06 1.00 1.21 1.14 1.12 1.17
EMD emerin chrXq28  mitotic cell cycle --- -1.16 -1.26 -1.06 -1.08 -1.08 1.16 -1.15 1.10 1.31 1.42 1.05 1.06
EME1 essential meiotic endonucle chr17q21.33  DNA metabolic process --- 1.02 1.02 -1.03 1.06 1.01 1.01 1.02 -1.02 1.47 1.23 1.24 1.24
EME2 essential meiotic endonucle chr16p13.3  DNA metabolic process --- 1.07 -1.10 -1.11 1.29 -1.11 -1.14 -1.44 -1.12 -2.51 -1.88 -3.08 -2.21
EME2 essential meiotic endonucle chr16p13.3  DNA metabolic process --- -1.12 -1.04 1.06 1.39 1.15 1.11 1.14 1.12 -2.48 -2.64 -2.14 -1.92
EME2 essential meiotic endonucle chr16p13.3  DNA metabolic process --- 1.10 1.10 1.05 1.33 -1.16 -1.13 -1.05 -1.06 -1.69 -1.17 -2.06 -1.50
EMG1 EMG1 N1-specific pseudouchr12p13.3  rRNA processing --- 1.03 1.09 -1.00 -1.05 -1.01 -1.11 1.14 -1.03 1.30 1.14 1.07 -1.11
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EMILIN3 elastin microfibril interfacerchr20q12 0 --- -1.38 -1.22 -1.01 1.36 1.09 -1.25 -1.23 -1.07 1.15 1.02 -1.71 -1.17
EML1 echinoderm microtubule asschr14q32 0 --- 1.16 1.22 1.10 1.16 1.18 -1.20 -1.27 1.02 -2.46 -1.18 -2.71 -2.21
EML2 echinoderm microtubule asschr19q13.32  visual perception --- 1.11 1.19 -1.02 1.09 1.27 1.10 1.00 -1.27 2.20 1.99 1.88 1.93
EML2 echinoderm microtubule asschr19q13.32  visual perception --- -1.01 -1.15 1.37 1.38 1.10 1.09 1.39 1.02 2.70 2.14 2.48 2.27
EML2 echinoderm microtubule asschr19q13.32  visual perception --- -1.05 -1.17 1.46 1.15 4.55 5.14 1.30 -2.14 1.85 2.06 1.89 1.88
EML4 echinoderm microtubule asschr2p21  microtubule-based process --- 1.13 1.14 -1.13 -1.82 -1.11 -1.17 1.07 1.13 1.20 -1.26 1.39 -1.07
EML4 echinoderm microtubule asschr2p21  microtubule-based process --- 1.01 1.02 1.03 1.06 1.05 1.16 -1.03 -1.05 -1.04 -1.11 -1.11 -1.15
EML5 echinoderm microtubule asschr14q31.3 0 --- 1.33 1.25 1.03 -1.01 -1.25 -1.14 -1.16 -1.08 -1.87 -1.37 -3.36 -2.17
EML5 echinoderm microtubule asschr14q31.3  metabolic process --- -1.09 1.09 1.01 1.08 1.01 -1.12 -1.14 -1.16 -3.25 -2.40 -2.76 -2.37
EML6 echinoderm microtubule asschr2p16.1 0 --- -1.08 -1.26 1.10 1.06 -1.16 -1.08 1.05 1.38 1.27 1.19 -2.20 -1.87
EML6 echinoderm microtubule asschr2p16.1 0 --- -1.52 -1.19 1.22 1.43 -1.02 -1.20 -1.68 -1.31 -5.26 -2.54 -2.91 -4.28
EMP1 epithelial membrane proteinchr12p12.3  multicellular organismal development --- -1.03 -1.13 -1.14 -1.11 -1.26 -1.11 -1.02 1.25 1.88 1.55 1.21 1.23
EMP2 epithelial membrane proteinchr16p13.2  positive regulation of cell-matrix adhesio --- -1.00 -1.02 1.02 1.03 1.10 1.02 -1.06 -1.00 -1.26 -1.14 -1.07 1.01
EMP2 epithelial membrane proteinchr16p13.2  positive regulation of cell-matrix adhesio --- -1.01 1.07 -1.03 -1.09 -1.02 -1.02 -1.15 -1.01 -1.34 -1.19 -1.11 -1.07
EMP3 epithelial membrane proteinchr19q13.3  negative regulation of cell proliferation --- -1.04 1.07 -1.01 1.03 1.04 -1.20 1.26 1.12 1.91 1.18 1.49 1.32
EMR2 egf-like module containing, chr19p13.1  inflammatory response GPCRDB_Class_B_Secretin-like // GenMAP 1.04 -1.20 -1.22 -1.38 1.12 -1.07 -1.48 1.15 1.28 1.49 1.68 1.81
EMR2 egf-like module containing, chr19p13.1  inflammatory response GPCRDB_Class_B_Secretin-like // GenMAP 1.05 1.30 -1.01 -1.19 -1.17 -1.19 1.56 1.08 1.47 1.10 1.04 1.31
ENAH enabled homolog (Drosophichr1q42.12  neural tube closure --- -1.13 -1.08 1.23 1.39 -1.37 -1.07 2.47 1.63 3.80 2.44 1.60 1.25
ENAH enabled homolog (Drosophichr1q42.12  neural tube closure --- -1.03 -1.08 1.05 -1.14 1.12 1.15 -1.40 -1.10 -1.01 1.05 -1.12 -1.08
ENAM enamelin chr4q13.3  bone mineralization --- -7.38 1.09 1.02 -1.05 1.72 -2.90 -1.26 1.93 -2.00 -1.48 -3.59 6.74
ENC1 ectodermal-neural cortex 1 chr5q13  multicellular organismal development --- 1.21 1.22 1.12 -1.13 -1.01 1.07 -1.07 1.08 1.51 1.24 1.02 -1.13
ENDOV endonuclease V chr17q25.3  DNA repair --- -1.20 -1.20 1.06 1.36 -1.18 1.11 -1.05 1.07 1.14 -1.23 1.82 1.60
ENG endoglin chr9q34.11  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP 1.13 1.04 1.22 1.06 -1.14 -1.84 -1.39 -2.74 -2.50 -1.70 1.56 -1.07
ENKD1 enkurin domain containing chr16q22.1 0 --- -1.03 -1.06 -1.01 -1.09 -1.01 -1.05 1.06 1.16 -1.13 -1.09 -1.28 -1.16
ENO1 enolase 1, (alpha) chr1p36.2  negative regulation of transcription from Glycolysis_and_Gluconeogenesis // GenMA -1.06 -1.02 -1.01 -1.00 1.03 -1.02 1.14 1.01 1.44 1.21 1.23 1.29
ENO1 enolase 1, (alpha) chr1p36.2  negative regulation of transcription from Glycolysis_and_Gluconeogenesis // GenMA -1.06 -1.01 -1.05 -1.02 -1.06 -1.09 1.15 1.04 1.40 1.16 1.19 1.21
ENO1 enolase 1, (alpha) chr1p36.2  negative regulation of transcription from Glycolysis_and_Gluconeogenesis // GenMA -1.08 -1.06 -1.03 -1.12 1.09 -1.00 1.08 -1.05 1.31 1.33 1.38 1.61
ENO2 enolase 2 (gamma, neuronalchr12p13  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.17 -1.08 1.09 -1.07 1.24 1.08 1.10 -1.02 1.67 1.85 1.83 2.38
ENOSF1 enolase superfamily membechr18p11.32  metabolic process --- -1.08 -1.00 1.36 1.79 1.22 1.35 1.76 1.95 -2.73 -1.59 -1.91 -1.89
ENOSF1 enolase superfamily membechr18p11.32  metabolic process --- -1.09 -1.13 1.11 1.16 1.10 -1.05 1.19 1.30 -1.60 -1.61 -2.16 -1.79
ENOSF1 enolase superfamily membechr18p11.32  metabolic process --- -1.05 1.05 -1.07 -1.01 -1.06 -1.05 -1.05 1.04 -1.17 -1.05 -1.71 -1.58
ENOSF1 enolase superfamily membechr18p11.32  metabolic process --- 1.02 -1.01 -1.01 -1.03 1.08 -1.08 1.08 -1.05 -1.25 -1.09 -1.88 -1.88
ENOX2 ecto-NOX disulfide-thiol exchrXq25  ultradian rhythm --- -1.08 -1.11 -1.04 -1.09 1.07 1.02 -1.06 -1.05 -1.47 -1.63 -1.35 -1.53
ENOX2 ecto-NOX disulfide-thiol exchrXq25  ultradian rhythm --- -1.09 -1.13 -1.00 1.05 1.17 1.04 -1.04 -1.11 -1.61 -1.82 -1.45 -1.50
ENPEP glutamyl aminopeptidase (a chr4q25  angiogenesis --- -1.13 1.15 -1.61 3.02 -1.41 2.73 -5.99 -7.35 -5.94 -6.86 -1.59 1.51
ENPP1 ectonucleotide pyrophosphachr6q22-q23  generation of precursor metabolites and e--- 1.00 1.14 -1.08 -1.14 -1.34 -1.18 -1.23 -1.06 -2.45 -1.80 -2.31 -3.34
ENSA endosulfine alpha chr1q21.3  G2 --- 1.10 -1.01 1.01 1.02 1.11 1.04 1.20 1.24 2.59 2.26 1.75 1.53
ENSA endosulfine alpha chr1q21.3  G2 --- -1.03 -1.05 -1.02 1.03 1.01 1.05 1.02 1.00 -1.01 -1.01 -1.11 -1.09
ENTHD1 ENTH domain containing 1 chr22q13.1  intracellular protein transport --- -1.27 -1.55 1.44 -1.14 -1.98 -3.40 1.01 1.44 2.07 -3.57 1.70 1.19
ENTPD1-AS1ENTPD1 antisense RNA 1 chr10q24.1 0 --- -1.04 -1.21 -1.14 -1.05 1.18 1.06 -1.27 1.03 -1.10 -1.29 1.16 1.16
ENTPD2 ectonucleoside triphosphate chr9q34  G-protein coupled receptor signaling path--- -1.98 1.40 -2.37 2.17 -1.41 1.46 2.38 4.67 -1.20 2.12 1.37 2.76
ENTPD3-AS1ENTPD3 antisense RNA 1 chr3p21.33 0 --- -1.22 -1.32 1.14 1.03 1.04 -1.01 -1.35 -1.19 -2.15 -1.71 -3.18 -4.09
ENTPD5 ectonucleoside triphosphate chr14q24  glycolysis --- 1.23 -1.02 1.03 1.16 1.14 1.39 -1.26 -1.11 -1.65 -1.29 -1.91 -1.60
ENTPD6 ectonucleoside triphosphate chr20p11.21  response to magnesium ion --- 1.23 1.12 1.11 1.29 1.16 -1.07 -1.04 1.13 1.15 1.15 1.12 1.44
ENTPD7 ectonucleoside triphosphate --- 0 --- 1.22 -1.07 -1.12 -1.02 1.01 1.36 -1.23 -1.07 1.96 1.81 1.52 1.20
ENY2 enhancer of yellow 2 homolchr8q23.1  transcription, DNA-dependent --- 1.03 1.13 -1.08 -1.08 -1.10 -1.14 1.03 1.03 -1.03 -1.17 1.09 -1.14
ENY2 enhancer of yellow 2 homolchr8q23.1  transcription, DNA-dependent --- -1.04 -1.07 -1.02 1.02 1.09 1.05 -1.09 1.03 -5.40 -5.04 -5.76 -6.11
ENY2 enhancer of yellow 2 homolchr8q23.1  transcription, DNA-dependent --- 1.17 1.04 1.03 1.10 -1.22 1.33 -2.02 -1.14 -3.01 -1.98 -2.57 -2.79
EOGT EGF domain-specific O-linkchr3p14.1  protein O-linked glycosylation --- 1.17 1.14 1.02 -1.04 1.28 1.26 -1.23 -1.09 -1.83 -1.39 -1.75 -1.61
EOMES eomesodermin chr3p24.1  negative regulation of transcription from --- -1.31 -1.42 1.04 1.02 1.12 1.11 -2.29 -1.35 -1.97 -2.20 -2.04 -1.51
EP300 E1A binding protein p300 chr22q13.2  negative regulation of transcription from Cell_cycle_KEGG // GenMAPP /// TGF_Bet 1.06 1.04 -1.00 1.01 -1.18 -1.02 -1.10 -1.05 -1.44 -1.33 -1.09 -1.14
EP400 E1A binding protein p400 chr12q24.33  chromatin modification --- 1.02 -1.02 1.15 1.07 1.04 1.02 -1.15 -1.19 -1.32 -1.27 -1.29 -1.35
EP400NL EP400 N-terminal like chr12q24.33 0 --- 1.12 -1.01 1.04 1.15 -1.04 -1.19 1.48 1.07 1.58 1.29 1.22 1.02
EPAS1 endothelial PAS domain prochr2p21-p16  angiogenesis --- 1.53 1.77 1.03 1.14 -2.00 -2.27 1.07 -1.45 1.46 1.13 1.22 -1.39
EPAS1 endothelial PAS domain prochr2p21-p16  angiogenesis --- 1.03 1.04 1.03 1.02 1.02 1.03 1.27 1.05 1.73 1.72 1.38 1.30
EPB41L1 erythrocyte membrane protechr20q11.2-q12  synaptic transmission --- 1.09 -1.03 1.03 1.01 1.14 1.07 1.01 1.03 -1.16 -1.11 -1.34 -1.48
EPB41L1 erythrocyte membrane protechr20q11.2-q12  synaptic transmission --- -1.06 -1.07 1.04 1.15 1.02 -1.06 1.18 1.19 1.05 -1.02 -1.52 -1.56
EPB41L1 erythrocyte membrane protechr20q11.2-q12  synaptic transmission --- 1.80 1.43 1.39 1.69 -1.12 1.11 -1.08 -1.14 2.72 1.19 1.72 2.75
EPB41L2 erythrocyte membrane protechr6q23  cortical actin cytoskeleton organization --- -1.00 1.00 1.04 1.03 1.05 1.01 1.36 1.27 1.53 1.56 1.34 1.21
EPB41L2 erythrocyte membrane protechr6q23  cortical actin cytoskeleton organization --- 1.86 1.86 -1.49 -1.55 -1.20 1.43 -1.56 -1.38 2.01 1.70 -1.52 -1.52
EPB41L3 erythrocyte membrane protechr18p11.32  protein localization to paranode region of--- -1.07 1.24 -1.30 -1.04 -1.00 -1.03 1.02 -1.13 -1.43 -1.53 -1.55 -1.31
EPB41L4A erythrocyte membrane protechr5q21.3 0 --- -1.06 -1.08 1.01 -1.00 1.06 -1.02 -1.01 1.16 -1.56 -1.47 -1.62 -1.41
EPB41L4A erythrocyte membrane protechr5q21.3 0 --- -1.16 -1.20 1.10 1.23 -1.05 -1.17 1.02 1.16 -1.79 -1.49 -1.77 -1.69
EPB41L4A erythrocyte membrane protechr5q21.3 0 --- 1.03 -1.02 -1.00 1.04 1.03 1.14 -1.12 -1.13 -1.78 -1.34 -2.11 -2.01
EPB41L4A erythrocyte membrane protechr5q21.3 0 --- 1.16 1.07 1.12 1.21 -1.16 1.01 -1.49 1.11 2.38 2.35 -1.26 -1.20
EPB41L4A-AEPB41L4A antisense RNA chr5q22.2 0 --- 1.21 1.03 1.06 1.17 1.11 1.18 -1.09 -1.09 -2.43 -2.09 -2.77 -2.10
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EPB41L4A-AEPB41L4A antisense RNA chr5q22.2 0 --- -1.00 -1.07 1.04 1.02 1.12 -1.06 1.46 1.26 1.16 -1.07 1.40 1.35
EPB41L4B erythrocyte membrane protechr9q31-q32  actomyosin structure organization --- 3.85 2.55 2.60 1.86 2.15 3.56 -2.99 1.36 3.37 2.30 -1.86 3.61
EPB41L4B erythrocyte membrane protechr9q31-q32  actomyosin structure organization --- -1.31 -1.06 1.44 2.36 -1.34 -1.09 -1.28 -1.12 -1.28 -1.37 -1.21 -1.35
EPC1 enhancer of polycomb homochr10p11  negative regulation of transcription from --- -1.09 -1.09 1.21 1.04 -1.00 -1.13 -1.02 -1.12 1.00 1.11 1.04 1.21
EPC1 enhancer of polycomb homochr10p11  negative regulation of transcription from --- 1.05 1.08 -1.03 1.04 -1.02 1.04 -1.12 -1.07 -1.11 -1.02 1.03 1.10
EPC1 enhancer of polycomb homochr10p11  negative regulation of transcription from --- -1.01 1.10 1.15 1.05 1.01 1.01 1.73 1.17 2.15 1.36 1.18 1.12
EPC2 enhancer of polycomb homochr2q23.1  DNA repair --- 1.48 1.54 -1.05 -1.19 -1.15 -1.04 -1.03 -1.01 -1.51 -1.61 -1.49 -1.87
EPCAM epithelial cell adhesion mol chr2p21  ureteric bud development --- -1.01 1.02 1.10 1.20 1.00 1.03 -1.29 -1.05 -1.29 -1.01 -1.29 -1.08
EPG5 ectopic P-granules autophagchr18q12.3  autophagy --- -1.03 -1.01 1.15 1.02 -1.10 1.01 -1.42 -1.17 -1.69 -1.51 -1.60 -1.67
EPG5 ectopic P-granules autophagchr18q12.3  autophagy --- 1.02 -1.31 1.61 1.31 -1.35 -1.12 1.17 1.46 -1.24 -1.37 -2.40 -1.54
EPHA1-AS1 EPHA1 antisense RNA 1 chr7q35 0 --- 2.49 2.26 -1.15 1.01 -1.40 -2.51 -1.05 1.10 2.07 1.69 1.01 1.22
EPHA1-AS1 EPHA1 antisense RNA 1 chr7q35 0 --- 1.09 1.08 -1.29 1.45 -1.74 -1.10 1.27 1.99 -1.04 1.43 4.03 3.47
EPHA2 EPH receptor A2 chr1p36  skeletal system development --- 1.37 1.39 1.05 -1.20 -1.26 -1.07 1.24 1.36 2.87 1.79 2.17 1.50
EPHA3 EPH receptor A3 chr3p11.2  fever generation --- 1.50 1.40 -1.12 -1.37 -1.50 -1.14 -1.15 1.04 -1.17 1.49 1.02 1.57
EPHA4 EPH receptor A4 chr2q36.1  protein phosphorylation --- 1.21 1.23 1.55 1.35 -1.10 -1.48 -1.35 -1.34 -6.53 -3.96 -6.04 -7.60
EPHA4 EPH receptor A4 chr2q36.1  protein phosphorylation --- -1.05 -1.24 -1.24 -1.30 -1.09 -1.13 -1.64 -1.25 -2.67 -1.80 -3.20 -1.67
EPHA4 EPH receptor A4 chr2q36.1  protein phosphorylation --- 1.16 1.48 -1.13 1.36 1.91 2.51 -1.54 -1.40 -39.59 -2.73 -5.00 -12.58
EPHA4 EPH receptor A4 chr2q36.1  protein phosphorylation --- 1.21 1.60 -1.25 -1.02 3.40 1.24 1.30 1.30 -2.79 -2.80 -2.78 -1.26
EPHA5 EPH receptor A5 chr4q13.1  protein phosphorylation --- 1.01 -1.00 1.14 1.17 -1.09 1.15 -1.32 -1.05 -3.17 -2.43 -6.09 -5.88
EPHA7 EPH receptor A7 chr6q16.1  protein phosphorylation --- 1.12 -1.04 1.27 -1.45 -1.11 1.11 -1.56 1.04 -3.01 -3.68 -2.78 -2.20
EPHB1 EPH receptor B1 chr3q21-q23  angiogenesis --- 4.07 1.39 1.08 1.05 2.53 2.66 -1.84 1.08 2.18 1.55 -1.57 1.23
EPHB2 EPH receptor B2 chr1p36.1-p35  cell morphogenesis --- 1.24 1.45 -1.04 -1.17 1.14 1.08 2.41 2.24 1.94 1.70 -1.24 -1.23
EPHB2 EPH receptor B2 chr1p36.1-p35  cell morphogenesis --- -1.45 -1.56 -1.28 1.01 -1.56 -1.94 -1.51 -1.86 1.64 -1.34 3.92 3.23
EPHB4 EPH receptor B4 chr7q22  angiogenesis --- -1.19 -1.32 -1.11 -1.06 1.07 -1.19 -1.19 -1.09 1.05 1.02 1.11 -1.05
EPHX1 epoxide hydrolase 1, microschr1q42.1  cellular aromatic compound metabolic pr --- -1.15 -1.14 -1.07 -1.12 1.06 -1.01 1.10 1.03 -1.09 -1.10 1.06 1.29
EPHX2 epoxide hydrolase 2, cytopl chr8p21  lipid metabolic process --- 1.10 -1.06 1.12 1.09 -1.09 -1.24 1.30 1.31 -1.27 1.12 -2.13 -1.62
EPHX4 epoxide hydrolase 4 chr1p22.1  metabolic process --- 1.20 1.40 -1.15 1.05 -1.18 -1.07 -1.10 1.07 -1.78 -1.75 -1.64 -2.41
EPM2A epilepsy, progressive myoclchr6q24  carbohydrate metabolic process --- 1.02 -1.06 -1.01 -1.17 -1.10 1.10 -1.09 -1.08 -1.70 -1.52 -1.24 -1.32
EPM2AIP1 EPM2A (laforin) interactingchr3p22.1 0 --- -1.04 -1.02 -1.04 1.03 1.01 1.02 -1.06 1.02 -2.39 -1.86 -3.06 -2.72
EPM2AIP1 EPM2A (laforin) interactingchr3p22.1 0 --- 1.09 -1.04 1.02 1.11 1.06 1.20 -1.23 -1.14 -2.16 -1.58 -2.42 -2.47
EPM2AIP1 EPM2A (laforin) interactingchr3p22.1 0 --- -1.36 1.02 1.18 1.12 1.24 1.11 1.01 1.05 -1.57 -1.60 -1.42 -1.05
EPOR erythropoietin receptor chr19p13.3-p13.2  signal transduction --- -1.20 -1.22 1.01 1.02 1.06 1.04 1.19 1.05 1.51 1.72 1.31 1.60
EPOR erythropoietin receptor chr19p13.3-p13.2  signal transduction --- -1.05 -1.23 1.24 1.05 1.13 1.64 1.15 -1.15 1.09 1.23 1.40 1.38
EPOR erythropoietin receptor chr19p13.3-p13.2  signal transduction --- 1.19 1.23 1.07 -1.54 1.18 -1.19 -1.06 1.15 1.22 1.36 1.28 1.36
EPPK1 epiplakin 1 chr8q24.3 0 --- -1.04 -1.09 -1.03 -1.06 1.10 1.09 1.06 1.03 -1.57 -1.40 -1.05 1.05
EPRS glutamyl-prolyl-tRNA synthchr1q41  translation --- 1.02 1.05 -1.10 -1.05 1.05 -1.11 1.22 1.19 1.02 -1.11 -1.02 -1.01
EPS15 epidermal growth factor rec chr1p32  transport --- 1.22 1.16 1.12 1.20 1.14 1.03 -1.16 -1.01 -1.41 -1.27 -1.16 -1.29
EPS15P1 /// Eepidermal growth factor rec --- 0 --- -1.37 -1.22 -1.41 2.45 1.01 1.24 2.02 1.36 2.53 1.63 -1.88 -1.17
EPS8 epidermal growth factor rec chr12p12.3  signal transduction --- 1.20 1.06 1.14 1.19 1.03 1.01 -1.04 1.34 1.40 1.06 1.13 -1.01
EPS8L1 EPS8-like 1 chr19q13.42  phosphorylation --- -1.05 -1.07 1.12 1.25 -1.03 -1.50 -1.04 1.14 1.91 1.30 1.52 1.45
EPS8L1 EPS8-like 1 chr19q13.42  phosphorylation --- -1.16 1.25 1.17 1.16 -1.36 -1.00 1.07 1.15 1.08 1.10 1.87 1.88
EPS8L1 EPS8-like 1 chr19q13.42  phosphorylation --- 1.11 1.26 1.08 1.23 -1.94 -1.43 1.01 1.09 1.28 1.02 1.88 1.71
EPS8L1 EPS8-like 1 chr19q13.42  phosphorylation --- -1.26 -1.06 -1.10 1.22 1.30 1.28 -1.02 1.44 2.87 1.81 1.97 2.17
EPS8L2 EPS8-like 2 chr11p15.5  phosphorylation --- 1.02 -1.08 1.05 1.15 1.15 1.12 1.18 1.25 -1.10 -1.36 -1.33 -1.27
EPSTI1 epithelial stromal interactionchr13q13.3 0 --- -3.53 -1.91 2.61 1.79 -2.90 -1.71 -1.93 2.28 3.80 1.29 -1.44 1.13
EPT1 ethanolaminephosphotransf chr2p23.3  lipid metabolic process --- 1.26 1.21 1.09 1.05 -1.10 -1.07 -1.18 -1.13 -1.33 -1.18 -1.27 -1.24
EPT1 ethanolaminephosphotransf chr2p23.3  lipid metabolic process --- 1.12 1.14 1.02 -1.02 -1.18 -1.04 -1.01 -1.01 -1.50 -1.71 1.04 -1.11
EQTN equatorin, sperm acrosome chr9p21  endocytosis --- -8.62 -1.23 1.06 1.78 -2.02 1.08 -5.96 -1.26 -1.48 1.43 -1.40 1.33
EQTN equatorin, sperm acrosome chr9p21  endocytosis --- -2.30 1.81 -1.04 -7.15 -1.04 -1.08 -2.76 1.20 1.88 -1.01 -1.13 -1.00
ERAP1 endoplasmic reticulum aminchr5q15  angiogenesis --- -1.32 -1.13 1.36 1.36 -1.35 1.02 -1.24 1.56 -1.64 -1.83 -2.71 -1.88
ERAP1 endoplasmic reticulum aminchr5q15  angiogenesis --- -1.03 -1.12 -1.02 -1.02 -1.04 -1.07 -1.27 -1.13 -1.17 -1.12 -1.54 -1.50
ERAP1 endoplasmic reticulum aminchr5q15  angiogenesis --- -1.09 -1.03 1.02 -1.13 1.11 -1.04 1.13 1.11 -1.17 -1.22 -1.50 -1.59
ERAP2 endoplasmic reticulum aminchr5q15  antigen processing and presentation of pe--- -1.05 -1.23 -1.01 -1.12 1.12 1.29 1.46 -1.03 -1.03 1.23 1.23 -1.22
ERBB2 v-erb-b2 erythroblastic leukchr17q12  liver development --- 1.04 1.17 1.04 -1.16 1.08 1.04 -1.01 -1.10 -1.54 -1.61 -1.89 -1.76
ERBB4 v-erb-a erythroblastic leuke chr2q33.3-q34  neural crest cell migration --- 1.03 -1.09 -1.13 -1.12 1.04 -1.18 -1.60 -1.28 -2.09 1.01 -1.34 -1.75
ERBB4 v-erb-a erythroblastic leuke chr2q33.3-q34  neural crest cell migration --- 1.49 1.19 1.03 -1.09 1.25 1.18 1.15 1.02 -2.10 -1.92 -1.92 -1.82
ERCC1 excision repair cross-compl chr19q13.32  nucleotide-excision repair, DNA damage --- 1.03 1.02 1.03 1.06 1.05 -1.01 1.00 1.07 -1.18 -1.05 -1.99 -1.72
ERCC1 excision repair cross-compl chr19q13.32  nucleotide-excision repair, DNA damage --- -1.07 -1.07 1.03 1.06 -1.00 -1.04 1.15 1.09 -1.01 -1.09 -1.37 -1.34
ERCC1 excision repair cross-compl chr19q13.32  nucleotide-excision repair, DNA damage --- 1.09 -1.03 -1.10 1.09 -1.08 -1.18 1.13 1.18 -1.02 -1.20 -1.47 -1.37
ERCC2 excision repair cross-compl chr19q13.3  cell cycle checkpoint RNA_transcription_Reactome // GenMAPP 1.23 1.04 1.04 1.01 1.20 1.12 1.56 1.61 1.62 1.18 1.34 1.28
ERCC4 excision repair cross-compl chr16p13.12  meiotic mismatch repair --- 1.07 1.03 -1.03 1.00 -1.03 1.08 -1.32 -1.29 -1.23 -1.14 1.40 1.04
ERCC5 excision repair cross-compl chr13q33  nucleotide-excision repair, DNA damage --- 1.04 1.14 -1.01 1.11 1.19 1.03 1.16 1.08 1.48 1.19 1.54 1.42
ERCC6 excision repair cross-compl chr10q11.23  response to superoxide --- -1.07 -1.05 -1.05 -1.21 1.01 1.11 -1.07 1.02 -2.94 -2.23 -1.60 -1.82
ERCC6L2 excision repair cross-compl chr9q22.32  DNA repair --- -1.01 -1.05 -1.01 -1.05 1.12 1.00 -1.26 -1.12 -1.97 -1.60 -1.74 -1.79
ERCC6L2 excision repair cross-compl chr9q22.32  DNA repair --- 1.03 1.02 1.11 -1.19 1.20 -1.03 -1.05 1.11 -1.70 -1.60 -1.92 -1.86
ERCC6-PGBDERCC6-PGBD3 readthrougchr10q11  response to superoxide --- -1.38 -1.42 -1.02 -1.16 -1.03 -1.25 1.17 1.34 -1.86 -1.72 -1.51 -1.30
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ERCC8 excision repair cross-compl chr5q12.1  protein polyubiquitination --- -1.20 -1.08 -1.02 1.04 -1.03 -1.13 1.15 1.08 1.69 1.57 1.49 1.39
ERCC8 excision repair cross-compl chr5q12.1  protein polyubiquitination --- 1.01 -1.10 -1.12 -1.03 1.07 -1.17 1.06 -1.06 1.39 1.67 1.27 1.36
ERCC8 excision repair cross-compl chr5q12.1  protein polyubiquitination --- 1.02 -1.02 1.03 -1.09 -1.04 1.05 -1.11 -1.04 -1.91 -1.67 -1.80 -1.89
EREG epiregulin chr4q13.3  angiogenesis --- 1.27 1.13 -1.13 -1.27 -1.10 1.08 -1.65 1.07 9.33 5.68 8.50 4.27
ERG v-ets erythroblastosis virus Echr21q22.3  transcription, DNA-dependent --- -2.09 -1.29 -1.20 -1.26 1.63 1.01 -1.08 1.53 -1.78 -1.83 -3.39 -2.05
ERGIC1 endoplasmic reticulum-golgchr5q35.1  transport --- -1.10 -1.04 -1.07 1.02 -1.03 -1.01 1.02 1.01 1.21 1.12 -1.08 -1.04
ERGIC2 ERGIC and golgi 2 chr12p11.22  transport --- 1.01 1.03 1.09 1.00 -1.02 1.04 1.01 1.09 1.17 1.19 1.25 1.20
ERGIC2 ERGIC and golgi 2 chr12p11.22  transport --- -1.07 -1.02 -1.04 -1.06 -1.09 1.02 -1.52 -1.17 1.03 1.30 1.28 1.15
ERGIC2 ERGIC and golgi 2 chr12p11.22  transport --- 1.02 1.01 1.02 1.05 -1.06 -1.01 1.03 1.15 1.20 1.25 1.26 1.24
ERGIC3 ERGIC and golgi 3 chr20pter-q12  transport --- 2.99 1.14 1.30 2.01 3.46 1.12 1.25 -1.62 -1.50 -1.20 -2.48 -1.30
ERH enhancer of rudimentary ho chr14q24.1|7q34  nucleobase-containing compound metabo--- -1.02 1.06 1.01 1.00 -1.02 -1.03 -1.10 -1.08 -1.02 -1.03 1.03 -1.04
ERI1 exoribonuclease 1 chr8p23.1  rRNA processing --- 1.06 1.14 1.04 -1.16 -1.04 -1.06 -1.11 -1.06 -1.75 -1.51 -1.42 -1.52
ERLEC1 endoplasmic reticulum lecti chr2p16.2  ER-associated protein catabolic process --- -1.02 -1.58 1.18 1.11 -1.78 -1.24 1.17 -1.61 -1.47 -1.29 1.13 1.89
ERLEC1 endoplasmic reticulum lecti chr2p16.2  ER-associated protein catabolic process --- 1.02 -1.00 -1.08 -1.05 -1.01 1.02 -1.05 -1.04 1.07 1.07 1.45 1.35
ERLEC1 endoplasmic reticulum lecti chr2p16.2  ER-associated protein catabolic process --- 1.01 1.00 -1.11 -1.10 -1.03 -1.06 -1.00 1.03 1.19 1.34 1.73 1.89
ERLIN1 ER lipid raft associated 1 chr10q21-q22  ER-associated protein catabolic process --- -1.04 1.08 1.00 -1.10 -1.09 -1.17 -1.03 1.06 1.00 1.05 1.09 1.13
ERLIN1 ER lipid raft associated 1 chr10q21-q22  ER-associated protein catabolic process --- -1.26 -1.35 -1.16 1.14 -1.04 1.06 -1.06 -1.43 -1.03 1.01 1.34 1.71
ERLIN2 ER lipid raft associated 2 chr8p11.2  cell death --- -1.10 -1.09 -1.13 1.00 -1.19 -1.08 -1.01 1.03 -1.30 -1.10 -2.14 -2.09
ERMAP erythroblast membrane-assochr1p34.2 0 --- 1.13 1.09 1.02 1.03 1.02 -1.01 1.21 1.01 -1.63 -1.46 -1.67 -1.45
ERMP1 endoplasmic reticulum metachr9p24  ovarian follicle development --- -1.07 -1.04 -1.04 1.02 -1.10 1.05 1.01 -1.01 -1.04 1.08 -1.20 1.14
ERMP1 endoplasmic reticulum metachr9p24  ovarian follicle development --- -1.01 -1.04 1.10 1.10 1.13 1.03 1.14 -1.02 -1.32 -1.00 -1.27 -1.21
ERN1 endoplasmic reticulum to nuchr17q24.2  transcription, DNA-dependent --- 1.04 1.05 1.05 -1.18 1.21 1.17 1.14 -1.11 2.16 1.78 1.72 1.39
ERO1L ERO1-like (S. cerevisiae) chr14q22.1  protein folding --- 1.01 1.08 -1.04 -1.06 1.07 1.10 1.20 1.03 1.63 1.90 1.81 1.95
ERO1L ERO1-like (S. cerevisiae) chr14q22.1  protein folding --- 1.06 1.04 -1.00 1.03 -1.05 1.07 1.09 1.03 1.52 1.58 2.13 2.18
ERO1L ERO1-like (S. cerevisiae) chr14q22.1  protein folding --- -1.03 1.05 1.06 -1.11 -1.03 -1.05 1.08 -1.04 1.53 1.66 1.51 1.54
ERO1LB ERO1-like beta (S. cerevisiachr1q42.2-q43  protein folding --- 1.15 1.24 -1.43 -1.34 -1.19 1.18 -1.16 1.09 1.07 1.05 1.57 1.21
ERP44 endoplasmic reticulum protechr9q31.1  protein folding --- -1.06 -1.04 -1.07 -1.09 -1.02 -1.07 -1.03 -1.05 1.26 1.24 1.37 1.54
ERRFI1 ERBB receptor feedback inhchr1p36  response to stress --- 1.32 1.45 1.00 -1.14 1.08 1.05 1.40 1.25 2.95 3.13 3.84 3.28
ERVH-6 endogenous retrovirus groupchrYq11.223 0 --- -1.54 -1.84 1.24 -1.09 1.24 1.03 1.63 1.81 -1.70 -1.27 -1.29 -1.87
ERVK13-1 /// endogenous retrovirus groupchr16p13.3 0 --- 1.15 -1.06 -1.27 1.23 1.81 1.22 -1.32 1.11 -1.78 -3.94 -2.22 -2.24
ERVMER34- endogenous retrovirus groupchr4q12 0 --- -1.43 -1.45 -1.19 -1.32 1.42 1.02 1.32 1.03 -1.06 -1.04 -1.63 -2.10
ERVW-1 endogenous retrovirus groupchr7q21.2  syncytium formation --- 1.42 2.04 -1.17 1.20 -1.01 -1.18 1.22 -1.01 -1.23 1.12 -1.86 -2.92
ERVW-1 endogenous retrovirus groupchr7q21.2  syncytium formation --- -1.14 -1.04 -1.02 1.35 1.75 1.77 -1.36 1.00 -1.78 -1.92 -1.55 -1.78
ESCO1 establishment of sister chromchr18q11.2  mitotic cell cycle --- 1.00 1.04 -1.06 1.06 -1.04 1.03 1.02 -1.00 -1.02 1.10 1.22 1.14
ESD esterase D chr13q14.1-q14.2  proteolysis --- -1.11 -1.06 -1.08 1.01 -1.01 1.02 -1.03 -1.00 -1.09 1.00 -1.27 -1.10
ESD esterase D chr13q14.1-q14.2  proteolysis --- -1.04 -1.02 -1.04 -1.01 1.02 1.01 1.05 -1.04 -1.10 -1.09 -1.18 -1.12
ESD esterase D chr13q14.1-q14.2  formaldehyde catabolic process --- -1.01 -1.03 1.06 1.04 1.10 -1.05 1.06 -1.06 -1.44 -1.27 -1.70 -1.92
ESF1 ESF1, nucleolar pre-rRNA pchr20p12.1  transcription, DNA-dependent --- -1.02 -1.04 -1.05 1.04 1.10 1.13 1.14 1.13 1.14 1.13 1.40 1.58
ESR1 estrogen receptor 1 chr6q25.1  antral ovarian follicle growth Nuclear_Receptors // GenMAPP -2.58 -9.03 -1.36 -1.36 -1.47 1.61 -2.71 -1.06 -1.73 -3.69 -1.39 2.39
ESRP1 epithelial splicing regulatorychr8q22.1  mRNA processing --- -2.57 1.26 -1.43 -1.06 -1.71 1.07 5.03 1.83 4.33 4.18 2.30 11.19
ESRRA estrogen-related receptor alpchr11q13  transcription, DNA-dependent Nuclear_Receptors // GenMAPP -1.11 -1.13 -1.02 1.02 -1.09 -1.04 1.10 1.08 1.21 1.09 1.10 -1.02
ESYT1 extended synaptotagmin-lik chr12q13.2 0 --- -1.14 -1.15 -1.03 -1.05 -1.03 -1.02 -1.04 -1.00 1.04 1.08 -1.19 -1.06
ESYT2 extended synaptotagmin-lik chr7q36.3 0 --- -1.03 1.04 1.04 1.06 -1.06 1.03 -1.13 -1.02 -1.29 -1.04 -1.38 -1.18
ESYT2 extended synaptotagmin-lik chr7q36.3 0 --- 1.03 -1.00 1.01 1.10 -1.05 1.06 -1.03 1.01 -1.01 1.20 1.30 1.30
ESYT2 extended synaptotagmin-lik chr7q36.3 0 --- -1.01 -1.04 1.30 1.07 -1.13 -1.04 1.37 1.24 -1.86 -1.38 -1.87 -1.85
ETF1 eukaryotic translation termi chr5q31.1  nuclear-transcribed mRNA catabolic procTranslation_Factors // GenMAPP 1.06 1.09 -1.01 1.04 1.01 -1.02 1.00 -1.07 -1.09 -1.14 1.01 -1.16
ETHE1 ethylmalonic encephalopathchr19q13.31  sulfur amino acid metabolic process --- -1.23 -1.39 -1.12 -1.14 1.09 -1.03 1.11 1.02 1.46 1.50 1.14 1.31
ETNK1 ethanolamine kinase 1 chr12p12.1  lipid metabolic process --- 1.04 1.01 1.23 1.15 -1.07 1.12 -1.13 -1.25 1.13 1.18 1.41 -1.03
ETNK1 ethanolamine kinase 1 chr12p12.1  lipid metabolic process --- 1.16 1.16 1.08 -1.14 -1.04 -1.22 1.17 -1.02 1.53 1.25 1.51 -1.11
ETNK1 ethanolamine kinase 1 chr12p12.1  lipid metabolic process --- 1.12 1.02 1.33 1.46 -1.13 1.20 -1.28 -1.29 1.14 1.13 1.27 1.09
ETNK1 ethanolamine kinase 1 chr12p12.1  lipid metabolic process --- 1.77 1.49 1.01 -1.04 -1.05 1.22 -1.30 1.34 -1.73 -1.86 -1.78 -2.00
ETNK1 ethanolamine kinase 1 chr12p12.1  lipid metabolic process --- 1.21 1.13 1.01 1.19 -1.36 -1.13 -1.07 -1.03 1.12 1.34 1.62 1.52
ETNPPL ethanolamine-phosphate ph chr4q25  cellular amino acid metabolic process --- -1.04 -1.02 -1.01 -1.04 1.03 -1.05 1.14 -1.03 -1.99 -1.85 -2.77 -2.85
ETS1 v-ets erythroblastosis virus Echr11q23.3  response to hypoxia --- 1.11 -1.21 -1.05 -1.12 -1.06 1.03 -1.91 -1.86 1.25 1.38 2.01 1.32
ETS1 v-ets erythroblastosis virus Echr11q23.3  response to hypoxia --- 1.10 1.06 -1.03 -1.09 -1.15 1.02 -1.23 1.05 1.07 1.18 1.49 1.31
ETS2 v-ets erythroblastosis virus Echr21q22.2  skeletal system development Smooth_muscle_contraction // GenMAPP 1.05 1.05 -1.05 1.10 -1.07 -1.03 1.17 1.05 1.50 1.41 1.50 1.56
ETV1 ets variant 1 chr7p21.3  transcription, DNA-dependent --- -1.17 -1.44 -1.05 -1.44 1.15 1.31 1.00 -1.11 -1.35 -1.25 -1.46 -1.33
ETV4 ets variant 4 chr17q21  transcription, DNA-dependent --- -1.26 1.15 1.14 1.17 1.38 1.64 1.02 1.07 1.39 1.04 1.40 1.23
ETV4 ets variant 4 chr17q21  transcription, DNA-dependent --- 1.18 1.43 1.09 -1.24 1.40 -1.15 1.57 1.65 1.75 1.75 1.20 1.27
ETV5 ets variant 5 chr3q28  neuromuscular synaptic transmission --- -1.02 -1.06 1.61 2.31 -1.52 -1.24 1.35 -1.00 1.93 1.40 -1.32 -1.12
ETV5 ets variant 5 chr3q28  regulation of transcription, DNA-depende--- 1.49 1.26 -1.10 -1.25 1.16 1.23 1.36 1.20 -1.01 -1.01 1.27 1.01
ETV5 ets variant 5 chr3q28  neuromuscular synaptic transmission --- 1.01 1.24 1.01 -1.30 1.17 1.12 1.66 1.33 1.29 1.10 1.17 -1.08
ETV6 ets variant 6 chr12p13  transcription, DNA-dependent Circadian_Exercise // GenMAPP 1.02 -1.04 1.04 1.01 1.09 1.07 1.05 1.07 1.44 1.17 1.05 1.15
ETV6 ets variant 6 chr12p13  negative regulation of transcription from Circadian_Exercise // GenMAPP -1.02 -1.15 1.10 1.11 1.42 1.18 1.20 -1.28 2.54 1.80 1.50 1.48
EVA1C eva-1 homolog C (C. eleganchr21q22.11 0 --- 1.19 1.04 1.01 1.18 1.13 1.05 1.49 1.20 1.77 1.17 1.17 1.03
EVC Ellis van Creveld syndrome chr4p16  skeletal system development --- 1.61 1.31 -1.09 -1.06 1.13 -1.23 1.12 -1.13 -3.46 -3.08 -1.82 -2.05
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EVL Enah/Vasp-like chr14q32.2  actin filament organization --- -1.10 -1.02 -1.13 -1.25 -1.28 -1.20 1.04 1.04 1.42 1.23 1.40 1.76
EWSR1 EWS RNA-binding protein chr22q12.2  transcription, DNA-dependent --- 1.30 1.15 1.18 1.04 -1.22 1.09 -1.16 -1.27 -3.22 -2.51 -1.93 -2.30
EWSR1 EWS RNA-binding protein chr22q12.2  transcription, DNA-dependent --- 1.18 1.20 1.08 -1.00 -1.04 1.04 1.02 -1.08 -2.03 -2.30 -1.35 -1.49
EWSR1 EWS RNA-binding protein chr22q12.2  transcription, DNA-dependent --- 1.06 -1.02 1.17 1.11 -1.08 -1.04 -1.15 -1.16 -1.47 -1.72 -1.51 -1.92
EXD2 exonuclease 3'-5' domain cochr14q24.1  nucleobase-containing compound metabo--- 1.07 1.13 1.04 -1.00 -1.06 -1.01 -1.20 -1.18 -1.72 -1.54 -1.31 -1.29
EXD2 exonuclease 3'-5' domain cochr14q24.1  nucleobase-containing compound metabo--- -1.05 -1.05 1.06 -1.16 -1.27 -1.24 -1.52 -1.59 1.19 -1.70 1.50 1.73
EXD3 exonuclease 3'-5' domain cochr9q34.3  nucleobase-containing compound metabo--- 1.00 1.04 2.72 1.06 -5.69 -1.61 1.28 2.07 2.05 -1.33 1.39 1.02
EXD3 exonuclease 3'-5' domain cochr9q34.3  nucleobase-containing compound metabo--- -1.44 -2.74 1.48 1.23 -1.02 -1.24 1.68 1.17 1.42 1.25 1.17 1.26
EXD3 exonuclease 3'-5' domain cochr9q34.3  nucleobase-containing compound metabo--- -1.03 -1.09 -1.19 -1.00 -1.12 -1.18 1.01 1.12 -2.06 -1.73 -1.46 -1.52
EXO1 exonuclease 1 chr1q42-q43  humoral immune response mediated by c --- 1.11 -1.00 1.02 -1.02 1.06 1.10 -1.09 -1.08 -1.20 -1.15 -1.31 -1.15
EXO5 exonuclease 5 chr1p34.2  DNA repair --- -1.01 -1.09 -1.13 -1.03 1.21 -1.09 -1.22 -1.11 -1.50 -1.79 -1.57 -1.22
EXO5 exonuclease 5 chr1p34.2  DNA repair --- -1.06 -1.22 1.11 1.35 1.27 1.28 -1.31 -1.44 -2.47 -1.94 -1.31 -1.96
EXOC2 exocyst complex componenchr6p25.3  transport --- -1.01 -1.11 1.02 -1.06 1.22 1.20 -1.14 -1.30 -1.90 -1.72 -1.38 -1.53
EXOC2 exocyst complex componenchr6p25.3  transport --- -1.15 -1.22 1.19 1.18 1.09 1.09 1.47 1.16 -1.01 1.03 1.53 1.58
EXOC3 exocyst complex componenchr5p15.33  transport --- 1.04 -1.06 1.02 1.21 1.10 1.09 -1.27 -1.09 -1.71 -1.66 -1.18 -1.21
EXOC4 exocyst complex componenchr7q31  transport --- 1.54 1.68 1.15 1.06 1.22 1.25 1.42 1.30 1.38 1.06 1.37 1.47
EXOC6 exocyst complex componenchr10q23.33  transport --- -1.02 -1.03 1.01 -1.03 1.07 1.10 -1.15 -1.09 -1.45 -1.36 -1.45 -1.70
EXOC6B exocyst complex componenchr2p13.2  transport --- 1.06 1.07 1.13 1.07 1.18 -1.14 -1.04 -1.06 -1.55 -1.38 -1.41 -1.53
EXOC7 exocyst complex componenchr17q25.1  transport --- 1.46 1.21 1.30 1.42 -1.05 -1.11 1.52 1.33 -1.53 -1.49 -3.29 -1.87
EXOC7 exocyst complex componenchr17q25.1  transport --- 1.01 1.25 -1.21 -1.07 1.29 1.08 1.01 -1.04 -1.68 -1.43 -1.58 -1.10
EXOC7 exocyst complex componenchr17q25.1  transport --- 1.17 1.03 1.00 1.25 -1.05 -1.10 1.11 1.20 -1.41 -1.53 -1.71 -1.50
EXOC8 exocyst complex componenchr1q42.2  transport --- 1.11 1.01 -1.01 1.02 -1.01 1.02 -1.02 -1.04 -1.51 -1.47 -1.02 -1.24
EXOG endo/exonuclease (5'-3'), enchr3p21.3  nucleic acid phosphodiester bond hydroly--- 1.14 1.24 1.09 1.03 1.07 1.14 -1.14 -1.23 -1.81 -2.35 -3.23 -4.32
EXOSC1 exosome component 1 chr10q24  nuclear-transcribed mRNA catabolic proc--- -1.09 -1.14 -1.07 -1.04 1.05 -1.08 1.02 -1.09 1.25 1.09 1.17 1.30
EXOSC2 exosome component 2 chr9q34  nuclear-transcribed mRNA catabolic proc--- -1.03 -1.00 1.05 1.17 -1.01 -1.07 1.25 1.24 -1.40 -1.61 -1.52 -1.55
EXOSC3 exosome component 3 chr9p11  nuclear-transcribed mRNA catabolic proc--- 1.03 -1.01 -1.02 1.04 -1.14 1.00 1.14 1.09 1.33 1.24 1.03 1.14
EXOSC3 exosome component 3 chr9p11  nuclear-transcribed mRNA catabolic proc--- 1.04 1.00 -1.04 1.00 -1.07 -1.06 1.09 1.10 1.36 1.25 1.18 1.31
EXOSC3 exosome component 3 chr9p11  nuclear-transcribed mRNA catabolic proc--- 1.08 1.06 -1.06 -1.06 -1.03 1.05 1.11 1.12 1.44 1.28 1.23 1.35
EXOSC3 exosome component 3 chr9p11  nuclear-transcribed mRNA catabolic proc--- 1.06 1.11 -1.03 1.03 1.01 1.06 1.13 1.24 1.39 1.27 1.18 1.24
EXOSC4 exosome component 4 chr8q24.3  nuclear-transcribed mRNA catabolic proc--- -1.05 1.03 1.06 -1.11 1.10 -1.11 1.18 1.02 -1.57 -1.81 -1.32 -1.70
EXOSC4 exosome component 4 chr8q24.3  nuclear-transcribed mRNA catabolic proc--- 1.10 1.06 1.08 1.16 1.18 -1.10 1.20 1.16 -1.04 -1.50 -1.35 -1.50
EXOSC4 exosome component 4 chr8q24.3  nuclear-transcribed mRNA catabolic proc--- 1.05 1.01 -1.02 1.08 -1.03 -1.11 1.13 1.13 -1.31 -1.61 -1.45 -1.51
EXOSC5 exosome component 5 chr19q13.1  nuclear-transcribed mRNA catabolic proc--- -1.02 -1.03 1.10 1.28 -1.03 -1.07 1.31 1.11 1.14 1.13 1.50 1.68
EXOSC6 NULL ---  nuclear-transcribed mRNA catabolic proc--- 1.06 1.10 1.10 -1.01 1.14 1.24 -1.13 1.04 -1.45 -1.30 -1.89 -2.04
EXOSC6 exosome component 6 chr16q22.1  nuclear-transcribed mRNA catabolic proc--- -1.13 -1.09 1.09 1.01 -1.05 1.07 -1.20 -1.05 -2.75 -1.93 -2.56 -2.87
EXOSC7 exosome component 7 chr3p21.31  nuclear-transcribed mRNA catabolic proc--- -1.16 -1.12 1.07 1.23 1.08 -1.02 1.01 1.25 -1.03 -1.22 -1.40 -1.18
EXOSC7 exosome component 7 chr3p21.31  nuclear-transcribed mRNA catabolic proc--- -1.04 1.08 1.03 -1.10 1.02 -1.04 1.20 1.17 1.31 1.29 1.50 1.54
EXPH5 exophilin 5 chr11q22.3  keratinocyte development --- -1.23 -1.10 -1.41 -1.20 -1.15 -1.32 -1.36 -1.06 -1.78 -1.20 -1.31 -1.47
EXT1 exostosin glycosyltransferaschr8q24.11  skeletal system development --- 1.00 1.04 1.06 -1.19 1.10 1.00 1.36 1.15 1.56 1.41 2.05 1.84
EXT2 exostosin glycosyltransferaschr11p12-p11  ossification --- 1.05 -1.01 1.03 -1.07 -1.05 -1.11 1.08 -1.01 1.15 1.07 1.21 1.23
EXTL2 exostosin-like glycosyltranschr1p21  N-acetylglucosamine metabolic process --- 1.05 1.10 1.09 1.06 1.18 1.13 -1.12 -1.17 -2.01 -1.80 -1.77 -2.08
EYA2 eyes absent homolog 2 (Drochr20q13.1  DNA repair --- 2.29 1.06 1.36 1.24 -1.72 -1.08 2.01 2.84 -1.04 -1.18 5.11 2.44
EYA3 eyes absent homolog 3 (Drochr1p36  DNA repair --- -1.32 -1.35 -1.03 -1.03 -1.41 -1.04 -1.23 1.06 1.91 1.98 1.70 1.95
EYA3 eyes absent homolog 3 (Drochr1p36  DNA repair --- 1.34 -1.65 -1.27 1.09 1.36 1.24 -1.32 -1.01 2.96 2.96 2.05 2.43
EYA4 eyes absent homolog 4 (Drochr6q23  DNA repair --- 1.03 1.04 1.02 -1.03 -1.03 -1.05 1.04 -1.06 -1.30 -1.29 -1.24 -1.35
EYA4 eyes absent homolog 4 (Drochr6q23  DNA repair --- -1.04 -1.01 1.04 -1.05 1.03 -1.00 -1.12 -1.14 -1.59 -1.40 -1.41 -1.55
EZH1 enhancer of zeste homolog chr17q21.1-q21.3  negative regulation of transcription from --- 1.59 1.43 -1.32 -1.20 1.10 1.20 -1.16 -1.26 1.43 1.59 1.21 1.05
EZH1 enhancer of zeste homolog chr17q21.1-q21.3  negative regulation of transcription from --- -1.21 -1.04 -1.25 -1.12 -1.19 -1.09 1.16 1.06 -1.06 1.05 1.14 -1.04
EZH2 enhancer of zeste homolog 2chr7q35-q36  S phase of mitotic cell cycle --- -1.02 -1.02 1.04 1.01 1.00 1.02 -1.08 -1.03 -1.45 -1.40 -1.81 -1.81
EZR ezrin chr6q25.3  cytoskeletal anchoring at plasma membra--- -1.14 -1.11 -1.10 -1.06 -1.06 -1.24 1.08 -1.03 1.29 1.03 1.35 1.28
F11R F11 receptor chr1q21.2-q21.3  inflammatory response --- 1.26 -1.01 1.38 1.42 1.05 1.09 -1.15 -1.30 -1.33 -1.03 -1.55 -1.54
F11R F11 receptor chr1q21.2-q21.3  inflammatory response --- -1.04 1.03 -1.02 -1.10 1.06 -1.05 1.00 -1.06 1.17 1.28 1.27 1.31
F12 coagulation factor XII (Hag chr5q33-qter  plasma kallikrein-kinin cascade Blood_Clotting_Cascade // GenMAPP -1.29 -1.27 1.04 1.23 -1.26 -1.22 1.33 1.30 2.24 1.77 1.49 1.76
F13A1 coagulation factor XIII, A1 chr6p25.3-p24.3  platelet degranulation --- 1.84 1.29 1.03 1.30 1.70 1.34 -1.27 1.10 -1.14 1.08 -1.72 -2.61
F3 coagulation factor III (thromchr1p22-p21  positive regulation of endothelial cell pro--- 1.25 1.67 -1.07 -1.22 -1.06 1.10 1.51 1.49 2.20 2.04 7.01 4.35
F5 coagulation factor V (proac chr1q23  platelet degranulation Blood_Clotting_Cascade // GenMAPP 3.63 -2.12 1.36 -1.22 3.89 -2.99 -4.11 1.33 5.11 6.28 2.55 2.88
F5 coagulation factor V (proac chr1q23  platelet degranulation Blood_Clotting_Cascade // GenMAPP 1.45 2.01 1.65 -1.04 -1.60 -1.30 -2.78 1.23 -1.17 -1.67 2.21 3.16
F8 coagulation factor VIII, pro chrXq28  platelet degranulation Blood_Clotting_Cascade // GenMAPP 1.08 1.03 1.02 1.05 1.13 1.02 -1.21 -1.11 -1.57 -1.36 -2.67 -2.38
F8A1 /// F8A2coagulation factor VIII-assochrXq28 0 Blood_Clotting_Cascade // GenMAPP -1.03 -1.10 -1.02 1.12 1.02 -1.06 -1.01 1.05 -1.20 -1.16 -1.36 -1.07
FA2H fatty acid 2-hydroxylase chr16q23  sebaceous gland cell differentiation --- 1.03 1.04 1.02 1.06 -1.04 1.07 1.28 1.09 2.62 2.63 2.03 2.28
FA2H fatty acid 2-hydroxylase chr16q23  sebaceous gland cell differentiation --- -1.06 -1.20 -1.15 -1.05 -1.33 -1.06 1.28 -1.23 1.87 2.22 2.01 1.93
FAAH2 fatty acid amide hydrolase 2chrXp11.21 0 --- 1.23 1.20 1.07 1.12 -1.05 1.11 1.40 1.26 -1.66 -1.87 -1.78 -2.58
FABP3 fatty acid binding protein 3, chr1p33-p32  fatty acid metabolic process --- 1.37 1.27 -1.18 -1.23 -1.04 -1.17 1.12 1.09 1.22 1.08 1.39 1.71
FABP6 fatty acid binding protein 6, chr5q33.3-q34  lipid metabolic process --- 2.41 2.71 10.95 8.38 2.19 -1.66 -1.29 -1.14 2.01 1.94 1.25 1.75
FADD Fas (TNFRSF6)-associated chr11q13.3  toll-like receptor signaling pathway Apoptosis // GenMAPP /// Apoptosis_GenM -1.08 -1.06 -1.06 -1.02 1.05 -1.02 -1.02 -1.01 1.22 1.08 1.22 1.16
FADS1 /// MI fatty acid desaturase 1 /// m chr11q12.2-q13.1  regulation of transcription, DNA-depende--- -1.18 -1.12 1.01 -1.02 1.05 -1.01 1.08 -1.00 1.12 1.12 1.12 1.20
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FADS1 /// MI fatty acid desaturase 1 /// m chr11q12.2-q13.1  regulation of transcription, DNA-depende--- -1.13 -1.12 -1.02 -1.05 -1.09 -1.01 -1.06 -1.02 1.05 1.14 1.05 1.20
FADS2 fatty acid desaturase 2 chr11q12.2  lipid metabolic process --- -1.27 -1.15 -1.00 -1.13 1.13 1.09 -1.12 1.02 1.35 1.05 1.30 1.60
FADS3 fatty acid desaturase 3 chr11q12-q13.1  lipid metabolic process --- -1.18 -1.21 -1.01 1.04 1.19 1.04 -1.05 -1.12 1.08 -1.19 -1.30 -1.14
FADS3 fatty acid desaturase 3 chr11q12-q13.1  lipid metabolic process --- 1.03 -1.02 -1.08 1.01 -1.02 -1.15 -1.28 -1.09 -1.05 -1.09 -1.59 -1.35
FAF1 Fas (TNFRSF6) associated chr1p33  apoptotic process --- 1.15 -1.04 1.07 -1.15 -1.07 1.12 -1.21 -1.20 -1.96 -1.57 -2.27 -1.85
FAF1 Fas (TNFRSF6) associated chr1p33  apoptotic process --- -1.10 -1.11 1.06 1.10 1.08 -1.14 1.42 1.25 1.67 1.22 1.31 1.25
FAF1 Fas (TNFRSF6) associated chr1p33  apoptotic process --- -1.01 -1.07 -1.00 1.09 -1.02 -1.05 1.32 1.16 1.37 1.23 1.16 1.16
FAH fumarylacetoacetate hydrolachr15q25.1  arginine catabolic process --- -1.00 -1.08 -1.11 1.01 -1.03 -1.07 1.03 1.06 1.53 1.53 -1.42 -1.07
FAHD1 fumarylacetoacetate hydrolachr16p13.3  metabolic process --- -1.09 -1.09 1.05 -1.22 -1.04 1.01 -1.00 -1.05 -1.52 -1.18 -1.17 -1.10
FAHD1 fumarylacetoacetate hydrolachr16p13.3  metabolic process --- 1.06 1.03 1.04 -1.03 1.02 1.03 1.05 1.03 -1.51 -1.30 -1.28 -1.35
FAHD2A fumarylacetoacetate hydrolachr2q11.2  metabolic process --- 1.25 1.09 -1.00 1.11 1.08 -1.33 1.01 -1.10 -2.50 -1.62 -1.08 1.20
FAHD2CP fumarylacetoacetate hydrolachr2q11.1 0 --- -1.53 -1.36 -1.10 1.28 -1.15 1.04 1.26 1.16 -1.39 -1.41 -2.04 -1.31
FAIM Fas apoptotic inhibitory mo chr3q22.3  apoptotic process --- 1.19 1.03 1.07 1.10 -1.04 -1.11 -1.24 1.08 -2.28 -3.03 -2.66 -2.79
FAM101B family with sequence similachr17p13  epithelial to mesenchymal transition --- 1.12 1.15 1.14 -1.09 1.10 1.15 -1.27 -1.11 -1.41 -1.22 -1.21 -1.47
FAM102A family with sequence similachr9q34.11 0 --- -1.14 -1.11 -1.16 -1.41 1.02 1.04 -1.20 -1.16 -1.47 -1.09 -1.47 -1.21
FAM103A1 family with sequence similachr15q25.2  7-methylguanosine mRNA capping --- -1.06 -1.05 1.05 -1.06 1.05 1.05 1.10 1.11 1.67 1.47 1.60 1.45
FAM104B /// family with sequence similachrXp11.21 0 --- 1.09 1.04 -1.02 1.13 1.05 1.55 -1.15 1.04 -1.13 1.23 -1.32 -1.07
FAM106A /// family with sequence similachr17p11.2 0 --- 1.05 1.28 1.35 1.29 1.46 1.32 -1.18 -1.44 -1.35 -1.65 -3.05 -1.45
FAM107B family with sequence similachr10p13 0 --- 1.28 1.31 1.02 -1.10 1.01 1.01 -1.02 -1.14 -1.21 -1.31 -1.25 -1.63
FAM107B family with sequence similachr10p13 0 --- -1.03 -1.02 1.01 -1.08 -1.03 1.11 -1.04 -1.09 -1.21 -1.07 -1.36 -1.37
FAM110A family with sequence similachr20p13 0 --- -1.43 -1.43 1.10 1.36 1.23 1.13 1.16 1.11 1.90 1.85 1.11 1.38
FAM110B family with sequence similachr8q12.1 0 --- 1.12 1.05 -1.25 -1.23 -1.08 -1.17 -1.41 -1.07 -3.69 -2.21 -3.55 -2.69
FAM110B family with sequence similachr8q12.1 0 --- -1.13 -1.29 1.19 1.06 -1.22 1.05 1.05 1.09 -1.44 -1.20 -1.44 -1.25
FAM110C family with sequence similachr2p25.3  positive regulation of cell migration --- -1.07 -1.06 -1.02 -1.02 1.16 1.11 1.07 1.01 1.40 2.06 1.44 1.76
FAM111A family with sequence similachr11q12.1  M phase of mitotic cell cycle --- 1.02 -1.07 -1.01 1.03 1.04 1.09 -1.09 -1.07 -1.23 -1.23 -1.17 -1.13
FAM111B family with sequence similachr11q12.1  metabolic process --- -1.19 -1.12 1.25 1.05 1.11 1.14 -1.33 -1.23 -2.73 -1.97 -1.55 -1.82
FAM111B family with sequence similachr11q12.1  metabolic process --- -1.08 -1.07 1.07 -1.00 1.13 1.04 -1.33 -1.00 -1.84 -1.64 -1.41 -1.53
FAM114A1 family with sequence similachr4p14 0 --- -1.13 -1.21 -1.01 -1.06 1.13 1.10 -1.03 -1.08 1.69 1.60 2.02 2.29
FAM114A1 family with sequence similachr4p14 0 --- 1.02 1.02 1.02 -1.05 -1.05 -1.10 -1.09 -1.04 1.08 1.14 1.38 1.49
FAM115A /// family with sequence similachr7q35 0 --- 1.01 1.03 -1.02 -1.03 1.05 1.21 1.17 1.06 -1.12 1.04 -1.33 -1.25
FAM115A /// family with sequence similachr7q35 0 --- -1.09 -1.07 1.05 -1.00 -1.15 1.09 -1.21 -1.11 -1.30 1.13 -1.47 -1.34
FAM115C /// family with sequence similachr7q35 0 --- -1.98 2.22 1.14 1.26 1.13 1.12 1.03 -1.02 3.27 2.72 -1.18 1.11
FAM117A family with sequence similachr17q21.33 0 --- -2.05 -1.99 2.21 1.34 3.30 1.28 -1.32 -1.20 1.60 2.46 4.11 3.99
FAM117B family with sequence similachr2q33.2 0 --- 1.08 1.12 -1.02 -1.03 -1.04 1.11 -1.18 -1.01 -1.65 -1.32 1.08 -1.10
FAM118B family with sequence similachr11q24.2 0 --- -1.02 -1.14 1.24 1.36 1.15 1.04 -1.49 1.07 -1.52 -2.13 -1.16 -1.24
FAM120A family with sequence similachr9q22.31 0 --- 1.24 1.37 -1.35 -1.26 -1.59 -1.80 1.49 1.26 -1.01 -1.16 -1.32 -1.48
FAM120AOS family with sequence similachr9q22.31 0 --- 1.08 1.00 1.12 1.11 1.06 -1.05 1.06 -1.23 -1.35 1.01 -1.39 -1.54
FAM120B family with sequence similachr6q27  transcription, DNA-dependent --- 1.01 -1.07 1.06 -1.04 1.02 -1.04 1.08 1.17 1.22 1.11 1.56 1.58
FAM120B family with sequence similachr6q27  transcription, DNA-dependent --- -1.12 -1.02 1.00 -1.40 -1.08 1.08 -1.38 1.41 -1.32 -1.62 -1.92 -1.98
FAM120C family with sequence similachrXp11.22 0 --- -1.08 -1.07 -1.06 1.03 1.11 -1.02 -1.15 1.04 -1.70 -1.41 -1.88 -1.58
FAM122A family with sequence similachr9q21.11 0 --- 1.01 1.05 1.12 -1.09 1.17 -1.04 -1.25 -1.17 -2.68 -3.51 -3.45 -2.54
FAM122A NULL --- 0 --- 1.19 1.24 1.03 1.48 1.05 1.14 -1.11 -1.01 -3.38 -3.24 -4.60 -4.12
FAM122B family with sequence similachrXq26.3 0 --- 1.36 1.24 1.04 1.05 -1.10 1.12 1.04 -1.03 1.46 1.40 1.81 1.33
FAM122B family with sequence similachrXq26.3  brain development --- -1.07 1.01 -1.03 -1.01 -1.22 1.05 -1.49 -1.12 -2.45 -1.65 -2.40 -2.58
FAM122B family with sequence similachrXq26.3 0 --- 1.31 1.23 1.10 -1.03 -1.14 1.02 -1.36 -1.23 -1.72 -1.78 -1.81 -2.09
FAM122C family with sequence similachrXq26.3 0 --- 1.89 2.37 -1.20 -1.27 1.22 1.99 -1.66 -1.04 2.22 1.83 2.42 1.59
FAM122C family with sequence similachrXq26.3 0 --- 1.23 1.16 1.16 -1.35 -1.25 1.03 -1.16 1.26 1.49 1.54 1.99 1.35
FAM122C family with sequence similachrXq26.3 0 --- 1.07 1.18 -1.01 1.01 -1.17 -1.08 1.21 -1.05 1.32 1.16 -1.35 -1.87
FAM124A family with sequence similachr13q14.3 0 --- -1.04 -1.12 1.08 1.05 1.20 1.06 1.23 1.33 -1.99 -1.89 -2.84 -2.33
FAM124A family with sequence similachr13q14.3 0 --- -1.13 -1.12 1.11 1.04 1.11 1.11 1.02 1.00 -1.58 -1.68 -2.05 -2.03
FAM126A family with sequence similachr7p15.3  signal transduction --- -1.02 -1.25 -1.00 -1.45 -1.23 -1.03 -1.41 -1.77 1.79 2.10 1.64 1.22
FAM126A family with sequence similachr7p15.3  signal transduction --- 1.04 1.31 1.13 1.01 1.16 1.39 -1.08 1.01 1.24 1.11 1.08 -1.07
FAM126B family with sequence similachr2q33.1 0 --- 1.65 1.92 1.25 -1.15 1.42 2.16 1.05 1.16 2.47 -1.15 1.56 1.82
FAM126B family with sequence similachr2q33.1 0 --- -1.01 1.09 1.34 -1.11 -1.21 1.00 -1.21 -1.36 1.44 1.66 1.78 1.33
FAM126B family with sequence similachr2q33.1 0 --- -1.04 1.10 1.07 -1.09 -1.02 1.13 -1.14 -1.30 1.13 1.25 1.74 1.35
FAM126B family with sequence similachr2q33.1 0 --- 1.30 1.25 1.12 -1.04 1.11 1.15 -1.04 -1.03 1.12 1.11 1.28 1.22
FAM127A family with sequence similachrXq26 0 --- -1.06 -1.04 -1.04 1.04 1.02 -1.02 1.10 1.01 1.27 1.28 1.10 1.28
FAM127B family with sequence similachrXq26.3 0 --- 1.01 -1.14 1.04 1.04 1.19 1.06 1.26 1.18 -1.01 1.15 -1.12 1.10
FAM129A family with sequence similachr1q25  negative regulation of protein phosphoryl--- -1.16 -1.22 -1.01 1.15 -1.12 -1.04 -1.15 -1.09 -1.20 -1.29 -1.68 -1.39
FAM129A family with sequence similachr1q25  negative regulation of protein phosphoryl--- 1.01 -1.06 1.01 -1.02 -1.03 1.02 -1.24 1.06 -1.43 -1.19 -1.58 -1.22
FAM129B family with sequence similachr9q34.13  negative regulation of apoptotic process --- -1.04 -1.12 1.02 1.13 -1.05 -1.07 1.20 1.23 1.98 1.82 1.53 1.78
FAM129B family with sequence similachr9q34.13  negative regulation of apoptotic process --- 1.23 1.01 1.17 1.16 1.11 1.03 1.36 -1.01 2.89 2.20 2.07 2.19
FAM131A family with sequence similachr3q27.1 0 --- 1.48 1.54 1.17 1.10 -1.13 1.08 -1.45 -1.01 -2.23 -1.21 -1.99 -1.26
FAM131A family with sequence similachr3q27.1 0 --- -1.01 -1.05 -1.00 -1.06 1.05 1.04 1.37 1.10 1.47 1.50 1.26 1.24
FAM132A family with sequence similachr1p36.33  regulation of glucose metabolic process --- 1.98 1.04 -1.26 1.71 -2.56 1.02 -1.93 -1.81 1.24 1.52 1.68 1.59
FAM132B family with sequence similachr2q37.3  regulation of fatty acid metabolic process--- -1.17 -1.23 -1.15 1.10 1.04 -1.13 -1.01 1.51 1.12 1.42 1.38 1.88
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FAM133A family with sequence similachrXq21.32 0 --- 1.10 -1.11 1.05 1.21 -1.12 1.19 -1.44 1.18 -1.29 -1.31 -1.42 -1.38
FAM133B /// family with sequence similachr2q24.1 /// chr7q20 --- 2.03 2.02 1.04 -1.15 1.40 1.15 -1.01 -1.08 -2.42 -3.50 -2.06 -1.75
FAM134A family with sequence similachr2q35 0 --- -1.00 -1.03 -1.07 1.00 1.05 1.13 -1.25 -1.25 -1.80 -1.25 -1.94 -1.70
FAM134A family with sequence similachr2q35 0 --- 1.04 -1.00 1.01 1.11 1.01 1.03 1.19 1.16 -1.24 -1.11 -1.41 -1.31
FAM134B family with sequence similachr5p15.1  sensory perception of pain --- -1.04 1.05 -1.07 -1.11 -1.01 1.07 -1.03 -1.09 -2.35 -2.35 -2.43 -2.44
FAM134B family with sequence similachr5p15.1  sensory perception of pain --- 1.05 1.03 -1.01 -1.15 1.23 1.14 1.09 -1.15 -2.11 -2.19 -2.85 -2.92
FAM134C family with sequence similachr17q21.2 0 --- -1.05 -1.08 1.05 -1.07 -1.04 1.02 -1.01 -1.02 -1.16 -1.16 -1.01 1.10
FAM135A family with sequence similachr6q13  GPI anchor metabolic process --- 1.20 1.09 1.22 -1.06 -1.23 1.03 -1.03 1.11 -1.68 -2.04 -1.88 -1.82
FAM136A family with sequence similachr2p13.3 0 --- -1.11 -1.06 -1.07 -1.14 -1.09 -1.00 -1.11 1.01 -1.07 -1.03 -1.10 -1.05
FAM13A family with sequence similachr4q22.1  signal transduction --- 1.03 -1.01 1.27 1.28 1.09 1.03 1.00 1.12 -1.14 1.36 1.01 1.32
FAM13A family with sequence similachr4q22.1  signal transduction --- 1.05 -1.05 1.10 1.10 1.14 1.02 -1.09 1.06 -1.35 1.22 -1.05 1.24
FAM13A family with sequence similachr4q22.1  signal transduction --- 1.10 1.17 -1.12 -1.03 -1.01 -1.05 1.18 -1.03 1.17 1.31 1.29 1.86
FAM13A-AS FAM13A antisense RNA 1 chr4q22.1 0 --- 1.00 -1.23 1.20 1.25 -1.06 1.15 1.45 1.39 -1.25 1.30 -1.33 1.02
FAM13B family with sequence similachr5q31  signal transduction --- 1.01 1.02 -1.03 -1.13 1.05 -1.10 -1.09 -1.11 -2.02 -1.73 -1.49 -1.46
FAM13C family with sequence similachr10q21.1 0 --- 1.11 1.16 -1.09 -1.04 -1.03 1.05 -1.32 -1.03 -7.54 -5.42 -6.61 -6.64
FAM13C family with sequence similachr10q21.1 0 --- -1.44 -3.03 -2.52 -1.31 -3.66 -10.18 -2.97 -10.44 1.29 2.32 1.57 2.97
FAM149A family with sequence similachr4q35.1 0 --- 1.56 3.39 -1.07 -3.23 -1.35 -1.84 -1.57 -1.98 -1.90 -2.90 -1.60 -2.11
FAM150B family with sequence similachr2p25.3 0 --- 1.41 -1.16 1.70 1.13 -1.24 -1.22 -1.61 -1.87 1.05 -1.54 1.41 1.42
FAM153A /// family with sequence similachr5q35.2 /// chr5q30 --- -2.91 -1.84 1.22 -1.06 -2.96 -4.65 -5.86 -1.26 4.00 3.33 2.24 1.15
FAM153B /// family with sequence similachr5q35.2 0 --- 1.00 -1.37 1.89 3.14 -1.76 -2.92 1.27 1.86 5.96 7.66 -6.36 -1.29
FAM160A1 family with sequence similachr4q31.3 0 --- 1.10 1.11 1.07 -1.11 1.00 1.03 -1.08 -1.08 -1.35 -1.41 1.06 -1.01
FAM161A family with sequence similachr2p15  visual perception --- 1.28 1.13 1.09 1.16 -1.12 1.09 -1.46 -1.21 -2.65 -1.73 -2.29 -2.99
FAM161A family with sequence similachr2p15  visual perception --- -1.11 -1.17 1.07 1.00 -1.07 -1.05 1.18 1.29 -1.49 -1.51 -1.89 -1.86
FAM162A family with sequence similachr3q21.1  apoptotic process --- -1.06 -1.07 1.01 1.09 1.07 1.03 1.16 1.07 1.42 1.29 1.49 1.75
FAM162A family with sequence similachr3q21.1  apoptotic process --- -1.04 -1.07 -1.01 1.04 1.02 1.04 1.11 1.02 1.40 1.32 1.50 1.81
FAM162A family with sequence similachr3q21.1  apoptotic process --- -1.07 -1.05 -1.02 1.02 1.00 -1.01 1.11 1.06 1.41 1.30 1.39 1.63
FAM166A family with sequence similachr9q34.3 0 --- -1.18 -1.09 -1.04 -1.14 1.04 1.04 -1.02 -1.15 1.27 1.33 1.17 1.21
FAM168B family with sequence similachr2q21.1 0 --- 1.04 1.10 1.39 1.17 1.14 -1.20 1.10 1.20 -1.22 -1.25 1.15 -1.03
FAM169A family with sequence similachr5q13.3 0 --- -1.10 -1.03 1.02 -1.12 1.43 -1.06 -1.39 1.04 -2.06 -1.61 -1.63 -2.05
FAM169A family with sequence similachr5q13.3 0 --- 1.29 1.21 1.03 -1.02 -1.20 1.07 -1.36 -1.00 -1.35 -1.24 -1.99 -2.31
FAM169B family with sequence similachr15q26.3 0 --- 2.20 1.32 -1.90 -15.73 -1.19 -1.12 -1.39 -1.08 5.30 2.09 -2.08 -1.37
FAM170B-ASFAM170B antisense RNA 1--- 0 --- -1.89 -4.49 1.07 -1.41 1.10 2.79 -1.12 1.60 -2.40 -1.60 2.03 9.29
FAM171A1 family with sequence similachr10p13 0 --- -1.06 -1.04 -1.03 -1.01 1.05 -1.02 -1.24 -1.13 -1.49 -1.46 -1.55 -1.53
FAM171B family with sequence similachr2q32.1 0 --- 1.48 1.33 1.30 1.21 -1.15 -1.39 -1.78 -1.44 -2.41 -2.08 -1.60 -2.83
FAM171B family with sequence similachr2q32.1 0 --- -1.37 -1.68 -1.02 1.26 -1.15 -1.32 1.12 1.56 1.08 -1.00 -1.49 -1.27
FAM172A family with sequence similachr5q15 0 --- 1.07 1.02 -1.05 -1.07 -1.09 -1.13 -1.29 -1.09 -1.85 -1.21 -1.88 -1.90
FAM173B family with sequence similachr5p15.2 0 --- 1.12 -1.14 -1.06 -1.07 1.22 1.16 -1.10 -1.28 -2.18 -2.62 -1.96 -1.42
FAM173B family with sequence similachr5p15.2 0 --- 1.06 1.07 1.05 1.01 1.18 1.17 -1.35 -1.14 -2.30 -1.94 -2.70 -2.67
FAM174B family with sequence similachr15q26.1 0 --- -1.09 -1.09 -1.08 -1.03 1.21 1.02 -1.18 -1.01 1.60 1.22 2.00 1.97
FAM174B family with sequence similachr15q26.1 0 --- -1.06 -1.06 1.05 1.00 1.23 1.29 -1.37 -1.29 1.28 -1.01 2.08 2.09
FAM174B family with sequence similachr15q26.1 0 --- -1.21 -1.26 1.12 1.14 -1.02 1.09 -1.23 -1.18 1.85 1.39 2.14 2.18
FAM175A family with sequence similachr4q21.23  DNA repair --- 1.08 -1.11 1.14 -1.05 1.05 1.38 1.43 -1.07 -2.06 -1.53 -1.89 -1.97
FAM175B family with sequence similachr10q26.13 0 --- 1.03 1.09 -1.05 -1.15 1.10 1.15 1.05 1.05 1.09 1.36 1.49 1.30
FAM175B family with sequence similachr10q26.13 0 --- 1.11 1.20 -1.02 -1.10 -1.13 -1.12 -1.00 1.16 1.04 -1.01 1.72 1.39
FAM177A1 family with sequence similachr14q13.2 0 --- 1.09 1.02 1.19 -1.00 -1.02 1.12 -1.42 -1.18 1.15 1.13 1.12 1.02
FAM178A family with sequence similachr10q24.31 0 --- 1.28 1.13 1.10 -1.09 1.50 1.29 -1.11 -1.18 -1.29 -1.54 1.27 1.24
FAM179A family with sequence similachr2p23.2 0 --- 1.25 1.25 1.02 1.00 -1.11 -1.04 1.24 -1.04 -2.08 -2.49 -3.25 -3.97
FAM179B family with sequence similachr14q21.2 0 --- 1.14 1.09 1.13 1.10 1.09 1.06 1.03 -1.03 -2.24 -1.53 -1.65 -1.88
FAM182B /// family with sequence similachr20p11.1 /// chr9p0 --- -4.32 -1.75 -1.71 2.75 1.23 1.73 1.58 2.33 5.02 10.32 1.03 -1.34
FAM184A family with sequence similachr6q22.31 0 --- -1.16 -1.28 -1.07 -1.23 -1.44 -1.34 -1.18 -1.24 -2.14 -2.12 -1.55 -1.98
FAM185A family with sequence similachr7q22.1 0 --- -1.80 -1.43 1.07 -1.16 1.93 1.13 1.32 1.03 2.09 1.79 1.19 1.60
FAM186A family with sequence similachr12q13.12 0 --- -1.01 -1.46 -1.58 -1.23 -1.25 1.24 -1.19 -1.19 -1.57 1.03 -2.13 -1.88
FAM188A family with sequence similachr10p13  apoptotic process --- -1.04 1.04 1.26 1.13 1.20 1.16 -1.31 1.12 -1.79 -1.12 -1.34 -1.34
FAM188A family with sequence similachr10p13  apoptotic process --- -1.04 -1.07 -1.09 -1.11 1.18 -1.01 1.23 1.04 -1.09 1.04 1.21 1.17
FAM189B family with sequence similachr1q21 0 --- 1.05 -1.03 1.02 1.09 -1.02 -1.05 1.29 1.22 1.19 1.10 1.12 1.21
FAM192A family with sequence similachr16q13 0 --- -1.16 -1.13 -1.06 -1.10 -1.01 1.07 1.13 1.15 -1.58 -1.23 -1.43 -1.36
FAM192A family with sequence similachr16q13 0 --- -1.16 -1.15 -1.08 -1.12 1.02 -1.01 -1.14 1.02 -1.32 -1.16 -1.57 -1.46
FAM192A family with sequence similachr16q13 0 --- -1.02 1.01 1.01 1.03 1.04 1.02 -1.04 -1.07 -1.11 -1.07 -1.22 -1.24
FAM195A family with sequence similachr16p13.3 0 --- 1.00 -1.04 1.06 1.15 -1.02 -1.15 1.37 1.16 1.77 1.63 1.36 1.25
FAM195A family with sequence similachr16p13.3 0 --- -1.14 -1.19 1.06 1.21 1.01 -1.07 1.11 -1.09 1.35 1.21 1.20 1.27
FAM195B family with sequence similachr17q25.3 0 --- 1.06 -1.01 -1.04 1.16 1.00 -1.20 1.07 -1.04 1.11 1.01 -1.94 -1.56
FAM196A family with sequence similachr10q26.2 0 --- 4.20 1.56 1.52 1.56 -1.34 -1.01 1.23 1.41 -3.56 -4.75 -3.35 -2.27
FAM198B family with sequence similachr4q32.1 0 --- -1.15 -1.69 2.50 1.12 1.58 -2.22 2.72 1.37 5.57 3.80 1.65 -1.27
FAM199X family with sequence similachrXq22.2 0 --- 1.20 1.15 -1.07 -1.19 -1.23 1.05 -1.10 -1.08 -1.61 -1.29 -1.64 -1.75
FAM19A1 family with sequence similachr3p14.1 0 --- 1.26 1.03 1.25 -1.08 1.50 -1.65 1.83 2.95 -8.62 -1.42 1.88 -1.27
FAM200B family with sequence similachr4p15.32  regulation of transcription, DNA-depende--- -1.02 -1.10 -1.04 -1.03 -1.18 -1.10 -1.04 1.04 -1.17 -1.05 -1.35 -1.27
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FAM200B family with sequence similachr4p15.32  regulation of transcription, DNA-depende--- 1.20 1.19 1.09 -1.00 -1.13 -1.03 -1.18 -1.17 1.13 1.19 1.46 1.13
FAM201A family with sequence similachr9p13.1 0 --- -1.04 -1.08 1.05 1.02 1.19 1.68 -1.53 -1.12 -2.73 -2.11 -1.55 -1.67
FAM204A family with sequence similachr10q26.11 0 --- -1.08 -1.19 1.02 1.02 1.01 -1.08 1.14 1.14 1.37 1.33 1.11 1.28
FAM204A family with sequence similachr10q26.11 0 --- 1.13 -1.06 1.03 1.08 -1.07 -1.10 1.02 1.24 -1.57 -1.40 -1.92 -1.83
FAM205B transmembrane protein C9ochr9p13.2 0 --- -1.77 3.14 -1.04 1.46 -1.46 3.01 -1.05 1.68 -1.34 -2.52 -1.83 2.53
FAM207A family with sequence similachr21q22.3 0 --- -1.12 -1.13 1.03 1.02 1.10 -1.07 1.48 1.22 1.28 1.08 1.30 1.45
FAM207A family with sequence similachr21q22.3 0 --- 1.60 1.25 -1.37 -2.11 -1.06 -1.19 1.70 1.16 2.13 1.71 1.13 1.21
FAM208B family with sequence similachr10p15.1 0 --- 1.31 1.09 -1.17 -1.37 1.19 -1.12 1.67 1.52 -1.02 -1.40 1.05 -1.05
FAM208B family with sequence similachr10p15.1 0 --- 1.07 1.07 -1.05 -1.04 -1.01 1.04 -1.15 -1.14 -1.19 -1.16 1.45 1.21
FAM209B family with sequence similachr20q13.31 0 --- -1.20 -1.68 1.06 1.79 1.16 1.05 -2.07 1.54 3.56 3.16 3.26 2.09
FAM20B family with sequence similachr1q25  phosphorylation --- -1.04 -1.05 1.04 1.04 1.02 1.04 1.01 -1.00 1.14 1.21 1.01 1.10
FAM210A family with sequence similachr18p11.21 0 --- -1.07 -1.08 1.00 1.12 1.02 1.04 1.06 1.19 1.63 1.69 1.34 1.55
FAM210A family with sequence similachr18p11.21 0 --- 1.12 -1.01 -1.06 1.03 1.02 -1.09 -1.14 -1.09 1.36 1.81 1.33 1.49
FAM210A family with sequence similachr18p11.21 0 --- 1.01 -1.02 1.05 1.03 -1.16 -1.12 1.04 1.12 1.24 1.38 1.43 1.47
FAM210B family with sequence similachr20q13.2 0 --- 1.02 -1.01 1.11 1.11 1.15 -1.01 1.09 -1.04 -1.68 -1.45 -5.01 -4.34
FAM210B family with sequence similachr20q13.2 0 --- -1.07 -1.09 1.13 1.09 1.04 -1.06 1.04 -1.19 -1.82 -1.83 -3.80 -3.95
FAM211B family with sequence similachr22q11.23 0 --- 1.04 1.11 -1.32 1.07 -1.24 -1.31 1.33 1.51 1.01 -1.21 -1.07 1.40
FAM211B family with sequence similachr22q11.23 0 --- -1.09 -1.53 -1.11 -1.03 1.30 1.52 -1.49 1.53 -2.11 -1.26 -1.85 -1.50
FAM213A family with sequence similachr10q23.1  regulation of osteoclast differentiation --- -1.05 -1.11 1.04 1.06 1.06 -1.00 1.01 -1.02 1.13 1.07 -1.06 1.11
FAM213A family with sequence similachr10q23.1  regulation of osteoclast differentiation --- 1.04 -1.08 1.02 1.06 -1.07 -1.02 -1.20 -1.03 -1.23 -1.08 -1.20 -1.07
FAM213A family with sequence similachr10q23.1  regulation of osteoclast differentiation --- 1.22 1.14 -1.07 -1.33 1.31 1.37 -1.13 -1.22 -1.10 1.03 1.41 1.52
FAM213B family with sequence similachr1p36.32  prostaglandin biosynthetic process --- -1.08 -1.06 1.12 1.26 1.06 1.01 1.04 1.06 -1.49 -1.37 -1.41 -1.14
FAM214A family with sequence similachr15q21.2-q21.3 0 --- 1.33 1.49 1.02 -1.12 1.17 1.14 1.17 1.04 -1.71 -1.93 -1.19 -1.39
FAM214B family with sequence similachr9p13.3 0 --- -1.17 -1.13 1.33 1.34 1.10 1.10 -1.22 1.10 1.36 1.49 1.20 1.12
FAM214B family with sequence similachr9p13.3 0 --- -1.49 -1.10 1.27 1.37 1.48 1.08 -1.21 -1.06 1.34 1.40 -1.01 -1.14
FAM217B family with sequence similachr20q13.33 0 --- 1.05 -1.01 1.05 1.02 -1.04 1.12 -1.49 -1.06 -1.91 -1.93 -2.12 -1.88
FAM219A family with sequence similachr9p13.3 0 --- 1.09 -1.06 -1.21 -1.02 -1.18 -1.15 -1.11 1.04 1.55 1.26 1.24 1.17
FAM219B family with sequence similachr15q24.1 0 --- -1.12 -1.14 1.10 1.12 -1.06 -1.07 1.08 -1.02 -1.14 -1.08 -1.40 -1.14
FAM219B family with sequence similachr15q24.1 0 --- 1.14 -1.17 1.01 -1.03 1.27 1.19 1.17 1.12 -1.16 -1.14 -2.17 -1.64
FAM219B family with sequence similachr15q24.1 0 --- -1.08 -1.13 -1.07 1.12 1.16 1.11 1.19 1.04 -1.04 -1.00 -1.76 -1.44
FAM21A /// Ffamily with sequence similachr10q11.1 /// chr10 transport --- 1.06 -1.04 1.01 1.16 1.00 -1.03 -1.04 1.01 -1.27 -1.38 -1.21 -1.19
FAM21A /// Ffamily with sequence similachr10q11.1 /// chr10 transport --- -1.03 -1.11 1.06 1.10 1.03 -1.09 1.10 1.06 -1.22 -1.35 -1.28 -1.37
FAM21A /// Ffamily with sequence similachr10q11.1 /// chr10 transport --- -1.06 -1.08 -1.05 -1.01 -1.04 1.07 1.02 1.13 -1.31 -1.20 -1.42 -1.36
FAM21C family with sequence similachr10q11.1  transport --- -1.00 -1.03 1.05 1.06 1.04 -1.03 1.02 1.09 -1.33 -1.39 -1.36 -1.36
FAM220A family with sequence similachr7p22.1 0 --- 1.07 1.13 1.20 1.10 1.22 1.04 -1.04 -1.07 -1.02 1.16 1.17 1.26
FAM222A family with sequence similachr12q24.11 0 --- 1.29 1.08 -1.07 1.11 1.89 2.05 -1.56 -1.19 -1.72 -3.17 -1.23 -1.65
FAM222A-ASFAM222A antisense RNA 1chr12q24.11 0 --- 1.09 -2.87 -1.94 1.55 1.85 -1.49 -1.60 1.54 -4.80 -4.61 -3.76 1.15
FAM222B family with sequence similachr17q11.2 0 --- -1.04 -1.03 1.12 -1.04 1.05 1.11 1.01 1.13 -1.36 -1.15 -1.09 -1.14
FAM227B family with sequence similachr15q21.2 0 --- 1.19 1.03 1.17 1.06 1.06 1.18 1.08 -1.00 -1.58 -1.22 -1.39 -2.53
FAM228A family with sequence similachr2p23.3 0 --- -2.51 -1.57 -1.97 -3.06 1.80 1.28 1.03 -1.45 2.15 2.47 2.39 3.89
FAM229B family with sequence similachr6q21 0 --- 1.04 -1.07 -1.04 -1.03 -1.03 -1.09 1.02 1.08 -1.13 -1.28 -1.70 -1.68
FAM230C family with sequence simila--- 0 --- 1.05 1.06 -1.05 -1.25 1.14 -1.06 1.24 1.19 -1.63 -1.85 -1.59 -1.50
FAM24B family with sequence similachr10q26.13 0 --- 1.08 1.03 -1.05 -1.29 1.03 -1.02 1.22 1.09 -1.07 -1.01 1.59 1.38
FAM26E family with sequence similachr6q22.1  transport --- 2.58 1.83 2.07 1.43 -1.20 -1.43 1.50 1.15 1.05 -1.24 1.44 1.81
FAM26F family with sequence similachr6q22.1  transport --- -1.10 -1.07 1.02 1.01 -1.02 -1.05 1.21 1.36 1.47 1.51 1.08 1.23
FAM26F family with sequence similachr6q22.1  ion transport --- -1.03 -1.06 -1.02 1.11 1.14 1.01 1.34 1.31 1.47 1.42 1.14 1.34
FAM27A /// Ffamily with sequence similachr9p11.2 /// chr9q10 --- -1.11 -1.11 1.02 1.22 1.03 -1.15 1.22 1.15 -1.56 -1.57 -1.17 -1.23
FAM27E1 /// family with sequence similachr9p11.2 /// chr9q10 --- -1.01 1.24 1.06 -1.68 1.12 1.26 1.60 -1.25 -2.94 -1.65 -1.63 -1.42
FAM27E3 family with sequence similachr9q13 0 --- 1.02 1.13 1.27 1.27 -1.14 -1.12 1.02 1.19 -1.85 -1.81 -1.76 -1.44
FAM3C family with sequence similachr7q31  multicellular organismal development --- -1.12 -1.36 1.20 1.19 -1.25 -1.15 -1.41 -1.08 -1.81 -2.08 -2.48 -1.99
FAM43A family with sequence similachr3q29 0 --- 1.09 1.03 -1.03 -1.08 -1.19 1.41 -1.31 1.21 -1.42 -1.09 -3.71 -2.70
FAM45A family with sequence similachr10q25 0 --- 1.10 -1.05 1.14 1.05 1.06 -1.03 -1.07 -1.02 -1.36 -1.31 1.10 -1.19
FAM45A /// Ffamily with sequence similachr10q25 /// chrXq20 --- -1.00 1.01 1.14 -1.02 1.03 -1.11 -1.20 -1.18 -1.18 -1.10 1.27 1.36
FAM46A family with sequence similachr6q14 0 --- -1.10 -1.12 1.01 1.12 1.06 1.03 -1.07 -1.06 -1.18 -1.06 -1.12 1.07
FAM46A family with sequence similachr6q14 0 --- 1.07 1.07 1.03 1.03 -1.02 -1.00 -1.04 -1.06 -1.12 -1.01 -1.05 -1.01
FAM46C family with sequence similachr1p12 0 --- 1.76 2.31 -1.13 -1.13 1.22 2.57 1.79 1.45 1.47 2.18 1.11 1.57
FAM46C family with sequence similachr1p12 0 --- 1.08 1.05 -1.12 -1.21 1.26 -1.23 1.19 1.52 1.92 2.76 1.37 1.76
FAM47C family with sequence similachrXp21.1 0 --- -2.33 -1.08 -2.95 -1.01 1.20 1.71 1.05 -3.49 2.42 1.33 2.36 6.40
FAM47E /// F family with sequence similachr4q /// chr4q21.1  regulation of transcription from RNA polCircadian_Exercise // GenMAPP -1.05 -1.09 1.01 1.03 -1.03 1.01 1.24 1.22 1.41 1.73 1.65 2.02
FAM49B family with sequence similachr8q24.21 0 --- -1.03 -1.06 -1.01 -1.07 -1.03 -1.05 -1.42 -1.15 -1.73 -1.89 -2.78 -2.85
FAM50B family with sequence similachr6p25.2 0 --- 1.10 -1.00 -1.01 1.09 1.02 1.01 -1.09 1.07 -1.14 -1.46 -1.09 -1.15
FAM53A family with sequence similachr4p16.3 0 --- -1.02 1.10 -1.19 1.17 1.53 1.21 1.15 1.13 -1.29 -1.10 -1.53 -1.37
FAM53B family with sequence similachr10q26.13 0 --- -1.07 -1.10 1.09 1.15 1.00 -1.06 1.17 1.13 1.10 -1.05 1.15 1.28
FAM53C family with sequence similachr5q31 0 --- -1.06 -1.04 1.03 -1.03 1.04 -1.04 -1.09 -1.09 -1.11 -1.15 1.33 1.22
FAM60A family with sequence similachr12p11  negative regulation of cell migration --- -1.11 -1.06 1.08 -1.08 1.23 1.01 1.40 1.20 1.53 1.28 1.71 1.33
FAM63A family with sequence similachr1q21.3 0 --- 1.27 -1.07 -1.04 -1.02 1.44 1.40 -1.14 1.03 -1.24 -1.03 -1.57 -1.46
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FAM63B family with sequence similachr15q21.3 0 --- 1.02 -1.38 -1.06 -1.01 -1.04 1.50 -1.22 -1.08 -1.68 -1.45 -1.23 -1.05
FAM64A family with sequence similachr17p13.2  cell cycle --- 1.00 -1.14 -1.10 -1.03 1.01 1.14 -1.31 -1.04 1.22 1.23 1.24 1.37
FAM65A family with sequence similachr16q22.1  signal transduction --- -1.10 -1.13 1.05 1.02 -1.17 -1.08 1.04 -1.12 1.69 1.30 1.47 1.64
FAM65A family with sequence similachr16q22.1  signal transduction --- -1.13 -1.24 1.02 1.05 -1.03 -1.02 1.21 1.19 1.28 1.18 1.24 1.34
FAM69A family with sequence similachr1p22.1 0 --- -1.10 -1.21 1.02 1.12 1.22 1.02 1.18 1.05 1.15 1.29 1.46 1.23
FAM69A family with sequence similachr1p22.1 0 --- 1.10 1.05 1.25 -1.01 1.39 1.34 -1.05 -1.39 1.09 1.21 1.29 1.07
FAM69B family with sequence similachr9q34.3 0 --- -1.26 -1.71 2.01 1.83 -2.47 -1.31 1.54 1.13 -1.13 -1.37 -1.31 1.08
FAM72A /// Ffamily with sequence similachr1p11.2 /// chr1q20 --- 1.21 1.28 1.02 -1.11 1.06 -1.03 -1.42 -1.18 1.45 1.57 2.11 1.75
FAM76B family with sequence similachr11q21 0 --- 1.25 -1.00 1.33 1.11 1.27 -1.29 2.19 1.59 1.52 1.28 2.53 1.72
FAM76B family with sequence similachr11q21 0 --- 1.15 1.08 1.07 -1.01 -1.02 1.14 -1.26 -1.18 -1.34 -1.28 -1.33 -1.74
FAM76B family with sequence similachr11q21 0 --- -1.17 -1.05 1.17 1.27 1.29 1.22 1.02 1.30 1.12 1.10 1.39 1.26
FAM76B family with sequence similachr11q21 0 --- 1.04 1.18 -1.03 -1.17 -1.07 1.03 -1.35 -1.37 -2.01 -2.06 -1.76 -1.96
FAM78A family with sequence similachr9q34 0 --- 1.22 1.32 -1.61 -1.68 -1.15 -1.17 -1.62 -1.21 -1.79 -2.32 -1.54 -1.53
FAM81A family with sequence similachr15q22.2  oxidation-reduction process --- -1.06 -1.10 1.08 1.06 -1.01 -1.20 1.19 1.22 -1.57 -1.66 -2.81 -3.18
FAM83A family with sequence similachr8q24.13 0 --- -1.11 -1.23 1.12 1.09 1.10 -1.00 -1.01 1.05 5.42 4.71 2.10 2.94
FAM83A family with sequence similachr8q24.13 0 --- 1.86 1.01 -1.01 1.24 1.56 1.01 -1.17 -1.09 5.64 5.12 2.12 2.77
FAM83A family with sequence similachr8q24.13 0 --- -1.09 -1.27 -1.17 -1.26 1.01 1.08 1.26 1.11 2.77 3.23 1.88 2.05
FAM83B family with sequence similachr6p12.1 0 --- 1.09 1.15 -1.00 -1.27 -1.15 -1.03 -1.21 -1.14 1.14 1.27 1.17 1.25
FAM83B family with sequence similachr6p12.1 0 --- -1.00 -1.09 1.03 -1.16 -1.14 -1.05 -1.06 -1.07 1.21 1.37 1.54 1.71
FAM83D family with sequence similachr20q11.22-q12  cell cycle --- 1.16 1.13 1.13 1.04 -1.04 1.03 -1.25 -1.18 1.05 1.11 1.42 1.22
FAM83G family with sequence similachr17p11.2 0 --- 1.07 -1.03 -1.08 1.01 -1.06 -1.14 1.16 1.15 1.69 1.61 1.53 1.56
FAM83H family with sequence similachr8q24.3  biomineral tissue development --- 1.23 -2.78 1.59 2.71 -2.54 -4.74 -1.50 -3.59 -1.49 -1.99 -2.93 1.11
FAM83H family with sequence similachr8q24.3  biomineral tissue development --- -1.10 -1.07 -1.04 -1.01 -1.02 -1.05 1.05 1.04 1.10 -1.02 -1.04 -1.00
FAM84A family with sequence similachr2p24.3 0 --- 1.11 1.17 1.05 1.31 1.01 1.26 -2.13 -1.20 -1.68 -2.27 -1.33 -1.57
FAM84A family with sequence similachr2p24.3 0 --- 1.16 -1.01 1.15 1.22 -1.20 1.06 -1.92 -1.33 -5.28 -2.89 -6.00 -5.81
FAM84A family with sequence similachr2p24.3 0 --- 1.17 1.07 1.20 1.41 -1.78 -1.79 -1.75 -1.44 -2.75 -2.81 -4.22 -5.39
FAM84A family with sequence similachr2p24.3 0 --- -2.22 -2.02 -1.02 1.12 -1.10 1.77 -1.09 -1.42 -2.64 -3.23 -3.96 -3.21
FAM84A /// Lfamily with sequence similachr2p24.3 0 --- -1.05 1.55 1.95 1.08 1.52 -1.88 -1.64 1.67 -1.79 -1.25 -3.50 -5.20
FAM86B1 /// family with sequence similachr11q13.4 /// chr120 --- -1.13 -1.08 -1.06 1.00 1.03 -1.09 1.06 1.09 -1.23 -1.35 -1.46 -1.25
FAM86C1 family with sequence similachr11q13.4 0 --- -1.07 -1.02 -1.06 1.09 1.05 -1.03 1.10 -1.02 1.04 -1.01 -1.19 -1.22
FAM89A /// Mfamily with sequence similachr1q42.2 0 --- -2.20 -1.29 2.15 1.41 -1.18 1.30 1.95 -1.19 4.49 3.40 3.09 2.98
FAM8A1 family with sequence similachr6p23 0 --- 1.04 -1.02 1.02 -1.06 1.06 1.13 -1.14 -1.10 -1.40 1.02 -1.31 -1.14
FAM92A1 family with sequence similachr8q22.1 0 --- -1.03 -1.09 1.12 1.15 1.14 1.17 1.11 1.11 -1.28 -1.13 -1.24 -1.30
FAM92A1 family with sequence similachr8q22.1 0 --- 1.05 1.12 1.15 1.21 1.10 1.04 -1.27 1.04 -1.85 -1.60 -1.51 -1.55
FAM96A family with sequence similachr15q22.31  chromosome segregation --- 1.04 1.06 -1.00 -1.09 1.03 1.03 -1.15 -1.17 -1.12 -1.09 -1.15 -1.26
FAM96B family with sequence similachr16q22.1  chromosome segregation --- 1.10 1.03 1.06 -1.02 1.13 1.04 1.03 -1.10 1.36 1.22 1.39 1.26
FAM98A family with sequence similachr2p22.3 0 --- -1.10 -1.19 -1.15 -1.15 -1.04 -1.04 -1.51 -1.05 -1.43 -1.54 -3.20 -2.03
FAM98A family with sequence similachr2p22.3 0 --- -1.05 1.02 -1.06 1.06 1.02 -1.01 -1.09 1.00 1.12 1.09 1.06 1.14
FAM98B family with sequence similachr15q14 0 --- 1.04 1.09 -1.00 1.02 -1.04 -1.01 -1.23 -1.11 -1.26 -1.11 -1.32 -1.24
FAM9B family with sequence similachrXp22.32 0 --- 3.71 2.21 -1.38 1.13 1.12 2.28 -3.96 -1.62 1.20 2.51 -7.87 -4.70
FAM9B family with sequence similachrXp22.32 0 --- 1.50 1.12 -1.47 -1.08 -1.00 -1.15 -1.03 -1.17 1.12 1.04 -1.61 -1.94
FAM9C family with sequence similachrXp22.2 0 --- 3.14 3.43 -1.37 1.83 -1.19 1.21 -1.38 -1.08 1.72 2.04 -1.03 1.27
FAN1 FANCD2/FANCI-associate chr15q13.2-q13.3  double-strand break repair via homologou--- 1.02 1.26 1.25 1.14 1.06 -1.12 1.35 1.28 -1.80 -1.96 -1.38 -2.00
FANCA Fanconi anemia, complemenchr16q24.3  DNA repair --- 1.02 -1.11 1.16 1.31 -1.05 -1.03 1.33 1.27 1.71 1.51 1.77 1.52
FANCA Fanconi anemia, complemenchr16q24.3  DNA repair --- -1.10 -1.16 -1.03 1.06 1.08 -1.01 1.08 1.14 -1.31 -1.47 -1.38 -1.14
FANCA Fanconi anemia, complemenchr16q24.3  DNA repair --- -1.03 1.08 -1.01 1.10 -1.01 -1.31 1.00 1.15 -1.79 -2.35 -1.92 -1.89
FANCB Fanconi anemia, complemenchrXp22.2  DNA repair --- 1.15 1.15 -1.03 1.08 1.04 1.06 -1.02 -1.04 -1.86 -1.49 -1.34 -1.24
FANCC Fanconi anemia, complemenchr9q22.3  myeloid cell homeostasis --- -1.17 -1.25 -1.26 -1.41 -1.28 -1.13 1.06 1.90 -2.50 -1.27 1.45 2.46
FANCD2 Fanconi anemia, complemenchr3p26  DNA repair --- 1.01 1.03 -1.04 1.00 1.11 -1.09 1.11 -1.07 -1.24 -1.19 -1.49 -1.34
FANCD2 Fanconi anemia, complemenchr3p26  DNA repair --- 1.04 -1.02 1.02 1.08 -1.03 1.03 -1.08 -1.10 -1.20 -1.13 -1.33 -1.29
FANCF Fanconi anemia, complemenchr11p15  DNA repair --- 1.01 -1.05 -1.13 -1.13 -1.02 1.06 -1.16 1.01 -1.78 -1.36 -1.84 -1.66
FANCG Fanconi anemia, complemenchr9p13  cell cycle checkpoint --- 1.01 1.02 -1.02 -1.01 1.12 1.12 -1.09 -1.16 -1.22 -1.06 -1.35 -1.27
FANCI Fanconi anemia, complemenchr15q26.1  DNA repair --- 1.14 1.18 1.00 1.00 -1.06 -1.02 -1.01 -1.05 -1.17 -1.24 -1.19 -1.30
FANCI Fanconi anemia, complemenchr15q26.1  DNA repair --- 1.00 -1.01 1.01 1.11 -1.04 -1.07 1.15 1.11 1.47 1.46 -1.28 -1.11
FANCL Fanconi anemia, complemenchr2p16.1  DNA repair --- 1.06 1.07 -1.06 1.14 1.04 1.08 -1.07 -1.02 -1.27 -1.13 -1.37 -1.38
FANCM Fanconi anemia, complemenchr14q21.2  resolution of meiotic recombination inter --- -1.41 -1.42 1.10 1.05 1.05 -1.09 1.26 1.37 1.03 -1.03 1.79 1.22
FANCM Fanconi anemia, complemenchr14q21.2  resolution of meiotic recombination inter --- 1.24 1.27 1.32 -1.52 1.12 1.24 -1.31 -1.31 -1.56 -1.18 1.15 1.07
FANCM Fanconi anemia, complemenchr14q21.2  resolution of meiotic recombination inter --- 1.47 1.39 1.32 1.42 -1.04 1.19 -1.03 1.04 -1.35 -1.24 -1.08 1.29
FANCM Fanconi anemia, complemenchr14q21.2  resolution of meiotic recombination inter --- 1.13 1.09 -1.07 -1.02 -1.00 1.05 -1.35 -1.07 -1.33 -1.17 1.08 1.08
FAP fibroblast activation protein chr2q23  proteolysis --- 1.05 1.29 -1.06 1.02 -1.24 1.01 1.08 1.19 -1.29 -1.37 -1.29 -1.17
FAR1 fatty acyl CoA reductase 1 chr11p15.2  lipid metabolic process --- 1.37 1.18 1.03 1.10 1.41 1.71 -1.17 -1.29 -1.17 -1.01 -1.04 -1.18
FAR1 fatty acyl CoA reductase 1 chr11p15.2  lipid metabolic process --- 1.44 1.37 1.06 1.04 -1.05 1.24 -1.50 -1.33 -1.78 -1.75 -1.47 -1.74
FAR2 fatty acyl CoA reductase 2 chr12p11.22  lipid metabolic process --- -1.00 -1.05 1.11 -1.04 1.02 1.14 -1.29 -1.26 -1.34 -1.16 -1.84 -1.83
FARP1 /// FA FERM, RhoGEF (ARHGEFchr13q32.2  multicellular organismal development --- 1.02 -1.01 1.02 1.06 1.05 1.01 -1.02 1.01 -1.32 -1.29 -1.55 -1.50
FARS2 phenylalanyl-tRNA synthet chr6p25.1  translation --- -1.16 -1.12 -1.06 1.26 -1.13 -1.17 -1.03 1.35 -1.09 -1.25 -1.64 -1.21
FAS Fas cell surface death recep chr10q24.1  response to hypoxia Apoptosis // GenMAPP /// Apoptosis_GenM 1.00 -1.03 1.08 -1.01 1.04 -1.05 1.19 1.11 1.59 1.35 1.74 1.32
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FAS Fas cell surface death recep chr10q24.1  response to hypoxia Apoptosis // GenMAPP /// Apoptosis_GenM 1.57 1.34 1.26 1.07 -1.08 -1.10 1.10 -1.04 1.40 1.22 1.77 1.29
FAS Fas cell surface death recep chr10q24.1  response to hypoxia Apoptosis // GenMAPP /// Apoptosis_GenM 1.07 1.03 -1.06 -1.11 -1.01 -1.04 -1.01 1.04 1.52 1.23 1.54 1.19
FAS Fas cell surface death recep chr10q24.1  response to hypoxia Apoptosis // GenMAPP /// Apoptosis_GenM 1.43 1.11 -1.15 -1.27 1.16 1.03 1.02 -1.18 1.15 1.11 1.57 1.04
FASN fatty acid synthase chr17q25  acetyl-CoA metabolic process Fatty_Acid_Synthesis // GenMAPP 1.04 -1.00 1.09 1.17 -1.05 -1.06 -1.06 -1.03 1.30 1.31 2.07 2.59
FASTKD2 FAST kinase domains 2 chr2q33.3  protein phosphorylation --- 1.04 1.09 1.09 1.04 1.07 1.03 -1.18 -1.09 -1.11 -1.11 -1.52 -1.25
FASTKD2 FAST kinase domains 2 chr2q33.3  protein phosphorylation --- -1.01 -1.09 1.09 1.14 1.04 -1.02 1.23 1.01 1.11 1.04 1.33 1.30
FASTKD3 FAST kinase domains 3 chr5p15.31  protein phosphorylation --- 1.14 1.11 1.08 1.06 1.05 1.01 -1.06 -1.05 -1.23 -1.28 -1.09 -1.18
FASTKD5 FAST kinase domains 5 chr20p13  protein phosphorylation --- -1.20 -1.22 1.02 1.20 -1.08 -1.13 -1.26 1.05 1.06 -1.12 1.01 1.22
FAT2 FAT atypical cadherin 2 chr5q33.1  cell adhesion --- -1.45 -1.22 1.35 1.13 1.62 -4.50 3.22 1.44 4.57 2.98 -2.44 -1.02
FAT4 FAT atypical cadherin 4 chr4q28.1  cell adhesion --- 1.35 1.34 -1.02 -1.51 -1.28 -1.00 -1.43 -1.20 -2.97 -3.10 -3.23 -3.92
FAXC failed axon connections homchr6q16.2 0 --- -1.10 1.00 -1.14 1.01 1.05 -1.01 1.01 -1.25 -2.02 -1.76 -1.25 -1.32
FAXC failed axon connections homchr6q16.2 0 --- 1.29 1.35 -1.65 -1.72 1.28 2.89 -1.39 -1.35 -1.50 -2.22 -1.76 -2.45
FBF1 Fas (TNFRSF6) binding facchr17q25.1  cell projection organization --- -1.13 1.14 1.15 1.75 1.64 1.36 1.08 1.08 -2.13 -1.77 -3.28 -1.70
FBF1 Fas (TNFRSF6) binding facchr17q25.1  cell projection organization --- -1.02 1.03 1.03 1.60 -1.04 1.02 1.43 1.55 -1.01 1.00 -1.80 -1.40
FBLN1 fibulin 1 chr22q13.31  embryo implantation --- -1.08 -1.07 1.02 1.10 1.07 -1.08 1.13 -1.03 -1.32 -1.15 -1.63 -1.24
FBLN1 fibulin 1 chr22q13.31  embryo implantation --- -1.05 -1.01 -1.05 1.05 -1.01 -1.07 1.07 -1.01 -1.08 -1.04 -1.29 -1.15
FBLN5 fibulin 5 chr14q32.1  regulation of cell growth --- -1.08 -1.11 1.64 1.89 -1.03 1.11 -1.33 -1.06 1.33 1.44 1.13 1.47
FBN1 fibrillin 1 chr15q21.1  skeletal system development --- 1.05 -1.01 1.03 -1.02 1.03 -1.00 1.03 -1.01 -1.76 -1.47 -2.14 -2.00
FBN2 fibrillin 2 chr5q23-q31  anatomical structure morphogenesis --- 1.50 1.33 -1.16 -1.02 1.11 1.20 1.03 -1.05 3.39 3.73 3.31 3.45
FBP2 fructose-1,6-bisphosphatasechr9q22.3  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.44 -2.97 -1.67 -1.28 -1.14 1.59 1.84 -1.17 3.34 -1.11 1.97 -1.53
FBRS fibrosin chr16p11.2  positive regulation of fibroblast proliferat--- -1.08 -1.13 1.06 1.12 -1.04 -1.02 1.05 1.33 1.22 1.11 1.09 1.15
FBRSL1 fibrosin-like 1 chr12q24.33 0 --- 1.14 -1.01 1.04 1.39 1.15 1.05 -1.12 -1.21 1.19 -1.54 -1.42 -1.28
FBRSL1 fibrosin-like 1 chr12q24.33 0 --- 1.09 1.00 1.01 -1.09 -1.05 -1.04 -1.25 -1.20 -1.16 -1.23 1.10 1.14
FBXL14 F-box and leucine-rich repe chr12p13.33  protein ubiquitination involved in ubiquit--- -1.39 -1.67 -1.14 1.02 -1.75 -1.01 1.54 -1.52 1.81 1.47 1.79 2.49
FBXL14 F-box and leucine-rich repe chr12p13.33  protein ubiquitination involved in ubiquit--- 4.88 3.83 -1.67 -1.52 1.24 -1.56 3.31 1.28 1.09 1.08 1.70 1.76
FBXL17 F-box and leucine-rich repe chr5q21.3 0 --- -1.09 -1.14 1.08 -1.03 1.12 1.18 1.15 1.01 -1.43 -1.19 -1.58 -1.57
FBXL17 F-box and leucine-rich repe chr5q21.3 0 --- 1.09 1.16 -1.10 -1.05 -1.04 -1.28 -1.22 -1.50 -1.16 -1.30 -3.55 -2.62
FBXL2 F-box and leucine-rich repe chr3p22.3  cellular protein modification process --- 1.46 1.04 -1.93 -1.92 -1.32 -1.24 1.48 1.41 -1.50 1.18 -2.17 -1.66
FBXL20 F-box and leucine-rich repe chr17q12 0 --- -1.07 -1.11 1.11 -1.14 -1.05 1.12 1.24 1.08 -1.90 -1.64 -1.22 -1.59
FBXL20 F-box and leucine-rich repe chr17q12 0 --- 1.68 1.08 1.14 1.07 1.01 -1.18 -1.07 -1.07 -1.61 -1.93 -1.96 -2.70
FBXL20 F-box and leucine-rich repe chr17q12 0 --- 1.33 1.21 -1.09 -1.08 1.14 1.15 1.07 1.14 -1.79 -1.80 -1.56 -1.67
FBXL20 F-box and leucine-rich repe chr17q12 0 --- -1.01 1.03 1.07 -1.18 1.02 -1.03 1.04 1.04 -1.23 -1.16 -1.14 -1.12
FBXL3 F-box and leucine-rich repe chr13q22  protein ubiquitination --- 1.25 1.20 1.02 -1.08 -1.09 1.05 -1.18 -1.10 -1.57 -1.31 -1.25 -1.56
FBXO16 /// ZNF-box protein 16 /// zinc fin chr8p21.1  transcription, DNA-dependent --- 1.35 1.54 -1.12 -1.56 2.02 1.65 1.59 -1.20 -1.01 1.16 1.20 1.16
FBXO16 /// ZNF-box protein 16 /// zinc fin chr8p21.1  transcription, DNA-dependent --- -1.61 -1.05 1.30 -1.05 1.38 1.40 1.66 -1.08 1.82 1.98 -1.08 1.16
FBXO17 F-box protein 17 chr19q13.2  protein catabolic process --- -1.10 -1.05 1.20 1.45 1.01 1.06 1.10 1.16 1.18 1.13 -1.65 -1.34
FBXO18 F-box protein, helicase, 18 chr10p15.1 0 --- -1.38 -1.31 -1.86 -2.08 -1.79 -2.09 -1.36 -1.67 2.24 1.62 2.34 2.23
FBXO2 F-box protein 2 chr1p36.22  cellular protein modification process --- 1.14 1.15 1.01 -1.12 -1.29 -1.11 1.28 1.08 1.10 1.11 1.35 1.39
FBXO21 F-box protein 21 chr12q24.22  ubiquitin-dependent protein catabolic pro--- -1.02 -1.11 -1.22 1.06 -1.27 -1.03 1.16 1.24 -2.11 -1.47 -1.44 -1.19
FBXO21 F-box protein 21 chr12q24.22  ubiquitin-dependent protein catabolic pro--- 1.23 1.19 1.09 -1.01 -1.03 1.01 1.11 -1.05 -1.30 -1.27 -1.10 -1.31
FBXO22 F-box protein 22 chr15q24.2  protein polyubiquitination --- 1.72 1.43 1.01 -1.21 1.28 1.41 -1.04 -1.05 1.71 1.57 1.79 1.62
FBXO22 F-box protein 22 chr15q24.2  protein polyubiquitination --- 1.02 -1.02 -1.12 1.03 -1.43 -1.10 -1.12 -1.17 1.12 1.32 1.15 1.16
FBXO22 F-box protein 22 chr15q24.2  protein polyubiquitination --- 1.03 -1.06 1.12 1.18 -1.02 1.01 1.27 1.12 1.90 1.83 1.78 1.83
FBXO22 F-box protein 22 chr15q24.2  protein polyubiquitination --- -1.08 -1.13 1.05 1.13 1.02 -1.01 1.47 1.23 2.21 2.07 1.85 1.93
FBXO28 F-box protein 28 chr1q42.11 0 --- 1.18 1.15 1.06 -1.00 -1.09 1.07 -1.21 -1.05 -1.68 -1.89 -1.05 -1.28
FBXO28 F-box protein 28 chr1q42.11 0 --- 1.20 1.17 1.07 -1.02 -1.02 1.09 1.04 -1.05 -1.74 -1.85 -1.27 -1.52
FBXO28 F-box protein 28 chr1q42.11 0 --- -1.17 -1.09 -1.25 -1.05 -1.49 1.00 -1.02 1.27 -1.31 -1.22 -1.33 -1.37
FBXO28 F-box protein 28 chr1q42.11 0 --- 1.07 1.11 1.04 -1.01 -1.06 1.03 -1.35 -1.26 -1.40 -1.29 1.24 1.32
FBXO3 F-box protein 3 chr11p13  proteolysis --- 1.19 1.18 -1.06 -1.02 -1.05 1.08 -1.12 -1.03 -2.57 -1.77 -2.00 -3.04
FBXO3 F-box protein 3 chr11p13  proteolysis --- 2.05 1.77 1.67 2.07 1.76 2.51 1.79 1.99 2.00 1.87 -2.32 -1.39
FBXO3 F-box protein 3 chr11p13  proteolysis --- 1.17 1.15 1.03 -1.13 -1.09 1.00 -1.40 -1.18 -1.59 -1.30 -1.66 -1.90
FBXO3 F-box protein 3 chr11p13  proteolysis --- 1.26 1.00 1.20 1.04 -1.20 -1.01 -1.37 1.02 -1.81 -1.17 -1.88 -2.36
FBXO31 F-box protein 31 chr16q24.2  response to DNA damage stimulus --- -1.23 -1.32 -1.19 -1.15 1.23 1.13 1.40 1.26 -1.07 -1.18 1.23 1.42
FBXO32 F-box protein 32 chr8q24.13  response to denervation involved in regul--- -1.00 -1.13 1.04 1.29 -1.12 1.01 1.02 -1.03 -1.84 -1.48 -1.80 -1.14
FBXO32 F-box protein 32 chr8q24.13  response to denervation involved in regul--- -1.21 1.11 -1.22 1.11 3.40 4.82 2.22 2.64 1.27 -1.01 2.45 11.22
FBXO32 F-box protein 32 chr8q24.13  muscle atrophy --- -1.24 -1.22 1.06 1.06 -1.11 -1.02 1.23 1.32 -1.84 -1.61 1.38 1.41
FBXO34 F-box protein 34 chr14q22.3 0 --- 1.35 1.24 1.02 -1.15 -1.08 -1.16 -1.03 -1.01 1.02 1.23 1.31 1.16
FBXO36 F-box protein 36 chr2q36.3 0 --- -1.07 1.04 -1.18 -1.03 1.12 -1.05 1.56 1.10 2.10 1.73 2.46 2.53
FBXO38 F-box protein 38 chr5q32 0 --- -1.03 -1.10 -1.05 -1.02 1.04 1.01 -1.22 -1.11 -1.03 1.03 1.34 1.35
FBXO38 F-box protein 38 chr5q32 0 --- 1.07 1.06 -1.05 1.10 -1.04 1.14 -1.19 1.09 -1.08 1.06 1.11 1.27
FBXO38 F-box protein 38 chr5q32 0 --- -1.08 -1.09 1.32 1.06 1.24 1.22 1.14 -1.01 1.11 1.15 1.53 1.68
FBXO4 F-box protein 4 chr5p12  protein polyubiquitination --- 1.10 1.27 -1.00 -1.18 -1.02 -1.05 -1.21 -1.12 -1.60 -1.65 -1.34 -1.83
FBXO42 F-box protein 42 chr1p36.23-p36.11 0 --- 1.09 1.15 -1.10 -1.04 -1.16 -1.08 1.51 1.38 1.34 1.25 1.26 1.57
FBXO42 F-box protein 42 chr1p36.23-p36.11 0 --- -1.05 1.16 1.14 -1.02 -1.01 1.01 -1.09 -1.05 -1.35 -1.23 -1.26 -1.33
FBXO45 F-box protein 45 chr3q29  response to DNA damage stimulus --- -1.06 -1.05 1.05 -1.27 -1.02 -1.06 1.30 1.05 2.05 1.79 2.80 2.22
FBXO45 F-box protein 45 chr3q29  response to DNA damage stimulus --- 1.02 1.07 1.12 -1.11 1.01 -1.03 1.03 1.01 1.12 1.13 1.37 1.29
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FBXO6 F-box protein 6 chr1p36.22  DNA damage checkpoint --- 1.11 -1.30 -1.94 -1.16 -1.04 -1.05 1.03 1.08 2.08 1.67 2.76 1.58
FBXO9 F-box protein 9 chr6p12.3-p11.2  protein ubiquitination --- -1.11 -1.10 1.04 -1.06 -1.15 -1.02 -1.59 -1.14 -1.09 1.02 -1.88 -1.51
FBXO9 F-box protein 9 chr6p12.3-p11.2  protein ubiquitination --- 1.02 -1.08 -1.08 -1.39 1.07 -1.39 -1.12 -1.49 -1.29 -1.17 -3.23 -2.19
FBXO9 F-box protein 9 chr6p12.3-p11.2  protein ubiquitination --- -1.05 -1.03 1.03 1.04 1.09 1.05 -1.28 -1.09 -1.81 -1.87 -1.73 -1.62
FBXO9 F-box protein 9 chr6p12.3-p11.2  protein ubiquitination --- -1.03 1.03 -1.05 -1.02 -1.10 1.01 -1.17 -1.09 -1.49 -1.52 -1.58 -1.66
FBXO9 F-box protein 9 chr6p12.3-p11.2  protein ubiquitination --- 1.16 1.32 1.11 1.19 1.03 1.15 1.03 -1.03 -2.82 -2.45 -2.63 -2.20
FBXO9 F-box protein 9 chr6p12.3-p11.2  protein ubiquitination --- 1.33 1.35 1.44 1.32 1.28 1.36 -1.10 -1.40 -1.87 -2.29 -2.27 -2.20
FBXO9 F-box protein 9 chr6p12.3-p11.2  protein ubiquitination --- -1.13 -1.09 1.09 1.14 1.01 -1.01 -1.19 -1.04 -1.33 -1.57 -1.80 -1.71
FBXW2 F-box and WD repeat domachr9q34  cellular protein modification process Wnt_signaling // GenMAPP 1.19 1.07 1.13 1.05 1.02 -1.26 -1.31 -1.20 -1.76 -3.12 -2.52 -2.47
FBXW2 F-box and WD repeat domachr9q34  cellular protein modification process Wnt_signaling // GenMAPP -1.16 -1.05 -1.03 -1.07 1.01 -1.10 -1.01 1.14 -1.20 1.03 -1.58 -1.51
FBXW2 F-box and WD repeat domachr9q34  cellular protein modification process Wnt_signaling // GenMAPP 1.01 -1.18 -1.03 1.01 1.01 1.02 1.07 -1.16 -1.24 -1.17 1.27 1.27
FBXW2 F-box and WD repeat domachr9q34  cellular protein modification process Wnt_signaling // GenMAPP -1.02 -1.07 1.06 1.05 1.23 1.08 1.28 1.13 1.32 1.19 1.40 1.46
FBXW5 F-box and WD repeat domachr9q34.3  mitosis --- 1.11 1.01 1.09 1.18 1.02 1.06 1.03 1.01 1.36 1.24 1.10 1.27
FCAR Fc fragment of IgA, receptochr19q13.42  immune response --- 1.19 1.36 -1.69 -1.32 5.91 1.63 5.72 5.05 11.15 1.72 1.91 4.64
FCER1G Fc fragment of IgE, high affchr1q23  positive regulation of type IIa hypersensi --- 3.05 5.55 1.46 1.23 1.32 1.04 4.13 3.82 7.24 8.05 1.12 1.81
FCER1G Fc fragment of IgE, high affchr1q23  positive regulation of type IIa hypersensi --- 1.29 -1.12 -1.15 1.28 -1.13 1.03 -1.01 -1.17 -1.22 -1.16 1.15 1.68
FCF1 FCF1 rRNA-processing prochr14q24.3  rRNA processing --- 1.18 1.16 1.12 1.02 -1.23 -1.08 -1.09 1.02 -1.27 -1.32 -2.76 -2.92
FCGR2A Fc fragment of IgG, low aff chr1q23  immune response --- 1.07 -1.16 1.61 1.01 1.04 1.47 -1.73 -1.26 2.49 3.17 3.53 3.46
FCHO1 FCH domain only 1 chr19p13.11  intracellular protein transport --- -1.19 -1.32 1.32 1.21 -1.05 -1.08 -1.20 -1.17 1.40 1.28 1.27 1.53
FCHO2 FCH domain only 2 chr5q13.2  intracellular protein transport --- -1.37 -1.22 1.06 -1.36 -1.00 -1.32 -1.10 -1.11 -1.46 -1.29 -1.26 1.73
FCHO2 FCH domain only 2 chr5q13.2  intracellular protein transport --- 1.07 -1.04 1.12 -1.01 -1.27 -1.11 -1.34 -1.06 -1.81 -1.55 -1.57 -2.09
FCHSD2 FCH and double SH3 doma chr11q13.4 0 --- 1.13 -1.03 1.09 1.06 -1.01 1.27 -1.10 -1.02 -1.19 -1.14 -1.43 -1.25
FCRL2 Fc receptor-like 2 chr1q21  cell-cell signaling --- -2.22 -1.84 1.16 1.58 1.74 1.04 -1.64 1.22 1.79 1.13 1.34 1.35
FCRLA Fc receptor-like A chr1q23.3  cell differentiation --- 1.02 2.27 -2.76 -5.51 1.14 1.15 2.46 1.51 1.71 1.04 -3.66 1.35
FCRLB Fc receptor-like B chr1q23.3 0 --- 1.35 1.06 1.43 1.29 1.69 1.73 1.19 -1.04 1.35 2.14 -1.44 -1.35
FDCSP follicular dendritic cell secr chr4q13|4q13 0 --- -1.51 -1.72 1.15 -1.06 -1.10 1.21 1.26 -1.17 1.59 1.49 1.74 1.68
FDFT1 farnesyl-diphosphate farnes chr8p23.1-p22  steroid biosynthetic process --- 1.42 -1.14 -1.11 1.10 -1.09 1.01 1.04 1.05 1.40 1.64 1.58 2.05
FDFT1 farnesyl-diphosphate farnes chr8p23.1-p22  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP -1.06 -1.05 1.01 1.02 1.05 -1.00 1.05 -1.00 2.14 1.97 2.41 2.64
FDFT1 farnesyl-diphosphate farnes chr8p23.1-p22  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP -1.03 1.03 -1.09 -1.03 1.02 -1.04 1.11 1.00 1.66 1.35 1.52 1.44
FDPS farnesyl diphosphate synthachr1q22  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP -1.21 -1.12 1.02 1.00 1.02 -1.05 1.23 1.08 1.55 1.18 1.32 1.47
FDPSP2 farnesyl diphosphate synthachr7q11.23 0 --- 1.45 1.16 1.05 -1.43 1.10 1.17 1.25 1.42 -2.14 -1.60 -2.05 -2.03
FDX1 ferredoxin 1 chr11q22  lipid metabolic process --- 1.82 1.41 -1.09 -1.17 -1.34 1.54 -1.30 -1.21 -1.65 1.00 -1.54 -2.67
FDX1 ferredoxin 1 chr11q22  generation of precursor metabolites and e--- 1.21 1.15 1.36 1.06 1.28 1.49 -1.04 -1.06 -1.44 -1.62 -1.61 -2.45
FDX1 ferredoxin 1 chr11q22  generation of precursor metabolites and e--- 1.11 1.13 -1.00 -1.02 -1.04 -1.24 1.00 1.06 1.46 -1.00 1.19 -1.04
FECH ferrochelatase chr18q21.3  generation of precursor metabolites and eHeme_Biosynthesis // GenMAPP 1.05 1.13 1.12 -1.03 1.16 -1.02 -1.03 1.03 -1.87 -1.40 -2.56 -3.07
FECH ferrochelatase chr18q21.3  generation of precursor metabolites and eHeme_Biosynthesis // GenMAPP 1.11 1.06 -1.00 -1.19 1.13 1.08 -1.08 -1.01 -1.65 -1.41 -1.79 -2.07
FECH ferrochelatase chr18q21.3  generation of precursor metabolites and eHeme_Biosynthesis // GenMAPP 1.27 -1.31 -1.14 1.01 -1.04 1.28 -1.07 -1.13 -1.72 -1.68 -2.30 -2.21
FEM1B fem-1 homolog b (C. eleganchr15q22  epithelial cell maturation --- 1.07 1.02 1.02 1.16 1.16 1.01 1.59 1.18 2.94 1.89 3.57 2.92
FEM1B fem-1 homolog b (C. eleganchr15q22  epithelial cell maturation --- 1.22 1.21 1.01 1.10 -1.01 1.09 -1.16 -1.27 -1.04 1.04 1.48 1.21
FEM1B fem-1 homolog b (C. eleganchr15q22  epithelial cell maturation --- 1.00 -1.03 1.13 -1.00 1.07 1.03 -1.25 -1.06 -1.48 -1.30 -1.23 -1.13
FEN1 flap structure-specific endonchr11q12  S phase of mitotic cell cycle --- -1.14 -1.10 -1.05 1.01 1.04 -1.01 1.10 1.05 1.28 1.10 -1.06 1.02
FENDRR FOXF1 adjacent non-codingchr16q24.1 0 --- 1.13 1.00 -1.08 1.12 -1.22 -1.08 -1.28 -1.07 -1.72 -1.87 -1.20 -1.24
FER fer (fps/fes related) tyrosine chr5q21  microtubule cytoskeleton organization --- 1.25 1.23 1.10 1.01 -1.20 -1.10 -1.31 -1.17 -1.74 -1.66 -1.29 -1.74
FER fer (fps/fes related) tyrosine chr5q21  microtubule cytoskeleton organization --- 1.11 1.00 1.21 -1.19 -1.11 1.07 -1.27 -1.03 -1.72 -1.46 -1.87 -1.34
FER fer (fps/fes related) tyrosine chr5q21  microtubule cytoskeleton organization --- 1.10 1.00 1.04 1.15 1.34 1.04 1.70 1.17 1.17 1.41 1.08 1.07
FER1L4 fer-1-like 4 (C. elegans) psechr20q11.22 0 --- 1.08 -2.00 -1.23 1.15 2.20 1.11 1.17 -1.60 1.50 1.41 2.28 3.40
FERMT1 fermitin family member 1 chr20p12.3  cell adhesion --- -1.06 -1.09 1.05 -1.00 1.06 1.07 -1.10 -1.10 -3.45 -2.80 -3.32 -3.63
FERMT1 fermitin family member 1 chr20p12.3  cell adhesion --- -1.06 -1.04 -1.09 -1.11 1.18 1.11 -1.15 -1.22 -2.96 -2.51 -3.23 -3.73
FERMT1 fermitin family member 1 chr20p12.3  cell adhesion --- 1.04 1.31 1.03 -1.16 -1.03 -1.03 -1.06 1.04 -1.97 -1.88 -2.71 -2.71
FERMT1 fermitin family member 1 chr20p12.3  cell adhesion --- 1.05 -1.23 -1.49 1.04 -5.37 -1.23 -2.31 1.35 1.04 1.35 2.36 1.49
FERMT2 fermitin family member 2 chr14q22.1  cell adhesion --- -1.15 -1.06 1.04 1.05 1.26 1.03 1.10 -1.01 1.83 1.44 1.70 1.36
FEV FEV (ETS oncogene familychr2q36  transcription, DNA-dependent --- 1.09 -3.10 -1.44 1.03 2.34 9.06 1.17 -1.38 1.90 -1.20 2.54 2.65
FEZ2 fasciculation and elongationchr2p21  signal transduction --- -1.03 -1.16 1.01 1.01 -1.25 -1.16 1.20 1.02 1.47 1.44 1.13 1.37
FEZ2 fasciculation and elongationchr2p21  signal transduction --- 1.02 -1.01 -1.00 -1.09 -1.07 -1.04 1.11 1.11 1.08 1.13 1.40 1.26
FGA fibrinogen alpha chain chr4q28  platelet degranulation --- -1.32 1.40 1.32 -2.89 1.09 -1.45 1.53 -1.67 -1.85 -2.36 6.42 5.40
FGD1 FYVE, RhoGEF and PH dochrXp11.21  apoptotic process --- -1.08 1.11 1.03 -1.04 1.05 1.08 -1.02 1.28 -1.50 -1.33 -1.62 -1.63
FGD3 FYVE, RhoGEF and PH do ---  apoptotic process --- -1.24 -1.08 1.56 1.05 -5.59 -1.14 1.00 -1.35 1.32 1.06 1.04 1.70
FGD3 FYVE, RhoGEF and PH do ---  apoptotic process --- -1.05 1.03 -1.11 -1.15 1.47 1.31 1.03 -1.05 1.70 1.62 -1.20 -1.14
FGD4 FYVE, RhoGEF and PH dochr12p11.21  apoptotic process --- 1.07 -1.03 1.04 1.20 -1.10 1.05 -1.10 1.05 -1.55 -1.25 -1.04 1.05
FGD4 FYVE, RhoGEF and PH dochr12p11.21  apoptotic process --- -1.16 1.02 -1.14 -1.14 -1.45 -1.10 -1.42 -1.30 -2.13 -1.76 -1.23 -1.12
FGD5-AS1 FGD5 antisense RNA 1 --- 0 --- 1.04 1.03 -1.07 -1.08 -1.08 1.00 -1.19 -1.21 -1.24 -1.18 -1.16 -1.39
FGD6 FYVE, RhoGEF and PH dochr12q22  cytoskeleton organization --- -1.32 -1.38 -1.01 -1.07 -1.13 -1.12 1.25 1.07 2.24 2.20 3.16 2.38
FGD6 FYVE, RhoGEF and PH dochr12q22  cytoskeleton organization --- 1.23 1.35 -1.02 -1.31 1.10 1.18 1.44 1.34 1.99 1.92 2.98 1.94
FGD6 FYVE, RhoGEF and PH dochr12q22  cytoskeleton organization --- -1.28 -2.86 1.13 1.25 1.14 1.05 1.51 1.21 3.91 2.64 3.57 2.67
FGF1 fibroblast growth factor 1 (achr5q31  angiogenesis --- -2.10 1.55 1.95 1.17 1.17 1.43 2.38 1.46 1.28 -9.24 1.48 1.01
FGF1 fibroblast growth factor 1 (achr5q31  angiogenesis --- 1.35 1.02 2.85 1.80 -2.31 -1.72 1.91 -1.64 2.33 1.99 -2.08 -1.11
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FGF11 fibroblast growth factor 11 chr17p13.1  signal transduction --- -1.29 -1.37 1.10 1.02 1.09 1.08 1.30 1.16 1.53 1.77 1.53 2.23
FGF12 fibroblast growth factor 12 chr3q28  signal transduction --- -1.16 -1.14 1.16 -1.08 -1.22 1.27 -1.12 -1.01 -1.51 -1.39 -1.55 -1.46
FGF12 fibroblast growth factor 12 chr3q28  signal transduction --- 1.17 1.22 1.00 -1.10 -1.15 1.15 -1.32 -1.22 -2.62 -2.05 -3.02 -3.36
FGF14 fibroblast growth factor 14 chr13q34  signal transduction --- -2.90 1.53 9.20 12.37 1.15 5.15 -1.86 2.90 -1.56 1.34 -3.52 -1.17
FGF14-AS2 FGF14 antisense RNA 2 chr13q33.1 0 --- -1.10 -1.04 1.09 -1.05 1.28 1.22 1.20 1.60 -1.92 -2.03 -2.72 -2.22
FGF2 fibroblast growth factor 2 (bchr4q26  activation of MAPKK activity --- 1.46 1.41 1.10 -1.17 -1.11 -1.04 1.55 1.28 1.62 1.27 2.03 1.26
FGF2 fibroblast growth factor 2 (bchr4q26  activation of MAPKK activity --- 1.20 1.28 -1.07 -1.25 -1.16 1.02 -1.00 1.04 -1.51 -1.50 -1.75 -2.47
FGF4 fibroblast growth factor 4 chr11q13.3  cartilage condensation --- -1.67 -1.31 -1.07 -1.06 8.37 9.55 -1.66 1.83 -1.26 1.23 -1.51 1.10
FGF7 /// KGF fibroblast growth factor 7 // chr15q21.2 /// chr9p ovarian follicle development --- 1.14 1.10 1.23 1.17 -1.21 -1.18 -1.79 -1.17 -2.92 -1.81 -3.98 -6.82
FGFBP1 fibroblast growth factor bin chr4p15.32  signal transduction --- -1.15 -1.05 -1.15 -1.18 1.15 -1.00 -1.27 -1.12 -1.40 -1.30 1.30 1.34
FGFBP3 fibroblast growth factor bin chr10q23.32  positive regulation of vascular permeabil --- 1.11 1.09 -1.06 -1.07 -1.05 1.02 1.25 1.21 2.04 1.99 1.17 1.04
FGFR1 fibroblast growth factor recechr8p12  negative regulation of transcription from --- -1.24 -1.35 -1.03 -1.39 1.59 1.66 1.10 -1.02 2.21 2.12 -1.03 -1.83
FGFR1 fibroblast growth factor recechr8p12  negative regulation of transcription from --- 1.29 -1.09 -1.43 -1.78 1.22 -1.80 1.53 -1.19 1.88 1.02 1.66 1.26
FGFR1 fibroblast growth factor recechr8p12  negative regulation of transcription from --- -1.11 -1.44 -1.29 -1.16 -1.19 -1.24 -1.03 -1.06 1.68 1.58 1.23 1.39
FGFR1 fibroblast growth factor recechr8p12  negative regulation of transcription from --- 1.12 -1.06 1.10 -1.14 1.09 1.05 1.02 -1.08 2.02 2.00 -1.17 -1.35
FGFR1OP FGFR1 oncogene partner chr6q27  G2 --- 1.10 1.08 -1.04 -1.05 -1.20 -1.06 1.15 1.12 -1.16 -1.09 -1.21 -1.50
FGFR1OP FGFR1 oncogene partner chr6q27  G2 --- 1.14 1.06 1.02 1.10 1.03 1.16 -1.43 -1.00 -1.44 -1.17 -1.08 -1.26
FGFR1OP2 FGFR1 oncogene partner 2 chr12p11.23  response to wounding --- 1.46 1.18 -1.02 -1.03 1.08 1.21 -1.15 1.00 1.54 1.47 1.13 1.11
FGFR2 fibroblast growth factor recechr10q26  negative regulation of transcription from --- -1.09 -1.02 -1.09 -1.08 1.01 1.02 -1.10 -1.11 1.12 1.18 1.14 1.23
FGFR2 fibroblast growth factor recechr10q26  negative regulation of transcription from --- -1.01 1.01 3.49 2.70 1.03 -2.75 -1.26 -2.74 -2.91 -1.51 -7.28 -2.03
FGFR4 fibroblast growth factor recechr5q35.1-qter  organ induction --- 1.67 1.10 3.01 3.06 1.26 -1.51 2.82 2.49 4.23 3.53 9.60 11.43
FGFR4 fibroblast growth factor recechr5q35.1-qter  organ induction --- -1.02 1.12 -1.29 1.17 -1.15 1.09 -1.10 -1.21 1.72 1.33 1.66 1.97
FGFRL1 fibroblast growth factor recechr4p16  skeletal system development --- 1.00 -1.11 1.09 1.12 1.28 1.11 1.10 -1.11 1.75 1.87 1.53 1.44
FGGY FGGY carbohydrate kinase chr1p32.1  carbohydrate metabolic process --- -5.15 -1.47 4.46 3.60 -1.29 -3.73 -2.13 1.30 1.24 2.32 1.07 -3.58
FGGY FGGY carbohydrate kinase chr1p32.1  carbohydrate metabolic process --- -1.19 -1.10 1.06 1.18 -1.17 -1.32 1.23 1.04 1.18 1.22 -1.31 1.10
FGR Gardner-Rasheed feline sarcchr1p36.2-p36.1  immune response-regulating cell surface --- 1.46 -1.88 1.30 -3.07 -1.36 1.64 -1.45 -1.44 1.75 2.15 6.88 6.07
FH fumarate hydratase chr1q42.1  tricarboxylic acid cycle Krebs-TCA_Cycle // GenMAPP -1.07 -1.05 -1.03 1.04 -1.06 -1.07 -1.00 -1.02 1.08 1.07 -1.22 -1.12
FH fumarate hydratase chr1q42.1  tricarboxylic acid cycle Krebs-TCA_Cycle // GenMAPP -1.03 -1.21 -1.08 -1.04 1.17 1.15 -1.27 -1.31 -1.38 1.09 -1.38 -1.29
FH fumarate hydratase chr1q42.1  tricarboxylic acid cycle Krebs-TCA_Cycle // GenMAPP -1.05 -1.08 -1.03 1.06 -1.08 -1.01 -1.09 -1.04 1.06 1.08 -1.23 -1.10
FHDC1 FH2 domain containing 1 chr4q31.3  cellular component organization --- 1.12 1.06 1.05 -1.20 1.01 1.00 -1.21 -1.24 1.28 1.11 1.41 1.12
FHL1 four and a half LIM domainchrXq26  regulation of membrane depolarization --- -1.02 -1.02 -1.00 -1.00 1.03 1.10 -1.03 -1.03 -1.23 -1.04 -1.27 -1.28
FHL1 four and a half LIM domainchrXq26  regulation of membrane depolarization --- -1.07 -1.02 1.12 -1.08 1.07 1.11 1.10 -1.11 -1.52 -1.12 -1.29 -1.18
FHL3 four and a half LIM domainchr1p34  muscle organ development --- -1.00 1.10 1.16 1.21 1.21 -1.14 2.12 1.57 2.13 1.51 2.02 1.85
FHL5 four and a half LIM domainchr6q16.1-q16.3  positive regulation of transcription from R--- 1.13 -1.21 -1.09 1.37 -1.18 -1.26 -1.35 1.40 1.46 1.20 1.55 -1.44
FIBCD1 fibrinogen C domain containchr9q34.12 0 --- 1.16 -1.08 -1.15 1.27 1.89 1.37 1.22 1.21 2.48 2.45 2.07 3.93
FIBCD1 fibrinogen C domain containchr9q34.12  signal transduction --- -2.75 -2.16 2.03 2.66 -8.36 -4.77 4.37 1.53 2.69 1.92 2.21 1.93
FIBIN fin bud initiation factor homchr11p14.2 0 --- -1.02 -1.07 -1.32 -1.05 -1.01 -1.16 -1.51 -1.14 -4.06 -4.75 -5.14 -3.59
FIBP fibroblast growth factor (acichr11q13.1  fibroblast growth factor receptor signalin --- -1.02 -1.02 -1.05 1.07 -1.01 -1.08 1.15 1.11 1.18 1.01 -1.39 -1.16
FIGN fidgetin chr2q24.3 0 --- -1.18 -1.32 -1.00 -1.11 1.04 1.26 1.22 -1.16 -1.86 -2.67 -3.55 -4.03
FIGN fidgetin chr2q24.3 0 --- 1.18 1.04 -1.16 -1.32 1.13 1.19 -1.16 -1.13 -2.88 -2.31 -3.92 -4.46
FIGN fidgetin chr2q24.3 0 --- 1.05 1.13 -1.04 -1.13 -1.18 -1.03 -1.07 1.16 -2.75 -2.27 -1.70 -2.19
FIGN fidgetin chr2q24.3 0 --- -1.07 -1.27 1.08 -1.07 1.14 1.14 -1.37 -1.26 -2.77 -2.59 -2.99 -3.22
FIGNL1 fidgetin-like 1 chr7p12.1  osteoblast differentiation --- 1.07 1.14 1.04 1.07 -1.06 1.06 -1.23 -1.19 -1.52 -1.22 -1.45 -1.45
FIP1L1 FIP1 like 1 (S. cerevisiae) chr4q12  mRNA processing --- -1.01 1.03 1.04 1.13 1.04 -1.02 1.04 1.04 1.43 1.29 1.48 1.43
FIP1L1 FIP1 like 1 (S. cerevisiae) chr4q12  luteinization --- 1.02 -1.06 1.08 -1.00 -1.05 -1.14 -1.04 -1.16 1.14 1.37 1.77 1.51
FITM2 fat storage-inducing transmechr20q13.12  cytoskeleton organization --- 1.49 1.10 1.25 1.03 1.28 1.12 -1.04 1.18 -1.40 -1.22 -1.12 -1.01
FJX1 four jointed box 1 (Drosophchr11p13 0 --- 1.08 1.14 -1.05 -1.20 -1.02 -1.03 -1.30 -1.10 -1.65 -1.64 -1.62 -1.81
FKBP10 FK506 binding protein 10, 6chr17q21.2  protein peptidyl-prolyl isomerization --- -1.06 -1.07 1.02 1.05 -1.01 -1.01 1.11 1.05 1.20 1.09 1.26 1.42
FKBP14 FK506 binding protein 14, 2chr7p14.3  protein peptidyl-prolyl isomerization --- 1.03 1.12 1.09 -1.04 -1.01 -1.13 -1.07 -1.06 1.32 1.61 1.33 1.57
FKBP14 FK506 binding protein 14, 2chr7p14.3  protein peptidyl-prolyl isomerization --- 1.02 1.07 -1.04 -1.05 -1.16 -1.03 -1.01 1.01 1.37 1.41 1.51 1.57
FKBP15 FK506 binding protein 15, 1chr9q32  protein peptidyl-prolyl isomerization --- -1.01 -1.06 -1.03 -1.01 -1.11 -1.22 1.21 1.05 -1.25 -1.29 -1.14 -1.01
FKBP15 FK506 binding protein 15, 1chr9q32  protein peptidyl-prolyl isomerization --- 1.06 -1.04 -1.04 1.10 1.06 -1.08 1.20 1.14 -1.27 -1.22 -1.28 -1.13
FKBP15 FK506 binding protein 15, 1chr9q32  protein peptidyl-prolyl isomerization --- 1.79 -1.27 -1.38 1.02 -1.16 -1.18 1.31 -1.15 3.06 3.67 1.09 1.08
FKBP15 FK506 binding protein 15, 1chr9q32  protein peptidyl-prolyl isomerization --- 1.01 -1.06 -1.19 -1.62 1.04 1.14 1.28 1.02 2.02 2.37 1.29 1.49
FKBP1A FK506 binding protein 1A, chr20p13  protein peptidyl-prolyl isomerization Calcium_regulation_in_cardiac_cells // GenM -1.02 1.01 -1.00 1.00 -1.07 1.02 1.03 -1.07 -1.01 1.04 -1.17 -1.29
FKBP1A FK506 binding protein 1A, chr20p13  protein peptidyl-prolyl isomerization Calcium_regulation_in_cardiac_cells // GenM 1.31 1.19 1.06 1.33 1.24 1.08 1.13 1.49 1.88 -1.10 -1.01 1.09
FKBP2 FK506 binding protein 2, 13chr11q13.1-q13.3  protein peptidyl-prolyl isomerization --- -1.16 -1.15 -1.02 -1.08 -1.00 -1.08 1.12 1.10 1.16 1.13 1.10 1.21
FKBP3 FK506 binding protein 3, 25chr14q21.2  protein peptidyl-prolyl isomerization --- -1.12 -1.18 1.02 1.06 1.05 -1.10 1.25 1.20 -1.13 -1.10 -1.28 -1.37
FKBP4 FK506 binding protein 4, 59chr12p13.33  protein peptidyl-prolyl isomerization --- -1.07 -1.03 1.04 -1.00 1.08 -1.09 1.06 -1.01 1.49 1.26 1.19 1.24
FKBP5 FK506 binding protein 5 chr6p21.31  protein peptidyl-prolyl isomerization --- 1.02 1.08 1.02 -1.07 1.01 -1.02 -1.07 -1.02 -1.14 -1.05 -1.29 -1.38
FKBP7 FK506 binding protein 7 chr2q31.2  protein peptidyl-prolyl isomerization --- 1.14 1.07 1.07 -1.40 -1.20 1.10 -1.69 -1.04 -2.38 -2.02 -2.85 -3.34
FKBP8 FK506 binding protein 8, 38chr19p12  protein peptidyl-prolyl isomerization --- -1.08 -1.08 -1.05 -1.06 1.00 -1.12 1.15 1.09 1.34 1.33 1.02 1.16
FKBP9 FK506 binding protein 9, 63chr7p11.1  protein peptidyl-prolyl isomerization --- -1.07 1.01 -1.03 -1.02 1.00 -1.02 1.07 1.06 1.02 1.05 -1.12 -1.11
FKRP fukutin related protein chr19q13.32  glycoprotein biosynthetic process --- 1.08 -1.23 -1.03 1.11 -1.07 1.05 -1.60 -1.06 -2.52 -1.82 1.01 -1.17
FKRP fukutin related protein chr19q13.32  glycoprotein biosynthetic process --- 1.14 1.02 -1.02 -1.02 1.06 -1.01 -1.15 -1.07 -1.68 -1.69 -1.68 -1.70
FKSG49 FKSG49 chr5q13.3 0 --- -1.04 -1.19 -1.12 -1.04 1.04 1.04 -1.14 1.08 -1.42 -1.32 -1.59 -1.29
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FKSG49 FKSG49 chr5q13.3 0 --- 1.04 1.03 1.11 1.06 1.12 -1.02 1.02 1.02 -1.24 -1.23 -1.18 -1.14
FKSG49 /// LOFKSG49 /// uncharacterizedchr5q13.3 /// chr7q10 --- -1.06 -1.04 1.07 1.14 1.11 1.13 -1.06 -1.07 -1.29 -1.27 -1.16 -1.24
FKTN fukutin chr9q31-q33  nervous system development --- 1.03 1.07 -1.21 -1.11 -1.11 -1.12 -1.25 -1.11 -1.15 -1.11 -1.65 -1.39
FLAD1 flavin adenine dinucleotide chr1q21.3  FAD biosynthetic process --- 1.01 -1.18 1.04 1.14 -1.13 -1.15 1.08 1.15 1.30 1.12 1.21 1.52
FLCN folliculin chr17p11.2  negative regulation of transcription from --- 1.03 1.04 1.06 -2.28 -1.02 -1.70 1.42 -1.50 10.82 5.95 3.89 2.22
FLII flightless I homolog (Droso chr17p11.2  transcription, DNA-dependent --- -1.03 -1.16 1.05 1.22 1.07 1.04 1.11 1.06 1.25 1.17 1.08 1.41
FLII flightless I homolog (Droso chr17p11.2  transcription, DNA-dependent --- -1.20 -1.16 -1.25 -1.20 1.12 1.10 1.10 1.07 1.43 1.54 -1.28 1.23
FLII flightless I homolog (Droso chr17p11.2  transcription, DNA-dependent --- -1.46 -1.30 -1.03 -1.01 -1.02 1.11 -1.14 -1.05 1.23 1.12 -1.07 1.18
FLJ10038 uncharacterized protein FLJchr15q21.2 0 --- 1.29 1.20 1.02 1.14 -1.14 1.11 -1.09 -1.21 -1.71 -2.10 -3.24 -2.62
FLJ10038 uncharacterized protein FLJchr15q21.2 0 --- -1.07 -1.12 1.10 1.08 -1.27 -1.02 1.21 1.46 -1.57 -1.40 -1.82 -2.12
FLJ10038 uncharacterized protein FLJchr15q21.2 0 --- -1.15 -1.08 1.34 1.12 1.58 1.52 -1.32 -1.06 -2.22 -2.04 -2.57 -2.97
FLJ11235 uncharacterized FLJ11235 chr5q22.2 0 --- -1.05 -1.06 1.04 1.15 -1.08 -1.05 -1.01 1.01 1.13 -1.36 -2.54 -1.66
FLJ13773 uncharacterized LOC24631 --- 0 --- 1.51 1.59 1.12 -1.05 -2.19 -1.26 1.69 1.41 -1.52 -1.43 -2.11 -1.35
FLJ14082 --- --- 0 --- -1.18 1.33 1.15 -1.22 -1.14 -1.08 -1.23 1.11 -2.40 -1.90 -3.47 -2.01
FLJ14186 /// Luncharacterized LOC40114 chr1q42.11 /// chr4q0 --- 1.00 -1.11 -1.08 1.20 -1.27 -1.07 -1.26 1.11 -1.30 -1.26 -1.35 -1.05
FLJ16124 FLJ16124 protein chr2p14 0 --- 1.09 1.83 -1.91 1.11 -1.03 1.33 1.86 2.19 -2.23 -1.47 -1.99 -1.92
FLJ20444 uncharacterized protein FLJchr9q21 0 --- 1.30 -1.19 1.20 1.21 1.14 -1.09 -1.11 -1.07 -1.50 -1.77 -1.81 -2.02
FLJ30064 uncharacterized LOC64497 chr7q21.3 0 --- -1.35 -1.66 -1.62 1.45 1.24 -1.12 -2.73 1.19 2.26 2.15 -2.12 -1.25
FLJ31306 uncharacterized LOC37902 chr14q23.1 0 --- 1.75 1.33 1.43 1.01 1.07 1.46 -1.52 -1.59 -1.57 -1.90 -1.96 -2.86
FLJ31306 uncharacterized LOC37902 chr14q23.1 0 --- 1.09 1.15 1.29 1.17 -1.19 -1.08 -1.30 -1.14 -2.22 -2.17 -2.66 -2.30
FLJ31715 uncharacterized FLJ31715 chr3p22.1 0 --- -1.04 -1.23 -1.10 1.08 1.03 -1.04 1.15 1.24 -1.54 -1.29 -1.17 -1.07
FLJ31945 uncharacterized LOC44013 chr13q14.2 0 --- 1.30 1.04 1.18 1.13 -1.01 1.20 2.60 -1.15 -2.35 -2.39 -3.43 -1.46
FLJ31958 uncharacterized LOC14315 chr10q11.23 0 --- -1.15 -1.32 1.56 1.62 -1.15 -1.32 1.19 -1.04 1.00 -1.77 -1.05 1.11
FLJ32255 uncharacterized LOC64397 chr5p12 0 --- -1.05 -1.19 -1.17 -1.02 -1.13 -1.03 1.24 1.39 1.85 1.31 1.48 1.44
FLJ32255 uncharacterized LOC64397 chr5p12 0 --- 1.18 1.11 -1.02 1.08 -1.19 -1.10 1.40 1.29 1.67 1.35 1.32 1.25
FLJ32955 uncharacterized protein FLJchr2q23.3 0 --- 1.32 4.38 -1.62 -6.07 4.27 5.72 1.13 1.01 1.50 2.61 2.24 1.92
FLJ33630 uncharacterized LOC64487 chr5q23.3 0 --- -1.09 -1.10 1.37 1.09 1.07 -1.09 -1.50 -1.44 -2.91 -3.06 -3.30 -1.69
FLJ33630 uncharacterized LOC64487 chr5q23.3 0 --- 1.36 1.33 -1.10 -1.16 1.01 -1.16 1.02 1.16 -2.09 -1.40 -5.26 -5.76
FLJ33630 uncharacterized LOC64487 chr5q23.3 0 --- 1.13 1.20 -1.02 -1.56 1.08 1.40 -1.39 -1.23 -3.50 -3.06 -2.69 -3.42
FLJ35816 FLJ35816 protein chr4p16.3 0 --- -1.15 -1.16 1.71 1.84 -1.08 1.18 1.25 -1.07 -2.12 -1.32 -3.97 -2.41
FLJ36840 uncharacterized LOC64552 --- 0 --- -1.58 -1.08 -1.11 1.22 -1.58 -1.19 -1.12 1.21 -1.35 -1.38 -1.66 -1.04
FLJ36848 uncharacterized LOC64711 chr2p15 0 Circadian_Exercise // GenMAPP /// Glycoge -1.02 -1.05 -1.08 -1.26 1.32 1.10 1.37 1.00 1.58 1.82 1.86 1.89
FLJ37035 uncharacterized LOC39982 chr10q26.13 0 --- 1.08 1.27 1.10 -1.10 2.16 1.98 -1.16 -1.25 -4.08 -2.71 -2.24 -1.22
FLJ38668 uncharacterized LOC64490 chr2q12.3 0 --- -1.13 -1.03 -1.22 -1.41 -1.24 -1.21 1.16 1.31 -1.94 1.06 1.14 1.14
FLJ38717 FLJ38717 protein chr6p21.1 0 --- 1.37 1.04 -1.30 1.20 1.19 1.21 -1.42 -1.64 -1.47 -1.56 -1.33 -1.09
FLJ39632 uncharacterized LOC64247 chr14q11.2 0 --- 1.33 1.25 1.12 1.10 -1.27 -1.61 -1.19 1.32 -1.84 -2.51 -1.10 -1.08
FLJ39632 /// Luncharacterized LOC64247 chr14q11.1 /// chr140 --- -1.18 -1.09 -1.03 1.02 1.33 1.17 1.17 -1.03 -1.96 -1.68 -2.27 -1.68
FLJ39632 /// Luncharacterized LOC64247 chr14q11.1 /// chr140 --- 1.04 1.07 -1.00 1.02 1.01 -1.00 -1.17 -1.15 -2.83 -2.61 -1.75 -1.90
FLJ39739 uncharacterized FLJ39739 chr1q21.1 0 --- 1.01 -1.05 1.08 1.20 1.19 1.07 1.12 1.07 -1.05 1.13 -1.45 -1.07
FLJ39739 /// Luncharacterized FLJ39739 /chr1q21.1 0 --- -1.03 -1.10 1.06 1.07 1.08 -1.04 1.44 1.25 1.33 1.23 1.17 1.38
FLJ42627 uncharacterized LOC64564 chr16p13.3 0 --- -1.65 -1.16 1.12 -1.01 -1.34 1.30 1.08 -1.11 -1.06 1.17 -1.95 -1.33
FLJ43663 uncharacterized LOC37880 chr7q32.3 0 --- -1.14 1.11 1.11 1.29 1.17 1.15 1.17 1.23 1.33 1.15 1.83 1.53
FLJ44342 uncharacterized LOC64546 chr17q22 0 --- 1.08 -1.10 1.05 1.21 1.19 1.01 -1.16 1.03 -1.29 -1.53 1.24 1.53
FLJ44342 uncharacterized LOC64546 chr17q22 0 --- 1.17 1.34 1.09 1.04 1.19 1.34 -1.32 -1.18 -2.36 -3.65 -2.59 -2.30
FLJ44342 uncharacterized LOC64546 chr17q22 0 --- 1.30 1.00 1.08 1.12 1.39 1.37 -1.61 -1.53 -1.71 -1.75 -2.09 -1.72
FLJ44896 FLJ44896 protein chr5p15.33 0 --- -1.27 -1.30 1.01 -1.25 1.01 1.09 -1.40 -1.13 -2.36 -1.84 -1.72 -1.09
FLJ45340 uncharacterized LOC40248 chr7q32.1 0 --- -1.09 -1.17 1.01 -1.12 1.25 1.23 -1.17 1.02 -2.84 -2.93 -2.68 -2.44
FLJ45482 uncharacterized LOC64556 --- 0 --- -1.17 -1.32 -1.07 -1.17 -1.00 1.01 -1.12 -1.08 -1.58 -1.26 -1.25 -1.10
FLJ46026 FLJ46026 protein chr17q25.3 0 --- -1.33 1.04 1.00 -1.17 1.29 -1.03 -2.08 -1.20 1.68 -1.11 -1.72 -1.49
FLJ46875 uncharacterized LOC44091 chr2q24.1 0 --- 1.01 -1.21 1.17 1.30 1.05 1.13 1.72 1.09 1.54 1.36 1.22 1.28
FLNA filamin A, alpha chrXq28  epithelial to mesenchymal transition --- 1.01 -1.06 1.05 1.09 1.08 1.07 1.17 1.05 1.27 1.17 -1.17 -1.03
FLNB filamin B, beta chr3p14.3  cytoskeletal anchoring at plasma membra--- -1.03 -1.01 -1.01 1.05 -1.02 -1.06 1.10 1.06 1.65 1.38 1.64 1.73
FLNB filamin B, beta chr3p14.3  cytoskeletal anchoring at plasma membra--- -1.20 -1.23 -1.06 1.08 1.02 -1.02 1.33 1.34 2.45 2.07 2.91 3.15
FLNC filamin C, gamma chr7q32-q35  cell junction assembly --- 1.08 1.08 1.19 -1.44 -1.51 -1.31 -1.03 1.10 1.43 1.28 1.71 2.01
FLOT1 flotillin 1 chr6p21.3  axonogenesis --- -1.01 -1.12 1.07 1.00 1.12 1.17 1.21 1.05 1.38 1.47 1.32 1.64
FLOT1 flotillin 1 chr6p21.3  axonogenesis --- 1.11 1.24 -1.01 1.28 1.44 1.38 1.02 1.03 1.41 1.24 1.17 -1.13
FLOT1 flotillin 1 chr6p21.3  axonogenesis --- -1.06 -1.06 1.06 1.14 1.14 -1.04 1.33 1.20 1.62 1.33 1.41 1.50
FLOT1 flotillin 1 chr6p21.3  axonogenesis --- 1.04 1.02 1.15 1.21 1.14 -1.05 1.37 1.27 1.56 1.29 1.46 1.50
FLRT2 /// LO fibronectin leucine rich tran chr14q24-q32  cell adhesion --- -1.05 -1.04 1.02 1.00 1.04 1.13 -1.35 -1.11 -3.77 -2.23 -3.21 -3.61
FLRT3 fibronectin leucine rich tran chr20p11  cell adhesion --- 1.01 1.15 -1.17 -1.29 1.31 1.13 -1.33 -1.43 -1.40 -2.03 -1.29 -1.10
FLT1 fms-related tyrosine kinase chr13q12  angiogenesis --- -2.88 -1.09 -2.28 2.13 -1.15 2.57 -1.59 -1.77 4.36 6.38 -1.43 -1.70
FLVCR1 feline leukemia virus subgrochr1q32.3  in utero embryonic development --- -1.06 -1.12 -1.04 -1.02 1.04 1.07 -1.14 -1.03 -1.40 -1.15 -1.20 -1.04
FLVCR1 feline leukemia virus subgrochr1q32.3  in utero embryonic development --- 1.12 1.10 1.11 -1.05 -1.05 -1.01 -1.15 -1.06 -1.58 -1.31 -1.25 -1.27
FMN2 formin 2 chr1q43  transport --- 1.16 1.13 -1.01 -1.06 -1.34 -1.21 -1.12 1.05 -2.20 -1.63 -1.53 -2.38
FMNL1 formin-like 1 chr17q21  substrate-dependent cell migration --- 1.02 1.03 1.09 1.01 -1.03 -1.07 1.23 1.18 1.50 1.17 -1.05 1.09
FMNL2 formin-like 2 chr2q23.3  cytoskeleton organization --- -1.09 1.04 1.31 -1.15 -1.62 -2.11 4.06 2.31 1.93 1.39 2.89 2.44
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FMNL2 formin-like 2 chr2q23.3  cytoskeleton organization --- 1.03 1.21 -1.10 -1.31 1.09 1.02 1.05 1.06 1.33 1.28 1.41 1.31
FMNL2 formin-like 2 chr2q23.3  cytoskeleton organization --- 1.04 -1.07 1.02 -1.03 1.16 1.15 1.41 1.11 2.37 1.69 1.94 1.81
FMO4 flavin containing monooxygchr1q24.3  xenobiotic metabolic process --- -1.92 -1.26 -1.38 1.25 1.79 1.78 -6.54 -2.80 -1.51 1.48 9.05 5.43
FMR1 fragile X mental retardation chrXq27.3  transport --- 1.08 1.13 1.01 -1.07 1.02 1.02 -1.11 -1.06 -1.51 -1.24 -1.34 -1.54
FMR1 fragile X mental retardation chrXq27.3  transport --- 1.06 1.02 -1.07 -1.07 -1.24 -1.13 -1.08 -1.08 -1.33 -1.14 -1.19 -1.32
FNBP4 formin binding protein 4 chr11p11.2 0 --- -1.04 -1.10 1.05 1.07 -1.03 1.17 1.02 1.10 -1.22 -1.09 -1.24 -1.08
FNDC1 fibronectin type III domain chr6q25  positive regulation of protein phosphoryl --- 1.07 1.27 -1.52 -1.20 -1.05 1.06 1.16 1.26 -1.57 -1.25 -1.66 -1.55
FNDC3A fibronectin type III domain chr13q14.2  spermatid development --- 1.35 1.15 1.02 -1.22 -1.46 -1.09 1.43 1.29 2.16 1.85 1.80 1.51
FNDC3A fibronectin type III domain chr13q14.2  spermatid development --- 1.18 1.18 1.61 1.17 1.09 -1.10 -1.06 1.03 1.29 1.42 1.64 2.01
FNDC3A fibronectin type III domain chr13q14.2  spermatid development --- 1.32 -1.08 1.36 1.11 1.08 1.19 -1.03 1.19 1.10 1.21 1.60 1.66
FNDC3B fibronectin type III domain chr3q26.31  positive regulation of fat cell differentiati --- -1.07 -1.15 1.13 -1.50 1.04 1.04 1.02 -1.13 1.74 1.43 2.29 1.20
FNDC3B fibronectin type III domain chr3q26.31  positive regulation of fat cell differentiati --- 1.18 -1.24 -1.12 -1.18 -1.11 1.20 -1.28 -1.58 1.12 1.07 2.00 1.72
FNDC3B fibronectin type III domain chr3q26.31  positive regulation of fat cell differentiati --- 1.21 1.16 1.02 -1.26 -1.09 1.00 1.17 1.07 1.28 1.34 1.60 1.33
FNDC3B fibronectin type III domain chr3q26.31  positive regulation of fat cell differentiati --- -1.08 -1.06 1.08 -1.27 -1.10 1.13 -1.04 -1.01 1.34 1.39 1.28 1.20
FNDC3B fibronectin type III domain chr3q26.31  positive regulation of fat cell differentiati --- 1.06 -1.20 1.30 -1.15 -1.16 1.02 1.35 1.17 1.10 1.35 1.33 1.34
FNDC3B fibronectin type III domain chr3q26.31  positive regulation of fat cell differentiati --- -1.18 -1.41 -1.50 -1.64 1.75 -1.22 1.31 1.26 1.60 1.28 1.50 1.44
FNIP1 folliculin interacting proteinchr5q23.3  negative regulation of transcription from --- 1.03 -1.00 -1.12 -1.05 1.41 1.03 1.34 1.19 1.63 1.27 2.32 2.10
FNIP1 /// RAPfolliculin interacting proteinchr5q23.3 /// chr5q3 negative regulation of transcription from --- 1.01 1.01 1.18 -1.05 1.11 1.05 -1.26 -1.16 -1.88 -1.63 1.28 1.08
FNIP1 /// RAPfolliculin interacting proteinchr5q23.3 /// chr5q3 negative regulation of transcription from --- -1.15 -1.12 1.02 1.01 1.04 1.01 -1.22 -1.10 -1.76 -1.46 1.03 -1.04
FNIP2 folliculin interacting proteinchr4q32.1  negative regulation of transcription from --- -1.05 -1.09 1.11 1.14 -1.11 1.06 -1.14 -1.09 -1.27 -1.03 -1.19 -1.46
FNIP2 folliculin interacting proteinchr4q32.1  negative regulation of transcription from --- 1.68 2.05 -2.82 -1.74 3.16 1.64 -1.07 1.34 2.89 7.42 1.01 1.58
FNIP2 folliculin interacting proteinchr4q32.1  negative regulation of transcription from --- 1.18 -1.08 1.08 1.01 -1.09 1.02 -1.35 -1.08 -1.57 -1.29 -1.52 -1.65
FNTA farnesyltransferase, CAAX chr8p11  apoptotic process --- -1.02 -1.02 -1.08 -1.02 -1.06 -1.07 1.14 1.08 1.21 1.10 1.25 1.38
FNTA farnesyltransferase, CAAX chr8p11  apoptotic process --- 1.12 -1.01 1.10 1.05 1.06 1.03 1.14 1.01 1.25 1.29 1.63 1.75
FNTB farnesyltransferase, CAAX chr14q23.3  negative regulation of cell proliferation --- 1.12 -1.06 1.83 1.14 -1.14 1.13 1.10 -1.07 -1.40 1.18 1.37 1.45
FOCAD focadhesin chr9p21 0 --- -1.01 -1.03 1.08 1.10 -1.04 -1.02 1.03 1.06 -1.14 -1.15 -1.20 -1.04
FOPNL FGFR1OP N-terminal like chr16p13.11  cell projection organization --- -1.09 1.02 1.10 -1.18 1.09 -1.10 1.18 1.17 1.22 1.13 2.32 1.65
FOS FBJ murine osteosarcoma v chr14q24.3  conditioned taste aversion Smooth_muscle_contraction // GenMAPP /// 1.27 1.20 -1.34 -1.09 1.59 1.36 1.52 1.06 1.46 1.37 1.56 1.31
FOSB FBJ murine osteosarcoma v chr19q13.32  negative regulation of transcription from --- 1.45 1.23 -1.23 1.02 -1.10 1.21 1.01 1.12 25.91 14.68 16.92 11.08
FOSL1 FOS-like antigen 1 chr11q13  in utero embryonic development Wnt_signaling // GenMAPP 1.21 1.20 -1.12 1.03 1.15 1.06 2.30 1.53 9.31 5.58 6.53 5.17
FOSL2 FOS-like antigen 2 chr2p23.3  transcription, DNA-dependent --- 1.26 1.10 1.39 1.26 1.18 1.07 1.49 -1.06 1.01 -1.07 2.12 1.91
FOSL2 FOS-like antigen 2 chr2p23.3  transcription, DNA-dependent --- 1.10 1.03 1.05 1.28 -1.01 1.00 1.67 1.38 2.87 3.05 3.00 2.88
FOSL2 FOS-like antigen 2 chr2p23.3  transcription, DNA-dependent --- -1.34 -1.09 1.03 -1.03 -1.00 1.06 1.83 1.07 2.17 2.16 4.33 4.02
FOSL2 FOS-like antigen 2 chr2p23.3  transcription, DNA-dependent --- 1.36 1.41 1.15 1.09 1.00 1.14 1.01 1.15 1.07 1.08 1.38 1.17
FOXC1 forkhead box C1 chr6p25  negative regulation of transcription from --- -1.06 -1.15 -1.01 1.01 -1.12 -1.02 -1.14 1.04 1.35 1.39 1.18 1.17
FOXC1 forkhead box C1 chr6p25  negative regulation of transcription from --- 1.05 1.05 1.03 1.06 1.06 -1.17 1.18 1.22 2.43 1.49 1.52 1.72
FOXC2 NULL ---  negative regulation of transcription from --- -1.21 -1.31 -1.16 -1.08 -1.31 -1.21 1.67 1.34 3.07 1.88 1.34 1.45
FOXD3 forkhead box D3 chr1p31.3  negative regulation of transcription from --- 1.75 -1.35 1.92 1.26 -1.35 3.38 -1.48 1.59 1.23 -2.72 -2.71 1.62
FOXE1 forkhead box E1 (thyroid trachr9q22  negative regulation of transcription from --- -1.00 -1.02 1.08 1.25 1.03 1.04 -1.03 1.03 -1.25 -1.75 -1.04 -1.06
FOXF1 forkhead box F1 chr16q24  negative regulation of transcription from --- 1.07 1.03 1.19 -1.00 1.10 1.12 -1.20 -1.07 -1.30 -1.18 -1.12 -1.40
FOXF2 forkhead box F2 chr6p25.3  epithelial to mesenchymal transition --- 1.01 -1.03 -1.03 -1.03 -1.05 1.02 -1.01 -1.05 -1.51 -1.32 -1.51 -1.39
FOXG1 forkhead box G1 chr14q13  positive regulation of neuroblast prolifera--- 2.70 1.56 -3.21 1.00 2.50 3.23 7.82 3.83 5.04 1.10 1.37 1.24
FOXG1 forkhead box G1 chr14q13  positive regulation of neuroblast prolifera--- 3.60 4.03 2.96 2.81 -2.23 -2.27 1.75 2.19 2.38 1.92 1.09 1.36
FOXH1 forkhead box H1 chr8q24.3  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP -1.11 2.67 1.14 1.33 -1.23 -2.62 1.24 -2.62 -2.24 -2.36 -1.27 -3.16
FOXJ2 forkhead box J2 chr12p13.31  transcription, DNA-dependent --- 1.35 1.29 -1.41 1.18 -1.19 1.18 -2.02 -1.04 3.44 2.06 1.24 1.79
FOXK1 forkhead box K1 chr7p22.1  transcription, DNA-dependent --- -1.54 -1.98 -1.13 -1.75 -2.62 -1.48 -1.69 -2.12 4.66 1.80 3.10 2.49
FOXK1 forkhead box K1 chr7p22.1  pattern specification process --- -1.29 -1.09 -1.32 1.20 -1.19 -2.16 2.32 1.63 -1.14 -1.03 1.49 1.52
FOXK1 forkhead box K1 chr7p22.1  pattern specification process --- 2.94 1.40 -2.36 -1.17 1.15 -1.04 1.08 3.01 4.86 4.72 1.39 -1.45
FOXK2 forkhead box K2 chr17q25  transcription, DNA-dependent --- 1.03 -1.04 1.14 -1.07 1.02 1.13 1.06 1.20 -1.10 -1.20 1.59 1.12
FOXK2 forkhead box K2 chr17q25  transcription, DNA-dependent --- -1.01 1.02 1.31 1.08 1.25 -1.02 1.13 1.19 1.57 1.82 1.80 1.76
FOXK2 forkhead box K2 chr17q25  transcription, DNA-dependent --- 1.04 -1.04 1.05 -1.02 -1.12 -1.09 -1.11 -1.10 -1.11 -1.09 1.07 1.12
FOXK2 forkhead box K2 chr17q25  transcription, DNA-dependent --- -1.06 1.16 1.16 1.08 -1.87 -2.50 1.22 1.46 3.59 4.23 1.12 1.25
FOXL1 forkhead box L1 chr16q24  transcription, DNA-dependent --- 1.02 -1.10 -1.27 -1.14 1.23 1.38 1.12 -1.10 2.89 1.83 1.75 1.78
FOXL2 forkhead box L2 chr3q23  negative regulation of transcription from --- 1.11 1.16 1.25 -1.08 -1.05 -1.06 -1.28 -1.01 -1.05 -1.31 -1.05 -1.27
FOXN1 forkhead box N1 chr17q11-q12  negative regulation of transcription from --- -1.17 -1.23 1.37 1.70 -1.40 -1.24 1.17 1.29 -1.44 -1.72 -1.68 -1.42
FOXN2 forkhead box N2 chr2p22-p16  transcription, DNA-dependent --- 1.11 1.15 -1.10 -1.58 -1.25 -1.15 -1.07 -1.07 1.42 1.23 1.80 1.32
FOXN3 forkhead box N3 chr14q31.3  DNA damage checkpoint --- -1.03 -1.00 -1.03 1.04 1.05 1.02 1.09 1.01 -1.39 -1.18 -1.74 -1.45
FOXN3 forkhead box N3 chr14q31.3  DNA damage checkpoint --- -1.07 -1.13 1.14 1.10 1.11 1.04 1.05 -1.15 -1.32 -1.19 -1.38 -1.37
FOXN3 forkhead box N3 chr14q31.3  DNA damage checkpoint --- 1.33 1.25 1.20 1.13 1.02 1.09 1.01 -1.02 -2.01 -1.66 -1.70 -1.46
FOXN3-AS1 FOXN3 antisense RNA 1 chr14q32.11 0 --- 1.23 1.06 1.09 1.26 1.01 1.06 1.20 1.50 -2.99 -1.92 -2.84 -2.90
FOXN3-AS1 FOXN3 antisense RNA 1 chr14q32.11 0 --- 1.09 1.26 1.02 1.31 -1.29 -1.33 -1.09 -1.03 -1.76 -1.64 -2.35 -2.22
FOXN4 forkhead box N4 chr12q24.11  transcription, DNA-dependent --- 1.18 1.20 -1.16 -1.33 1.85 1.72 -1.25 1.08 -1.68 -1.26 -1.25 -1.09
FOXO1 forkhead box O1 chr13q14.1  blood vessel development --- 1.05 1.01 1.09 1.04 1.02 1.03 1.14 1.11 -1.10 -1.32 1.22 1.06
FOXO1 forkhead box O1 chr13q14.1  blood vessel development --- -1.74 -1.46 -1.02 -1.33 1.16 1.02 1.56 1.16 1.20 1.06 1.48 1.41
FOXO3 forkhead box O3 chr6q21  negative regulation of transcription from --- -1.12 -1.12 -1.07 -1.02 1.17 1.06 1.09 1.09 1.18 1.17 1.23 1.26
FOXO3 /// FOforkhead box O3 /// forkheachr17p11.2 /// chr6q negative regulation of transcription from --- -1.25 -1.00 1.15 1.45 1.01 -1.05 -1.10 -1.02 1.02 1.05 1.08 1.18
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FOXO3 /// FOforkhead box O3 /// forkheachr17p11.2 /// chr6q negative regulation of transcription from --- -1.08 -1.06 1.16 1.10 1.13 1.20 1.12 -1.07 1.18 1.18 1.11 1.17
FOXO4 forkhead box O4 chrXq13.1  G1 phase of mitotic cell cycle --- -1.12 -1.19 1.03 1.03 -1.13 1.05 -1.39 -1.24 -1.67 -1.20 -1.46 -1.22
FOXP1 forkhead box P1 chr3p14.1  in utero embryonic development --- 1.02 -1.23 1.32 1.41 1.02 -1.16 -1.25 -1.00 -1.62 -1.51 -1.68 -2.04
FOXP1 forkhead box P1 chr3p14.1  in utero embryonic development --- -1.29 -1.36 -1.28 -1.14 -1.16 -1.29 1.05 -1.12 -2.37 -2.09 -1.90 -1.58
FOXP1 forkhead box P1 chr3p14.1  in utero embryonic development --- -1.06 -1.08 -1.13 -1.02 -1.12 1.01 1.08 -1.04 -1.17 -1.28 -1.02 -1.06
FOXP1 forkhead box P1 chr3p14.1  in utero embryonic development --- 1.03 -1.05 1.04 1.01 -1.26 -1.35 -1.14 -1.13 -2.72 -2.14 -1.42 -1.33
FOXP1-IT1 FOXP1 intronic transcript 1--- 0 --- 1.29 1.34 1.09 1.30 1.11 -1.11 1.34 1.46 -2.32 -2.78 -1.89 -1.29
FOXP2 forkhead box P2 chr7q31  negative regulation of transcription from --- -1.17 -1.22 1.08 1.06 1.10 1.07 1.08 -1.03 -1.65 -1.50 -2.02 -1.87
FOXP2 forkhead box P2 chr7q31  negative regulation of transcription from --- 1.30 1.10 -1.09 -1.24 -1.60 -1.06 -1.12 1.13 -2.28 -1.97 -2.28 -2.23
FOXP2 forkhead box P2 chr7q31  negative regulation of transcription from --- 1.26 1.25 -1.16 -1.67 -1.04 1.07 1.30 1.35 -3.57 -2.09 -1.58 -1.49
FOXP2 forkhead box P2 chr7q31  negative regulation of transcription from --- -1.30 1.38 -1.49 1.22 -1.33 -1.88 1.31 1.35 -1.67 -1.28 5.32 3.92
FOXQ1 forkhead box Q1 chr6p25  negative regulation of transcription from --- -1.01 1.11 -1.15 -1.24 -1.20 -1.18 -1.23 -1.10 -1.81 -1.91 -1.09 -1.21
FOXRED1 FAD-dependent oxidoreducchr11q24.2  oxidation-reduction process --- -1.09 -1.05 -1.01 1.08 1.04 -1.06 1.11 1.11 -1.09 -1.08 -1.27 -1.12
FOXRED2 FAD-dependent oxidoreducchr22q12.3  ER-associated protein catabolic process --- -1.33 -1.13 -1.02 -1.19 -1.07 -1.35 -1.36 1.04 -1.84 -1.55 -2.03 -1.74
FOXRED2 FAD-dependent oxidoreducchr22q12.3  ER-associated protein catabolic process --- -1.24 -1.17 1.05 -1.14 -1.11 -1.44 1.07 -1.02 -1.58 -1.42 -2.23 -2.80
FOXRED2 FAD-dependent oxidoreducchr22q12.3  ER-associated protein catabolic process --- -1.16 -1.13 -1.03 -1.06 1.04 1.20 -1.13 1.10 -1.75 -1.67 -1.66 -1.88
FPGS folylpolyglutamate synthasechr9q34.1  liver development --- -1.19 -1.22 1.06 -1.00 -1.01 1.09 -1.01 1.03 1.33 1.27 1.00 1.13
FPGT fucose-1-phosphate guanylychr1p31.1  fucose metabolic process --- 1.14 1.51 -1.16 1.65 -1.25 -1.17 -1.87 -1.18 -1.49 -2.02 -1.39 -2.07
FPR1 formyl peptide receptor 1 chr19q13.4  activation of MAPK activity GPCRDB_Class_A_Rhodopsin-like // GenM -1.42 -1.20 2.95 2.83 -5.03 -1.57 -1.45 -2.03 6.48 1.70 -1.16 -3.21
FRA10AC1 fragile site, folic acid type, rchr10q23.33 0 --- -1.05 1.04 -1.02 1.16 1.02 1.00 1.03 1.20 1.32 1.12 1.18 1.19
FRAS1 Fraser syndrome 1 chr4q21.21  morphogenesis of an epithelium --- 1.04 1.06 1.15 1.09 -1.08 1.04 -1.10 -1.07 -1.25 1.08 -1.82 -1.91
FRAS1 Fraser syndrome 1 chr4q21.21  morphogenesis of an epithelium --- -1.98 -2.73 1.16 1.97 1.19 1.21 -1.38 -1.21 4.51 3.31 2.12 1.64
FRAS1 Fraser syndrome 1 chr4q21.21  morphogenesis of an epithelium --- 1.51 1.23 1.23 1.09 1.38 1.22 1.32 1.14 1.39 1.56 1.35 1.37
FRAT1 frequently rearranged in advchr10q24.1  embryonic axis specification Wnt_signaling // GenMAPP 1.26 1.39 -1.16 -1.02 1.07 1.02 -1.50 -1.26 -1.83 -1.87 -1.80 -1.65
FRAT2 frequently rearranged in advchr10q24.1  multicellular organismal development --- -1.09 -1.11 -1.00 -1.04 1.13 -1.03 -1.19 -1.17 -1.63 -1.77 -1.33 -1.32
FREM1 FRAS1 related extracellularchr9p22.3  cell communication --- 1.95 1.57 1.90 1.22 -1.16 2.19 -2.90 -1.82 3.62 1.74 -2.79 -3.18
FREM2 FRAS1 related extracellularchr13q13.3  morphogenesis of an epithelium --- -1.02 1.01 1.20 1.30 1.14 1.04 1.31 -1.04 -4.01 -2.71 -5.12 -6.58
FRG1B FSHD region gene 1 family chr20q11.21 0 --- 1.08 1.36 1.10 2.07 -1.04 1.26 -3.50 -2.20 -1.27 -1.06 2.35 3.11
FRMD3 FERM domain containing 3chr9q21.32 0 --- 1.04 -1.05 1.19 1.32 1.13 -1.05 -1.06 1.09 -1.90 -1.88 -2.33 -2.84
FRMD3 FERM domain containing 3chr9q21.32 0 --- 1.05 -1.06 1.13 -1.06 1.05 1.10 1.19 1.11 -2.01 -1.76 -1.95 -2.41
FRMD3 FERM domain containing 3chr9q21.32 0 --- -1.08 -1.51 -1.02 1.12 1.95 1.93 1.35 1.34 -3.44 -1.65 -1.47 -1.60
FRMD4A FERM domain containing 4chr10p13  establishment of epithelial cell polarity --- 1.11 1.04 1.95 1.11 1.52 -1.30 1.62 1.65 1.35 1.74 -1.44 -1.72
FRMD4B FERM domain containing 4chr3p14.1  establishment of epithelial cell polarity --- 1.13 1.30 1.82 1.50 1.25 1.80 -1.31 -1.53 2.17 2.21 1.11 1.45
FRMD6 FERM domain containing 6chr14q22.1  apical constriction --- 1.05 -1.08 -1.07 -1.09 -1.10 1.08 1.22 1.06 2.06 1.81 2.46 1.93
FRMD6 FERM domain containing 6chr14q22.1  apical constriction --- 1.03 1.18 1.01 -1.19 -1.14 -1.08 -1.05 -1.25 2.18 2.04 3.04 1.99
FRMD8 FERM domain containing 8chr11q13 0 --- -1.52 -1.29 1.06 1.06 -1.29 1.05 1.90 1.39 4.09 3.89 3.19 1.73
FRMD8 FERM domain containing 8chr11q13 0 --- -1.49 -1.09 1.02 1.02 -2.28 -1.35 1.18 1.32 6.23 3.10 -1.15 -1.30
FRMD8 FERM domain containing 8chr11q13 0 --- 1.11 1.11 1.02 -1.03 -1.03 1.08 -1.13 -1.17 -1.14 -1.31 -1.01 -1.16
FRMPD3 FERM and PDZ domain conchrXq22 0 --- 1.05 1.09 1.20 1.69 1.86 3.55 1.50 1.28 -1.89 -1.76 1.62 1.24
FRS2 fibroblast growth factor recechr12q15  activation of MAPKK activity --- 1.13 1.17 -1.03 -1.03 -1.00 1.07 -1.56 -1.14 -1.46 -1.35 -1.10 -1.19
FRS2 fibroblast growth factor recechr12q15  activation of MAPKK activity --- -1.01 1.17 1.06 -1.00 -1.45 -1.01 1.48 -1.38 1.03 -1.13 3.17 3.82
FRS3 fibroblast growth factor recechr6p21.1  signal transduction --- 1.43 1.81 1.01 1.14 1.00 -1.02 1.16 1.36 -1.46 -1.21 -1.29 -1.51
FRY furry homolog (Drosophila)chr13q13.1 0 --- -1.07 -1.25 1.05 1.17 -1.26 -1.29 1.48 1.16 1.63 2.70 1.15 1.38
FRY furry homolog (Drosophila)chr13q13.1 0 --- -1.33 -1.42 -1.26 1.07 -1.35 -1.05 1.05 -1.01 1.71 2.00 1.16 1.27
FRY furry homolog (Drosophila)chr13q13.1 0 --- 1.81 1.46 1.30 1.14 1.06 1.16 1.03 1.03 -2.89 -2.50 -2.18 -2.32
FRYL FRY-like chr4p11  transcription, DNA-dependent --- -1.09 -1.00 1.08 -1.02 1.15 1.10 -1.22 -1.09 -1.71 -1.37 -1.03 -1.25
FRYL FRY-like chr4p11  transcription, DNA-dependent --- -1.06 1.07 -1.03 -1.12 1.08 -1.00 -1.05 -1.06 -1.47 -1.14 -1.10 1.10
FRYL FRY-like chr4p11  transcription, DNA-dependent --- 1.12 1.34 2.11 1.66 -1.88 -1.35 -1.03 -1.01 -1.50 1.11 1.19 -1.11
FSBP /// RADfibrinogen silencer binding chr8q /// chr8q22.1  double-strand break repair via homologou--- 1.31 1.35 -1.01 -1.05 -1.15 1.32 -1.29 1.06 -1.13 -1.53 2.11 1.06
FSCB fibrous sheath CABYR bindchr14q21.2  peptidyl-serine phosphorylation --- 1.65 3.30 -2.68 -1.72 -1.55 -2.40 -2.68 2.38 1.96 1.55 1.05 1.46
FSCN1 fascin homolog 1, actin-bunchr7p22  cell proliferation --- 1.04 1.04 1.00 -1.01 1.03 1.07 1.08 1.03 1.28 1.20 1.19 1.22
FSD1 fibronectin type III and SPRchr19p13.3  cell cycle --- 1.15 -1.19 -1.52 -2.11 -4.17 -3.21 -1.68 -2.12 1.39 1.07 -1.22 -2.35
FSD1L fibronectin type III and SPRchr9q31 0 --- 1.39 1.09 -1.01 -1.11 1.02 1.09 -1.20 -1.06 -2.08 -1.59 -2.00 -2.00
FSD1L fibronectin type III and SPRchr9q31 0 --- 1.10 1.09 1.08 1.31 -1.14 1.02 1.18 -1.48 1.08 -1.24 1.45 1.71
FST follistatin chr5q11.2  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP -1.15 -1.16 1.10 1.01 1.11 1.03 1.33 1.22 1.61 1.14 1.48 1.45
FSTL1 follistatin-like 1 chr3q13.33  BMP signaling pathway --- -1.03 1.01 1.03 1.02 1.11 1.02 1.06 -1.01 1.07 1.00 1.01 -1.15
FSTL3 follistatin-like 3 (secreted g chr19p13  ossification --- 1.00 1.06 1.11 1.23 1.09 -1.08 1.06 1.15 2.21 1.84 2.63 2.70
FSTL4 follistatin-like 4 chr5q31.1 0 --- -1.09 -1.16 1.02 1.05 1.14 1.07 1.36 1.15 -1.43 -1.42 -2.48 -2.32
FSTL4 follistatin-like 4 chr5q31.1 0 --- -1.15 1.14 -1.02 1.57 -1.97 1.22 1.09 -1.78 -1.35 1.01 -1.45 -2.25
FSTL4 follistatin-like 4 chr5q31.1 0 --- -1.01 -1.02 1.04 -1.19 1.01 1.02 1.02 -1.06 -1.33 -1.17 -1.60 -1.67
FTCD formimidoyltransferase cyc chr21q22.3  histidine metabolic process --- 1.94 1.18 -1.12 2.97 -3.40 -1.83 1.45 1.30 1.13 -1.11 1.10 2.39
FTCDNL1 formiminotransferase cyclo chr2q33.1  metabolic process --- 1.08 -1.08 -1.02 -1.39 1.77 1.05 -1.07 -1.31 -1.40 -1.10 -2.63 -3.13
FTH1 ferritin, heavy polypeptide 1chr11q13  iron ion transport --- 1.01 -1.01 -1.01 1.04 -1.03 1.02 -1.01 -1.06 1.42 1.34 1.42 1.40
FTL ferritin, light polypeptide chr19q13.33  iron ion transport --- -1.04 1.01 -1.06 1.01 1.03 -1.06 1.14 1.00 1.49 1.10 1.15 1.16
FTO fat mass and obesity associachr16q12.2  temperature homeostasis --- 1.06 1.06 -1.04 -1.01 1.01 1.06 -1.02 -1.08 1.09 1.08 -1.10 -1.13
FTSJ1 FtsJ RNA methyltransferasechrXp11.23  RNA methylation --- -1.02 -1.06 1.02 1.00 1.07 1.02 1.28 1.10 1.55 1.35 1.44 1.49
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FTSJ1 FtsJ RNA methyltransferasechrXp11.23  RNA methylation --- -1.00 1.06 -1.05 1.01 -1.01 1.01 1.03 -1.05 1.15 1.14 1.12 1.12
FTSJ2 FtsJ RNA methyltransferasechr7p22  RNA methylation --- -1.02 -1.11 1.03 1.01 1.24 1.13 1.01 -1.07 1.02 -1.01 1.14 1.18
FTX FTX transcript, XIST regulachrXq13.2 0 --- 1.39 1.19 1.08 -1.04 1.11 1.30 -1.23 -1.29 -3.90 -3.32 -2.71 -3.51
FUBP1 far upstream element (FUSEchr1p31.1  transcription, DNA-dependent --- 1.16 1.21 1.02 -1.08 1.04 -1.09 -1.21 -1.19 -1.74 -1.74 -1.02 -1.23
FUCA1 fucosidase, alpha-L- 1, tissuchr1p34  carbohydrate metabolic process --- -1.01 -1.01 -1.02 -1.02 1.01 1.06 -1.20 -1.15 -1.39 1.02 -1.21 -1.04
FUK fucokinase chr16q22.1  metabolic process --- -1.09 -1.19 1.02 1.23 1.13 1.05 1.18 1.27 1.05 1.01 -1.59 -1.28
FUNDC1 FUN14 domain containing chrXp11.3  mitochondrion degradation --- 1.05 1.07 1.01 -1.10 1.00 1.00 -1.10 -1.08 -1.14 -1.14 -1.22 -1.27
FUNDC2 FUN14 domain containing 2chrXq28 0 --- -1.04 -1.05 -1.02 1.02 1.04 -1.02 1.11 1.01 1.34 1.19 1.21 1.32
FUNDC2 FUN14 domain containing 2chrXq28 0 --- 1.37 1.24 -1.00 1.30 1.18 1.28 1.02 -1.56 -1.90 -1.27 -2.26 -1.80
FUOM fucose mutarotase chr10q26.3  monosaccharide metabolic process --- -1.07 -1.26 -1.23 -1.20 1.21 -1.20 1.49 1.30 1.01 1.23 -1.28 -1.89
FUS fused in sarcoma chr16p11.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.03 -1.00 1.02 -1.03 1.16 -1.08 -1.06 1.02 -2.06 -2.37 -1.66 -1.76
FUS fused in sarcoma chr16p11.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.01 1.05 1.11 1.02 1.26 1.02 -1.20 -1.26 -1.87 -1.94 -1.84 -1.97
FUS fused in sarcoma chr16p11.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.21 1.25 -1.47 -1.35 1.07 1.11 -1.67 -1.21 -2.14 -2.80 -1.46 -2.07
FUS fused in sarcoma chr16p11.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.15 -1.09 -1.06 -1.03 -1.00 -1.04 -1.31 -1.15 -3.31 -3.36 -2.16 -2.11
FUT11 fucosyltransferase 11 (alphachr10q22.2  protein glycosylation --- 1.07 -1.03 -1.04 -1.25 1.03 -1.20 1.07 1.22 1.56 2.07 2.05 3.02
FUT2 fucosyltransferase 2 (secretochr19q13.3  carbohydrate metabolic process --- 1.02 2.67 1.12 -1.05 1.94 2.93 1.56 2.60 1.16 3.27 1.10 2.32
FUT4 fucosyltransferase 4 (alpha chr11q21  carbohydrate metabolic process --- -1.03 -1.12 -1.04 -1.09 1.16 1.29 -1.49 -1.49 -1.37 -1.19 1.04 1.01
FUT4 fucosyltransferase 4 (alpha chr11q21  carbohydrate metabolic process --- -1.05 1.07 1.04 1.03 -1.25 1.13 -1.85 -1.22 1.04 1.04 1.33 1.52
FUT5 /// NDUfucosyltransferase 5 (alpha chr19p13.3  carbohydrate metabolic process --- -1.04 -1.07 -1.09 -1.06 1.03 1.03 1.02 1.03 1.02 -1.06 -1.55 -1.49
FUT8 fucosyltransferase 8 (alpha chr14q24.3  in utero embryonic development --- 1.64 1.63 1.12 -1.12 -1.18 -1.09 -1.82 -1.27 -2.53 -2.93 -1.84 -3.61
FUZ fuzzy planar cell polarity pr chr19q13.33  establishment of planar polarity --- -1.42 -1.34 1.01 1.21 -1.22 -1.11 -1.04 1.10 -1.66 -1.90 -1.98 -1.98
FXN frataxin chr9q21.11  oxidative phosphorylation --- -1.18 -1.15 -1.14 -1.24 1.03 1.21 1.07 1.25 -1.61 -1.90 -1.98 -1.45
FXR1 fragile X mental retardation chr3q28  apoptotic process --- 1.13 1.13 -1.01 1.01 -1.06 1.01 1.05 1.03 -1.11 -1.01 -1.00 -1.26
FXR1 fragile X mental retardation chr3q28  apoptotic process --- 1.35 1.14 -1.09 1.30 1.24 1.05 1.08 1.16 -1.13 1.15 -1.22 -1.99
FXR1 fragile X mental retardation chr3q28  apoptotic process --- -1.07 1.04 1.00 1.02 -1.01 -1.04 1.11 1.11 1.07 1.06 1.14 1.17
FXR1 fragile X mental retardation chr3q28  apoptotic process --- 1.01 -1.08 1.35 1.22 -1.06 1.10 -1.20 1.03 -1.68 -1.61 -1.35 -1.37
FXR2 fragile X mental retardation chr17p13.1 0 --- 1.15 1.13 1.27 1.36 1.12 1.05 1.25 1.09 1.99 1.75 1.52 1.51
FXR2 fragile X mental retardation chr17p13.1 0 --- 1.02 -1.06 1.05 1.13 1.02 -1.04 1.07 1.09 1.47 1.33 1.20 1.21
FXYD3 FXYD domain containing iochr19q13.12  transport --- -1.14 -1.30 1.02 -1.14 1.03 1.05 -1.08 -1.05 -1.02 -1.02 1.78 1.21
FXYD3 FXYD domain containing iochr19q13.12  transport --- -1.10 1.11 -1.23 1.09 1.22 -1.10 1.07 1.20 -1.23 1.05 1.11 1.41
FXYD4 FXYD domain containing iochr10q11.21  transport --- -1.86 1.76 -1.27 1.17 -1.18 -2.08 -1.63 -1.10 2.30 1.66 1.40 1.70
FXYD5 FXYD domain containing iochr19q13.12  transport Ribosomal_Proteins // GenMAPP -1.07 -1.07 -1.02 -1.05 1.05 -1.09 1.26 1.13 1.54 1.22 1.29 1.38
FXYD5 FXYD domain containing iochr19q13.12  transport Ribosomal_Proteins // GenMAPP -1.08 -1.08 -1.03 1.03 1.09 -1.10 1.39 1.20 1.65 1.28 1.28 1.39
FYN FYN oncogene related to SRchr6q21  neuron migration Integrin-mediated_cell_adhesion_KEGG // G 1.54 1.24 1.15 -1.30 -1.10 -1.03 1.13 -1.01 -1.68 -2.03 -2.96 -3.39
FYTTD1 forty-two-three domain con chr3q29  mRNA export from nucleus --- 1.26 1.25 1.11 1.01 1.07 1.06 -1.03 -1.01 -1.18 -1.07 1.18 1.04
FZD1 frizzled family receptor 1 chr7q21  positive regulation of protein phosphoryl Wnt_signaling // GenMAPP -1.54 -1.68 1.94 1.90 -1.66 -1.42 1.39 1.27 3.93 2.16 1.09 1.91
FZD1 frizzled family receptor 1 chr7q21  positive regulation of protein phosphoryl Wnt_signaling // GenMAPP 1.03 -1.16 1.15 -1.12 -1.05 1.16 -1.22 -1.09 -1.36 -1.20 -1.50 -1.44
FZD10-AS1 FZD10 antisense RNA 1 (hechr12q24.33 0 --- 1.02 1.00 1.31 1.27 1.63 -1.03 1.27 1.26 1.28 1.24 -1.50 -1.33
FZD10-AS1 FZD10 antisense RNA 1 (hechr12q24.33 0 --- 1.01 -1.01 1.41 1.33 1.19 1.16 1.22 1.12 -1.10 -1.12 -2.32 -2.39
FZD2 frizzled family receptor 2 chr17q21.1  vasculature development Wnt_signaling // GenMAPP -1.09 -1.03 -1.17 -1.32 1.03 1.06 -1.73 -1.05 -3.76 -3.10 -3.21 -3.39
FZD3 frizzled family receptor 3 chr8p21  establishment of planar polarity Wnt_signaling // GenMAPP 1.18 1.35 -1.37 -1.62 1.40 1.43 -1.49 -1.73 -1.20 1.37 -1.80 -1.80
FZD3 frizzled family receptor 3 chr8p21  establishment of planar polarity Wnt_signaling // GenMAPP 1.50 1.20 1.31 1.48 -1.28 -1.18 1.07 -1.25 -1.06 -1.27 -1.81 -2.13
FZD3 frizzled family receptor 3 chr8p21  establishment of planar polarity Wnt_signaling // GenMAPP 1.18 1.24 1.43 1.30 -1.51 -1.11 1.00 1.26 -1.48 -1.33 -2.52 -2.23
FZD4 frizzled family receptor 4 chr11q14.2  luteinization --- 1.19 -1.31 3.72 2.85 4.69 1.19 2.33 1.70 1.12 1.70 3.33 3.40
FZD4 frizzled family receptor 4 chr11q14.2  luteinization --- 1.16 1.02 1.08 1.19 1.21 1.00 1.38 1.14 1.90 1.71 2.03 1.88
FZD5 frizzled family receptor 5 chr2q33.3  embryonic axis specification Wnt_signaling // GenMAPP 1.14 1.26 1.15 1.10 -1.07 1.07 -1.67 -1.26 -1.12 -1.02 1.36 1.24
FZD6 frizzled family receptor 6 chr8q22.3-q23.1  angiogenesis Wnt_signaling // GenMAPP 2.07 1.95 -1.13 -1.04 -1.35 1.13 -1.55 1.01 -2.32 -1.82 -1.93 -5.02
FZD7 frizzled family receptor 7 chr2q33  vasculature development Wnt_signaling // GenMAPP -1.11 -1.19 1.05 -1.31 -1.13 -1.35 -1.11 -1.26 1.07 1.03 1.63 1.26
FZD8 frizzled family receptor 8 chr10p11.21  negative regulation of transcription from Wnt_signaling // GenMAPP -1.23 -1.21 -1.10 -1.05 -1.01 1.17 1.30 1.26 1.09 1.44 1.52 1.95
FZD8 frizzled family receptor 8 chr10p11.21  negative regulation of transcription from Wnt_signaling // GenMAPP 1.01 1.00 1.10 1.14 1.03 -1.06 1.21 1.19 1.23 1.45 1.53 1.78
FZR1 fizzy/cell division cycle 20 chr19p13.3  S phase of mitotic cell cycle --- 1.06 -1.15 1.06 1.08 -1.01 1.06 -1.28 -1.10 -1.77 -1.60 -1.63 -1.57
FZR1 fizzy/cell division cycle 20 chr19p13.3  S phase of mitotic cell cycle --- -1.02 -1.05 -1.03 1.01 -1.23 -1.26 1.29 1.43 2.81 2.32 1.68 1.76
G0S2 G0/G1switch 2 chr1q32.2  apoptotic process Circadian_Exercise // GenMAPP 1.12 1.04 -1.12 -1.01 -1.01 -1.02 1.08 1.06 2.21 1.49 1.96 1.48
G2E3 G2/M-phase specific E3 ubichr14q12  protein polyubiquitination --- 1.10 -1.06 1.33 1.03 -1.10 1.15 -1.13 -1.12 1.05 1.09 1.37 1.14
G2E3 G2/M-phase specific E3 ubichr14q12  protein polyubiquitination --- 1.25 1.17 1.29 1.08 1.12 1.27 1.03 1.06 1.11 1.17 1.65 1.47
G2E3 G2/M-phase specific E3 ubichr14q12  protein polyubiquitination --- -1.15 -1.08 1.08 -1.09 1.01 -1.07 -1.08 -1.00 1.28 1.22 1.34 1.27
G3BP1 GTPase activating protein ( chr5q33.1  transport --- 1.14 1.11 1.05 1.02 -1.16 -1.13 -1.08 1.02 -1.03 -1.18 -1.10 -1.23
G3BP1 GTPase activating protein ( chr5q33.1  transport --- 1.04 -1.05 1.07 1.12 -1.06 1.07 -1.26 -1.09 1.24 1.30 1.13 1.18
G3BP1 GTPase activating protein ( chr5q33.1  transport --- 1.60 1.83 1.03 1.19 1.16 1.07 -1.04 -1.21 -1.12 -1.64 -1.56 -1.58
G6PC glucose-6-phosphatase, catachr17q21  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.09 -1.58 -1.05 1.17 -2.49 -1.18 -1.06 -1.15 4.06 5.81 -1.65 1.13
G6PC3 glucose 6 phosphatase, cata chr17q21.31  carbohydrate metabolic process --- -1.01 -1.04 -1.04 -1.00 -1.00 -1.01 1.07 1.02 -1.08 1.08 -1.30 -1.12
G6PC3 glucose 6 phosphatase, cata chr17q21.31  carbohydrate metabolic process --- -1.07 -1.04 1.01 1.05 1.28 1.13 1.16 -1.00 1.10 1.16 -1.10 -1.12
G6PD glucose-6-phosphate dehydrchrXq28  cytokine production Pentose_Phosphate_Pathway // GenMAPP -1.03 -1.13 -1.12 1.04 1.09 1.06 -1.06 1.08 -1.03 1.19 -1.35 -1.15
GAB1 GRB2-associated binding p chr4q31.21  activation of MAPK activity --- 1.67 1.01 1.31 -1.18 -1.68 -1.65 -1.25 -1.35 -1.10 1.04 -1.40 -1.35
GAB1 GRB2-associated binding p chr4q31.21  activation of MAPK activity --- 1.14 1.39 -1.14 -1.20 1.32 1.93 -1.45 1.02 -2.61 -1.90 -1.55 -3.17
GAB2 GRB2-associated binding p chr11q14.1  transmembrane receptor protein tyrosine --- 1.08 1.52 1.21 -1.01 -1.10 -1.14 1.28 2.04 1.23 -1.23 1.51 1.18
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GAB4 GRB2-associated binding p chr22q11.1  integrin-mediated signaling pathway --- -2.60 -1.98 -3.04 -1.19 1.89 2.38 1.12 -1.69 1.01 -1.06 -1.10 2.40
GABARAP GABA(A) receptor-associatchr17p13.1  autophagic vacuole assembly --- -1.09 -1.01 -1.10 -1.11 1.04 1.02 1.12 1.00 1.07 1.05 -1.07 -1.19
GABARAPL1GABA(A) receptor-associatchr12p13.2  autophagic vacuole assembly --- 1.23 1.05 -1.16 1.05 -1.27 -1.14 1.30 1.26 1.43 1.33 1.46 1.24
GABARAPL1GABA(A) receptor-associatchr12p13.2  autophagic vacuole assembly --- 1.12 -1.07 -1.15 -1.04 -1.12 -1.02 1.21 1.18 1.37 1.53 1.33 1.28
GABARAPL1GABA(A) receptor-associatchr12p13.2 /// chr15 autophagic vacuole assembly --- -1.11 -1.07 -1.05 1.02 -1.08 -1.11 1.16 1.09 1.72 1.36 1.39 1.36
GABARAPL2GABA(A) receptor-associatchr16q22.1  autophagic vacuole assembly --- 1.02 1.07 1.22 1.09 1.03 1.04 -1.02 1.01 -1.01 1.09 1.04 -1.24
GABBR1 gamma-aminobutyric acid ( chr6p21.31  signal transduction GPCRDB_Class_C_Metabotropic_glutamate -1.60 -1.19 -1.69 -1.97 -1.32 1.17 1.31 1.77 -1.41 1.01 -1.93 -2.00
GABBR2 gamma-aminobutyric acid ( chr9q22.1-q22.3  signal transduction GPCRDB_Class_C_Metabotropic_glutamate -2.55 -3.57 5.01 5.40 -1.09 1.10 -2.10 1.20 7.53 7.24 -5.42 -1.31
GABPA GA binding protein transcri chr21q21.3  negative regulation of transcription from Smooth_muscle_contraction // GenMAPP -1.48 -1.51 1.50 1.12 1.01 1.16 1.02 1.06 -1.51 -1.74 1.23 -1.11
GABPA GA binding protein transcri chr21q21.3  negative regulation of transcription from Smooth_muscle_contraction // GenMAPP 1.20 1.18 1.02 -1.12 -1.12 1.09 -1.40 1.12 -1.46 -1.13 -1.95 -2.50
GABPB1 GA binding protein transcri chr15q21.2  transcription, DNA-dependent Smooth_muscle_contraction // GenMAPP 1.16 1.11 1.08 -1.04 1.03 1.03 1.22 1.09 2.08 1.62 2.25 1.46
GABPB1-AS1GABPB1 antisense RNA 1 chr15q21.2 0 --- -1.01 -1.16 -1.01 -1.03 1.05 -1.13 -1.18 -1.07 -1.49 -1.40 -1.69 -1.16
GABPB1-AS1GABPB1 antisense RNA 1 chr15q21.2 0 --- 1.36 1.52 -1.03 1.14 1.02 1.29 1.64 1.57 -1.33 -1.96 -2.07 -1.86
GABPB2 GA binding protein transcri chr1q21.3  transcription, DNA-dependent --- 1.11 1.18 1.03 -1.16 -1.01 1.05 -1.34 -1.10 -2.29 -1.91 -1.84 -2.37
GABRA2 gamma-aminobutyric acid ( chr4p12  regulation of neurotransmitter levels --- 1.99 1.38 -2.57 -1.55 -1.24 1.28 -2.95 -1.19 -1.28 -2.14 -1.45 1.42
GABRA2 gamma-aminobutyric acid ( chr4p12  regulation of neurotransmitter levels --- 1.08 2.85 1.03 1.57 1.68 -7.25 -1.14 1.02 3.62 4.51 9.24 11.06
GABRA3 gamma-aminobutyric acid ( chrXq28  transport --- 1.15 1.20 1.30 -2.58 -1.00 -1.10 -1.71 -1.59 -1.73 -1.35 -1.64 -2.93
GABRB3 gamma-aminobutyric acid ( chr15q12  transport --- 3.72 1.73 2.53 2.26 -1.28 1.53 -5.32 -1.00 10.07 13.10 -3.17 -1.53
GABRG2 gamma-aminobutyric acid ( chr5q34  transport --- 1.07 1.06 1.06 1.07 1.08 1.07 1.11 1.20 -1.51 -1.30 -3.10 -2.55
GABRG2 gamma-aminobutyric acid ( chr5q34  transport --- 1.08 1.01 -1.10 -1.03 -1.29 1.02 -1.22 -1.03 -2.09 -1.44 -2.51 -2.26
GABRG3 gamma-aminobutyric acid ( chr15q12  transport --- 1.16 1.12 -1.77 -4.48 1.42 -1.25 -1.68 -3.27 3.41 4.07 -3.69 -1.52
GABRQ gamma-aminobutyric acid ( chrXq28  transport --- -1.09 1.04 1.39 1.45 -1.26 -1.19 -1.75 -1.53 -1.58 -1.61 -1.38 -1.39
GAD1 glutamate decarboxylase 1 (chr2q31  cellular amino acid metabolic process Biogenic_Amine_Synthesis // GenMAPP 1.55 -1.22 -1.15 1.85 -1.38 -1.04 1.53 1.98 14.42 16.82 4.56 7.46
GAD1 glutamate decarboxylase 1 (chr2q31  cellular amino acid metabolic process Biogenic_Amine_Synthesis // GenMAPP -1.22 -1.15 1.07 1.05 1.03 -1.03 2.17 1.77 3.00 2.68 2.12 2.46
GAD1 glutamate decarboxylase 1 (chr2q31  glutamate catabolic process Biogenic_Amine_Synthesis // GenMAPP 1.11 1.02 1.26 1.83 -1.13 -1.09 2.13 1.79 2.43 2.16 2.33 2.51
GADD45A growth arrest and DNA-damchr1p31.2  regulation of cyclin-dependent protein se Cell_cycle_KEGG // GenMAPP /// G1_to_S 1.08 1.07 -1.07 -1.03 -1.05 1.02 1.04 1.18 1.04 1.06 2.01 1.45
GADD45B growth arrest and DNA-damchr19p13.3  activation of MAPKKK activity --- 1.17 1.07 -1.07 -1.07 1.14 -1.04 1.06 1.10 2.81 1.75 4.73 2.59
GADD45B growth arrest and DNA-damchr19p13.3  activation of MAPKKK activity --- 1.07 -1.02 -1.01 1.05 1.18 1.01 1.28 1.04 2.47 1.79 4.69 2.95
GADD45B growth arrest and DNA-damchr19p13.3  activation of MAPKKK activity --- 1.12 1.02 -1.08 1.05 1.02 -1.12 1.08 1.11 2.03 1.46 4.22 2.91
GADD45B growth arrest and DNA-damchr19p13.3  activation of MAPKKK activity --- 1.17 1.12 1.03 1.03 1.16 -1.06 1.44 1.12 2.38 1.61 5.44 3.44
GADD45GIP growth arrest and DNA-damchr19p13.2  cell cycle --- -1.03 -1.07 1.02 1.11 1.00 -1.08 1.33 1.22 1.70 1.42 1.31 1.44
GADD45GIP growth arrest and DNA-damchr19p13.2  cell cycle --- 1.06 -1.00 1.00 1.11 -1.07 -1.15 1.28 1.23 1.53 1.35 1.46 1.48
GADD45GIP growth arrest and DNA-damchr19p13.2  cell cycle --- 1.09 -1.02 1.51 1.21 -1.17 -1.02 1.20 1.37 1.85 1.47 1.32 1.45
GAGE1 /// GAG antigen 1 /// G antigen 12chrXp11 /// chrXp11 cellular defense response --- 1.03 -1.19 -1.02 1.08 1.15 -1.31 1.02 -1.60 2.37 2.01 -1.38 -1.47
GAGE1 /// GAG antigen 1 /// G antigen 12chrXp11 /// chrXp11 cellular defense response --- -1.04 1.14 1.11 1.47 1.37 -1.06 1.10 1.13 1.44 1.48 -1.00 -1.08
GAGE1 /// GAG antigen 1 /// G antigen 12chrXp11.23 /// chrX cellular defense response --- -1.16 -1.20 -1.06 1.50 -1.24 -1.78 1.29 1.03 2.19 1.98 1.21 1.02
GAGE12F /// G antigen 12F /// G antigen chrXp11.23 /// chrX cellular defense response --- 1.31 1.13 -1.25 1.13 1.83 1.44 -1.02 1.03 1.74 1.60 -1.25 -1.35
GAGE3 G antigen 3 chrXp11.4-p11.2 0 --- -1.38 1.05 -2.01 -1.22 -1.19 -1.67 1.21 1.65 1.85 1.60 -1.45 -1.37
GALC galactosylceramidase chr14q31  carbohydrate metabolic process --- 1.18 -1.05 1.22 1.59 -1.33 -1.26 1.48 1.04 1.34 1.01 1.04 1.73
GALC galactosylceramidase chr14q31  carbohydrate metabolic process --- -1.13 -1.07 -1.14 -1.15 -1.10 -1.19 -1.17 -1.14 -1.45 -1.34 -1.37 -1.29
GALE UDP-galactose-4-epimerasechr1p36-p35  carbohydrate metabolic process --- -1.08 -1.07 -1.06 -1.00 1.04 1.10 1.30 1.13 1.30 1.27 -1.27 -1.09
GALK2 galactokinase 2 chr15q21.1-q21.2  carbohydrate metabolic process --- -1.31 -1.36 1.02 -1.06 -1.11 -1.12 -1.17 -1.10 -1.28 -1.14 1.48 1.26
GALK2 galactokinase 2 chr15q21.1-q21.2  carbohydrate metabolic process --- -1.02 1.02 -1.02 -1.16 -1.04 -1.13 1.07 -1.04 1.17 1.17 1.37 1.27
GALNS galactosamine (N-acetyl)-6-chr16q24.3  carbohydrate metabolic process --- -1.07 -1.12 -1.11 -1.02 -1.02 -1.06 1.04 1.22 -1.13 1.03 -1.06 1.21
GALNS galactosamine (N-acetyl)-6-chr16q24.3  carbohydrate metabolic process --- -2.28 -1.60 1.09 -1.67 1.36 3.51 -1.22 3.07 3.37 3.03 1.65 1.49
GALNT1 UDP-N-acetyl-alpha-D-galachr18q12.1  protein glycosylation --- -1.02 1.04 -1.06 -1.07 -1.03 1.06 -1.01 -1.06 1.09 1.15 -1.03 -1.02
GALNT1 UDP-N-acetyl-alpha-D-galachr18q12.1  protein glycosylation --- 1.03 1.05 -1.04 -1.02 -1.04 1.02 1.08 1.03 1.04 -1.03 -1.34 -1.56
GALNT10 UDP-N-acetyl-alpha-D-galachr5q33.2  protein glycosylation --- 1.24 -1.12 1.12 -1.14 1.08 1.06 1.37 1.30 1.30 1.17 1.30 1.38
GALNT12 UDP-N-acetyl-alpha-D-galachr9q22.33  protein glycosylation --- 1.28 1.25 1.12 -1.32 -1.40 1.00 -1.35 1.02 -1.16 1.19 -1.46 -1.69
GALNT13 UDP-N-acetyl-alpha-D-galachr2q24.1  protein glycosylation --- -1.20 1.04 -1.18 -1.23 1.23 -1.05 -1.29 -1.02 -1.46 1.02 -1.92 -1.82
GALNT13 UDP-N-acetyl-alpha-D-galachr2q24.1  protein glycosylation --- -1.12 1.23 1.22 1.19 1.02 -1.18 1.79 1.97 -1.35 1.06 -2.30 -3.00
GALNT18 UDP-N-acetyl-alpha-D-galachr11p15.3  protein glycosylation --- 1.33 1.22 -1.04 -1.06 -1.07 -1.04 -1.03 1.32 1.81 1.73 1.26 2.07
GALNT2 UDP-N-acetyl-alpha-D-galachr1q41-q42  immunoglobulin biosynthetic process --- -1.11 -1.17 -1.24 -1.23 1.13 1.35 1.38 1.12 1.29 1.07 -1.53 -1.55
GALNT2 UDP-N-acetyl-alpha-D-galachr1q41-q42  immunoglobulin biosynthetic process --- -1.02 -1.06 1.11 1.10 1.04 -1.00 1.18 1.05 1.31 1.30 1.66 1.62
GALNT2 UDP-N-acetyl-alpha-D-galachr1q41-q42  immunoglobulin biosynthetic process --- 1.03 -1.01 1.04 1.04 1.05 -1.02 1.14 1.09 1.46 1.30 1.39 1.39
GALNT5 UDP-N-acetyl-alpha-D-galachr2q24.1  glycosaminoglycan biosynthetic process --- 1.32 3.15 -1.62 -1.28 2.31 1.98 -1.04 -1.29 -1.95 -1.12 -1.14 -1.61
GALNT6 UDP-N-acetyl-alpha-D-galachr12q13  protein glycosylation --- 1.19 1.02 2.66 2.44 1.05 -1.28 -1.20 -1.19 -1.46 -1.26 1.90 2.02
GALNT7 UDP-N-acetyl-alpha-D-galachr4q31.1  carbohydrate metabolic process --- -1.03 -1.26 1.13 1.04 1.27 1.56 -1.50 -1.19 -2.46 -1.83 -2.33 -2.44
GALNT7 UDP-N-acetyl-alpha-D-galachr4q31.1  carbohydrate metabolic process --- 1.10 1.04 1.01 -1.04 -1.03 1.03 -1.09 1.04 -1.67 -1.36 -2.06 -2.17
GALT galactose-1-phosphate uridychr9p13  carbohydrate metabolic process GPCRDB_Class_A_Rhodopsin-like // GenM -1.01 -1.06 1.04 1.07 1.00 -1.13 1.21 1.06 -1.02 -1.17 -1.32 -1.15
GAMT guanidinoacetate N-methylt chr19p13.3  creatine metabolic process --- -1.13 -1.29 -1.23 -1.19 1.01 -1.25 -1.07 1.22 -1.55 -1.19 -2.39 -1.50
GAMT guanidinoacetate N-methylt chr19p13.3  creatine metabolic process --- 5.49 3.49 2.28 2.07 1.41 1.58 -1.77 -2.17 1.46 1.01 -3.28 -2.73
GAMT guanidinoacetate N-methylt chr19p13.3  creatine metabolic process --- -1.04 1.05 -1.01 1.14 -1.60 -1.34 -1.09 -1.12 1.16 -1.10 -1.95 -1.76
GANC glucosidase, alpha; neutral Cchr15q15.2  carbohydrate metabolic process --- -1.01 -1.01 -1.08 -1.02 1.05 -1.00 1.05 1.03 -1.69 -1.46 -1.99 -1.79
GANC glucosidase, alpha; neutral Cchr15q15.2  carbohydrate metabolic process --- -1.04 -1.16 -1.03 -1.25 -1.00 -1.19 1.14 1.01 1.14 -1.12 -1.09 -1.30
GAPDH glyceraldehyde-3-phosphatechr12p13  microtubule cytoskeleton organization Glycolysis_and_Gluconeogenesis // GenMA -1.11 -1.01 -1.06 -1.02 1.01 -1.08 1.21 1.09 1.66 1.20 1.17 1.22
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GAPDH glyceraldehyde-3-phosphatechr12p13  microtubule cytoskeleton organization Glycolysis_and_Gluconeogenesis // GenMA -1.11 -1.01 -1.03 1.00 1.03 -1.06 1.21 1.07 1.57 1.15 1.17 1.21
GAPDH glyceraldehyde-3-phosphatechr12p13  microtubule cytoskeleton organization Glycolysis_and_Gluconeogenesis // GenMA -1.11 -1.05 -1.06 -1.02 -1.01 -1.11 1.20 1.06 1.54 1.13 1.16 1.21
GAPDHP73 //glyceraldehyde-3-phosphate--- 0 --- 1.08 -1.24 1.11 1.32 -1.42 1.12 -1.10 -1.07 1.45 1.20 -1.16 -1.23
GAR1 GAR1 ribonucleoprotein hochr4q25  pseudouridine synthesis --- -1.08 -1.04 1.02 -1.11 -1.04 -1.05 -1.06 1.05 1.03 -1.09 1.18 1.15
GAREM GRB2 associated, regulator chr18q12.1  epidermal growth factor receptor signalin--- -1.18 -1.13 1.27 1.18 1.33 1.10 -1.20 -1.11 -1.06 -1.01 1.43 1.19
GAREM GRB2 associated, regulator chr18q12.1  epidermal growth factor receptor signalin--- 1.09 -1.07 1.00 1.07 1.31 1.16 -1.02 -1.02 1.18 -1.16 1.04 1.15
GART phosphoribosylglycinamide chr21q22.11  purine nucleobase metabolic process --- -1.21 -1.12 -1.08 -1.21 -1.15 -1.11 -1.23 1.11 -1.06 -1.07 1.98 2.41
GART phosphoribosylglycinamide chr21q22.11  purine nucleobase metabolic process --- -1.00 -1.01 1.06 1.03 1.02 1.03 1.01 -1.13 -1.13 -1.12 1.24 1.12
GART phosphoribosylglycinamide chr21q22.11  purine nucleobase metabolic process --- -1.10 -1.05 -1.02 -1.01 1.04 1.02 1.02 1.06 -1.03 -1.05 1.08 1.06
GAS1 growth arrest-specific 1 chr9q21.3-q22  positive regulation of mesenchymal cell p--- 1.14 1.10 1.01 -1.12 -1.21 -1.03 -1.38 -1.15 -2.06 -1.79 -1.77 -2.36
GAS2L3 growth arrest-specific 2 likechr12q23.1  microtubule cytoskeleton organization --- -1.01 -1.05 1.04 1.00 -1.24 1.16 -1.63 -1.27 1.06 1.21 -1.06 -1.17
GAS5 /// SNOgrowth arrest-specific 5 (no chr1q25.1 0 --- 1.04 -1.03 1.05 1.15 1.08 1.13 -1.16 1.02 -1.29 -1.11 -1.58 -1.40
GAS5 /// SNOgrowth arrest-specific 5 (no chr1q25.1 0 --- 1.07 -1.06 1.11 1.31 1.09 1.26 1.02 1.08 -1.22 -1.33 -1.48 -1.48
GAS6-AS1 GAS6 antisense RNA 1 chr13q34 0 --- -2.10 -1.35 1.01 1.29 1.19 1.16 1.61 1.50 1.23 1.61 -3.11 -2.48
GAS6-AS1 GAS6 antisense RNA 1 chr13q34 0 --- 1.44 1.54 1.02 1.33 1.15 1.27 -1.02 1.03 -2.38 -2.17 -2.25 -2.12
GAS7 growth arrest-specific 7 chr17p13.1  regulation of transcription, DNA-depende--- 1.01 -1.03 -1.14 1.19 2.97 1.74 -1.28 -1.14 -2.09 -5.09 -15.11 -7.73
GAS7 growth arrest-specific 7 chr17p13.1  regulation of transcription, DNA-depende--- -1.31 -1.30 1.34 1.33 1.14 -1.05 -1.00 -1.28 -3.21 -4.15 -9.03 -4.54
GAS7 growth arrest-specific 7 chr17p13.1  regulation of transcription, DNA-depende--- -1.29 -1.15 -1.15 -1.23 -1.24 1.10 -2.75 -2.09 -1.60 -1.36 -1.68 -2.87
GAS7 growth arrest-specific 7 chr17p13.1  regulation of transcription, DNA-depende--- -1.13 -1.00 -1.13 -1.21 1.20 1.05 -1.48 -1.57 1.08 -1.40 -2.22 -1.17
GAS8 growth arrest-specific 8 chr16q24.3  negative regulation of cell proliferation --- -1.10 -1.04 1.10 1.19 1.21 1.14 1.20 1.23 -1.27 -1.34 -1.61 -1.54
GATA2 GATA binding protein 2 chr3q21.3  negative regulation of transcription from --- 1.02 1.04 1.11 1.10 -1.07 -1.09 1.21 1.21 2.48 1.89 1.81 1.42
GATA3 GATA binding protein 3 chr10p15  negative regulation of transcription from --- -1.40 -1.44 -1.38 1.12 2.27 1.66 -2.17 -2.18 1.34 -2.85 -1.56 -7.04
GATA4 GATA binding protein 4 chr8p23.1-p22  in utero embryonic development --- 1.17 2.20 -1.04 1.28 1.52 1.87 -2.90 -3.51 4.11 1.62 2.72 1.27
GATA5 GATA binding protein 5 chr20q13.33  transcription, DNA-dependent --- -4.98 -3.21 -1.16 -1.37 -1.65 4.30 1.52 2.35 -3.48 -1.27 -1.90 -1.06
GATA6 GATA binding protein 6 chr18q11.1-q11.2  negative regulation of transcription from --- 1.02 -1.03 1.02 1.08 -1.05 1.04 1.09 1.04 1.19 1.17 1.45 1.26
GATAD1 GATA zinc finger domain cchr7q21-q22  regulation of transcription, DNA-depende--- -1.13 -1.09 1.06 1.04 1.11 1.10 -1.06 -1.03 -1.17 -1.20 -1.17 -1.15
GATAD2A GATA zinc finger domain cchr19p13.11  blood vessel development --- 1.04 -1.04 -1.01 1.06 -1.03 -1.04 -1.28 -1.06 -1.47 -1.38 -1.51 -1.27
GATAD2B GATA zinc finger domain cchr1q21.3  transcription, DNA-dependent --- 1.21 1.12 1.24 -1.03 1.11 1.03 -1.75 -1.33 1.04 -1.11 -1.40 -1.54
GATC /// SRSglutamyl-tRNA(Gln) amidochr12q24.31  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.01 -1.03 -1.03 1.02 -1.06 -1.04 -1.12 -1.10 1.02 1.07 1.02 1.03
GATM glycine amidinotransferase chr15q21.1  creatine metabolic process --- 1.97 1.55 -1.09 -1.19 -1.06 -1.14 -1.50 1.06 1.37 1.24 1.40 -1.08
GATS GATS, stromal antigen 3 opchr7q22.1 0 --- -1.26 1.14 1.02 -1.04 1.04 1.03 -1.42 -1.12 -2.45 -2.02 -2.00 -1.49
GATSL3 GATS protein-like 3 chr22q12  regulation of Rab GTPase activity --- 1.25 1.17 1.25 1.38 1.01 1.07 -1.23 -1.58 -1.31 1.41 -2.53 -1.44
GBA /// GBAPglucosidase, beta, acid /// gl chr1q21  carbohydrate metabolic process --- -1.05 -1.23 1.09 1.05 -1.08 -1.10 1.20 1.21 -1.05 1.03 -1.55 -1.26
GBA2 glucosidase, beta (bile acid)chr9p13.3  lipid metabolic process G1_to_S_cell_cycle_Reactome // GenMAPP -1.06 -1.18 -1.04 1.00 -1.13 -1.17 1.36 1.07 1.25 1.05 1.58 1.94
GBAP1 glucosidase, beta, acid pseu chr1q21  carbohydrate metabolic process --- 1.03 1.05 1.07 1.17 -1.05 -1.05 1.07 1.09 -1.04 -1.04 -1.72 -1.65
GBF1 golgi brefeldin A resistant gchr10q24  retrograde vesicle-mediated transport, Go--- -1.14 -1.21 -1.01 1.10 1.17 1.06 -1.05 -1.11 1.24 1.27 1.18 1.50
GBP1 guanylate binding protein 1 chr1p22.2  GTP catabolic process --- 1.04 1.04 1.09 1.10 1.34 1.13 1.42 1.48 1.31 -1.17 1.36 1.20
GBP1 guanylate binding protein 1 chr1p22.2  GTP catabolic process --- -1.01 -1.01 1.17 1.18 1.31 1.20 1.40 1.39 1.50 1.09 1.46 1.12
GBP2 guanylate binding protein 2 chr1p22.2  GTP catabolic process --- 1.14 1.25 1.00 -1.10 -1.10 1.07 -2.02 -1.39 -4.44 -3.56 -2.75 -2.25
GBP3 guanylate binding protein 3 chr1p22.2  GTP catabolic process --- 1.00 -1.01 1.10 1.11 -1.12 -1.08 1.12 1.09 1.90 1.57 1.60 1.56
GBP4 guanylate binding protein 4 chr1p22.2  GTP catabolic process --- 2.94 4.13 1.71 -1.28 -1.59 2.85 3.74 4.67 1.25 1.08 -2.28 -1.30
GBP5 guanylate binding protein 5 chr1p22.2  GTP catabolic process --- -1.05 1.06 -1.16 -1.31 -1.28 -1.17 -1.12 -1.08 -1.99 -1.56 -1.69 -1.98
GBP6 guanylate binding protein fachr1p22.2  GTP catabolic process --- 2.18 2.36 -1.21 -1.77 -9.54 -1.88 -2.88 -1.05 2.14 1.72 1.23 2.21
GBP6 guanylate binding protein fachr1p22.2  GTP catabolic process --- -8.53 2.33 -2.49 -2.03 -1.48 1.33 -1.35 -1.38 2.95 2.70 1.37 1.33
GBX2 gastrulation brain homeoboxchr2q37.2  patterning of blood vessels --- 2.19 3.83 -1.91 -1.52 1.17 2.73 1.31 1.61 4.53 1.02 2.06 -1.20
GCAT glycine C-acetyltransferase chr22q13.1  cellular amino acid metabolic process --- -1.15 -1.17 1.11 1.12 -1.15 -1.05 1.32 1.31 1.70 1.44 1.34 1.57
GCC1 GRIP and coiled-coil domaichr7q32.1  protein targeting to Golgi --- -1.14 -1.01 1.11 1.08 1.19 1.07 -1.03 -1.10 1.02 -1.05 1.44 1.37
GCDH glutaryl-CoA dehydrogenas chr19p13.2  lysine catabolic process --- -1.12 -1.09 1.03 1.03 1.10 -1.04 1.29 1.11 1.13 1.05 -1.43 -1.42
GCDH glutaryl-CoA dehydrogenas chr19p13.2  lysine catabolic process --- -1.04 -1.07 -1.00 1.07 -1.05 -1.07 1.20 1.09 1.14 1.23 -1.56 -1.35
GCFC2 GC-rich sequence DNA-binchr2p12  transcription, DNA-dependent --- 1.08 1.07 1.04 1.06 -1.35 -1.06 -1.21 -1.06 1.25 1.45 -1.15 -1.34
GCFC2 GC-rich sequence DNA-binchr2p12  transcription, DNA-dependent --- 1.03 1.10 1.09 -1.03 1.12 1.17 1.04 1.32 -1.74 -1.20 -2.24 -1.76
GCH1 GTP cyclohydrolase 1 chr14q22.1-q22.2  GTP catabolic process --- 1.11 1.12 1.04 -1.22 -1.06 1.04 -1.12 -1.02 1.43 1.16 1.37 -1.03
GCHFR GTP cyclohydrolase I feedbchr15q15  protein complex assembly --- -1.16 -1.28 -1.06 1.09 1.23 1.06 1.08 1.00 -1.01 1.15 -1.48 -1.32
GCLC glutamate-cysteine ligase, c chr6p12  sulfur amino acid metabolic process --- 1.15 1.10 -1.04 -1.01 -1.08 1.13 -1.12 -1.00 1.03 1.23 1.12 -1.05
GCLM glutamate-cysteine ligase, mchr1p22.1  sulfur amino acid metabolic process --- 1.10 1.16 -1.02 -1.08 -1.18 -1.07 -1.24 1.02 -1.02 1.05 1.22 1.21
GCLM glutamate-cysteine ligase, mchr1p22.1  sulfur amino acid metabolic process --- 1.41 1.30 1.02 -1.12 -1.16 -1.02 -1.35 -1.27 -1.20 1.06 1.09 1.10
GCN1L1 GCN1 general control of amchr12q24.2  translation --- -1.01 -1.04 1.04 1.09 1.19 1.07 -1.03 -1.20 1.00 1.04 1.16 1.33
GCN1L1 GCN1 general control of amchr12q24.2  translation --- -1.08 -1.03 -1.01 1.03 1.01 -1.05 1.05 1.08 1.15 1.11 1.11 1.19
GCNT1 glucosaminyl (N-acetyl) tra chr9q13  protein glycosylation --- 1.09 -1.04 1.31 1.10 1.14 -1.04 1.21 -1.29 1.36 1.44 1.17 1.13
GCNT2 glucosaminyl (N-acetyl) tra chr6p24.2  glycosaminoglycan biosynthetic process --- -1.01 -1.08 1.11 1.05 1.12 1.12 -1.19 -1.02 1.56 1.67 1.75 1.80
GCNT7 glucosaminyl (N-acetyl) tra chr20q13.2  protein glycosylation --- 3.51 5.04 -1.10 1.49 -3.39 -4.58 2.67 -1.32 -2.03 -2.62 -1.93 2.09
GCOM1 /// MGRINL1A complex locus 1 chr15q21.3  intracellular signal transduction --- 1.23 -1.10 -1.60 -1.34 1.06 1.18 1.06 -1.29 1.58 1.63 1.21 -1.10
GCOM1 /// MGRINL1A complex locus 1 chr15q21.3  RNA biosynthetic process --- -1.06 -1.06 1.06 -1.14 1.16 -1.13 1.23 1.18 1.51 1.44 1.85 1.76
GCOM1 /// POGRINL1A complex locus 1 chr15q21.3  RNA biosynthetic process --- 1.16 1.11 1.06 -1.06 1.07 1.03 -1.03 -1.07 -1.61 -1.43 -1.18 -1.60
GCOM1 /// POGRINL1A complex locus 1 chr15q21.3  RNA biosynthetic process --- -1.02 -1.04 1.03 -1.03 -1.15 1.08 -1.23 -1.10 -1.49 -1.21 -1.34 -1.49
GCSAML germinal center-associated, chr1q44 0 --- -1.18 -1.14 1.01 -2.14 -2.89 -1.27 -2.07 -3.00 -2.68 -3.65 -1.44 -1.28
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GCSH /// LOCglycine cleavage system prochr16q23.2  glycine catabolic process --- -1.03 -1.02 -1.03 1.00 1.06 -1.04 -1.19 1.00 -1.22 -1.12 -1.33 -1.43
GDA guanine deaminase chr9q21.13  nucleobase-containing compound metabo--- -1.04 1.04 -1.06 1.01 1.06 1.03 -1.07 -1.05 1.17 -1.00 1.19 -1.01
GDA guanine deaminase chr9q21.13  nucleobase-containing compound metabo--- 1.07 1.12 -1.03 1.08 -1.03 -1.05 1.23 1.38 1.59 -1.22 2.15 1.61
GDAP1 ganglioside induced differenchr8q21.11  mitochondrial fission --- 1.04 1.06 -1.02 -1.04 -1.07 -1.04 -1.00 -1.04 -3.06 -2.38 -6.55 -10.54
GDAP1 ganglioside induced differenchr8q21.11  mitochondrial fission --- 1.21 1.07 1.02 1.10 1.11 1.10 -1.08 1.07 -2.74 -2.62 -5.63 -7.46
GDAP2 ganglioside induced differenchr1p12  response to retinoic acid --- 1.12 1.17 1.24 -1.03 -1.20 -1.02 1.18 -1.03 1.21 1.26 1.96 1.33
GDAP2 ganglioside induced differenchr1p12  response to retinoic acid --- 1.02 -1.05 1.11 1.06 1.08 1.08 -1.10 1.01 -1.03 1.01 -1.04 1.11
GDF15 growth differentiation facto chr19p13.11  signal transduction --- 1.21 1.05 1.06 1.15 1.12 1.04 2.81 1.48 2.95 2.23 2.23 2.14
GDF15 growth differentiation facto chr19p13.11  signal transduction --- 1.30 1.29 1.11 1.28 1.37 1.35 2.75 1.43 5.41 3.71 2.25 2.19
GDF15 growth differentiation facto chr19p13.11  signal transduction --- 1.11 1.36 -1.04 -1.01 1.18 1.07 2.51 1.25 3.22 2.67 3.95 3.02
GDI1 GDP dissociation inhibitor chrXq28  signal transduction --- 1.10 1.00 1.11 1.25 1.08 1.06 1.15 1.12 1.37 1.21 1.39 1.36
GDI2 GDP dissociation inhibitor 2chr10p15  signal transduction --- -1.03 1.02 1.05 1.02 1.12 -1.03 1.05 -1.07 -1.13 -1.15 -1.03 1.02
GDNF glial cell derived neurotrophchr5p13.1-p12  metanephros development --- 2.58 2.03 1.50 2.34 5.11 1.43 1.29 1.86 3.36 1.07 1.13 2.74
GDPD1 glycerophosphodiester phoschr17q22  glycerol metabolic process --- 1.44 1.21 -2.68 -1.21 1.04 -1.07 2.93 1.90 -1.31 -1.27 -1.38 -1.52
GDPD1 glycerophosphodiester phoschr17q22  glycerol metabolic process --- 1.34 -2.73 1.33 -1.06 1.90 1.12 1.03 -1.30 -1.39 -1.18 1.42 -1.14
GDPD5 glycerophosphodiester phoschr11q13.4-q13.5  glycerol metabolic process --- 1.11 1.03 -1.10 1.13 -1.05 -1.11 1.12 1.21 -1.21 -1.13 -2.09 -1.68
GDPD5 glycerophosphodiester phoschr11q13.4-q13.5  glycerol metabolic process --- 1.01 -1.10 1.05 1.27 -1.09 -1.20 1.25 1.26 1.03 -1.10 -1.81 -1.48
GEM GTP binding protein overexchr8q13-q21  GTP catabolic process --- -1.09 -1.08 -1.12 -1.71 -1.09 1.02 -1.51 -1.58 1.97 1.84 2.46 1.47
GEMIN7 gem (nuclear organelle) ass chr19q13.32  spliceosomal snRNP assembly --- -1.15 -1.07 -1.03 1.08 1.05 -1.06 1.04 -1.05 1.10 1.14 1.16 1.29
GEN1 GEN1 Holliday junction 5' fchr2p24.2  DNA repair --- -1.14 -1.13 -1.02 1.14 -1.01 1.07 -1.03 1.04 -2.29 -2.47 -1.71 -1.59
GET4 /// SUNgolgi to ER traffic protein 4 chr7p22.3  transport --- 1.07 1.09 1.18 1.36 1.02 -1.22 1.25 1.20 1.38 1.12 1.39 1.60
GFAP glial fibrillary acidic proteinchr17q21  response to wounding --- 1.35 -2.01 1.05 -3.14 -1.64 1.08 2.54 2.00 2.22 3.00 -2.68 -1.41
GFER growth factor, augmenter ofchr16p13.3-p13.12  protein targeting to mitochondrion --- 1.04 -1.09 1.22 1.16 -1.03 -1.06 1.13 1.11 1.27 1.04 1.88 1.88
GFM1 G elongation factor, mitoch chr3q25  GTP catabolic process --- 1.81 1.22 -2.00 -1.19 -1.11 -1.22 -1.63 1.06 1.64 1.37 -1.03 -1.75
GFM1 G elongation factor, mitoch chr3q25  GTP catabolic process --- 1.07 1.05 -1.02 1.01 -1.03 1.05 -1.03 -1.00 1.06 1.07 1.36 1.33
GFM1 G elongation factor, mitoch chr3q25  GTP catabolic process --- 1.05 1.03 -1.10 -1.11 1.11 -1.02 -1.20 -1.05 -1.07 1.07 1.27 1.13
GFOD1 glucose-fructose oxidoreducchr6pter-p22.1  metabolic process --- 1.05 -1.07 1.01 1.11 1.05 1.11 1.09 1.09 1.15 1.01 1.20 1.37
GFOD2 glucose-fructose oxidoreducchr16q22.1  extracellular matrix organization --- 1.05 1.09 1.07 1.28 1.08 1.01 1.08 -1.00 -1.30 -1.07 -1.64 -1.31
GFOD2 glucose-fructose oxidoreducchr16q22.1  extracellular matrix organization --- 1.17 1.11 -1.04 -1.10 1.24 1.31 1.02 1.17 1.21 1.11 1.25 1.42
GFPT1 glutamine--fructose-6-phospchr2p13  carbohydrate metabolic process --- 1.30 1.15 1.11 1.04 -1.13 1.10 1.04 1.08 1.31 1.42 1.82 1.53
GFPT1 glutamine--fructose-6-phospchr2p13  carbohydrate metabolic process --- -1.04 -1.01 1.21 1.17 1.09 1.05 1.37 1.02 2.61 2.20 3.58 3.24
GFPT1 glutamine--fructose-6-phospchr2p13  carbohydrate metabolic process --- 1.19 1.08 1.03 -1.20 -1.15 1.06 -1.26 -1.12 1.19 1.34 1.48 1.35
GFPT2 glutamine-fructose-6-phosp chr5q34-q35  carbohydrate metabolic process --- -1.16 -1.10 -1.16 -1.18 1.22 1.04 1.36 1.62 3.15 3.03 2.88 3.08
GFRA1 GDNF family receptor alph chr10q26.11  kidney development Circadian_Exercise // GenMAPP -1.52 -2.04 -2.42 -1.29 -4.20 -2.02 1.27 1.54 5.47 -1.20 -1.01 1.31
GGA2 golgi-associated, gamma ad chr16p12  transport --- -1.28 -1.15 -1.37 -1.18 1.04 -1.02 1.41 1.36 1.32 1.47 1.52 1.62
GGA2 golgi-associated, gamma ad chr16p12  transport --- 1.01 -1.01 1.01 1.02 -1.01 -1.03 1.08 -1.08 -1.15 -1.13 1.14 1.40
GGA2 golgi-associated, gamma ad chr16p12  transport --- -1.14 -1.13 1.15 1.19 1.15 -1.05 1.23 1.10 -1.19 -1.31 -1.36 -1.30
GGA2 golgi-associated, gamma ad chr16p12  transport --- -1.02 -1.09 1.07 1.19 1.00 -1.02 1.21 1.09 -1.18 -1.07 -1.48 -1.30
GGA3 golgi-associated, gamma ad chr17q25.1  transport --- 1.07 1.09 1.08 1.05 1.11 1.07 1.09 1.18 -1.18 -1.20 1.18 1.17
GGACT gamma-glutamylamine cyclchr13q32.3  cellular modified amino acid catabolic pr --- 1.18 1.21 1.09 -1.22 1.36 1.41 1.10 -1.07 -1.92 -2.17 -2.94 -4.18
GGCX gamma-glutamyl carboxyla chr2p12  cellular protein modification process --- -1.21 -1.09 -1.01 -1.00 -1.06 -1.09 1.09 1.16 1.14 1.26 1.19 1.05
GGCX gamma-glutamyl carboxyla chr2p12  cellular protein modification process --- 1.04 -1.02 1.16 1.09 -1.07 -1.05 1.21 1.13 1.10 1.05 1.08 1.23
GGCX gamma-glutamyl carboxyla chr2p12  cellular protein modification process --- 1.01 -1.06 -1.03 -1.02 1.03 1.04 -1.10 -1.06 -1.30 -1.22 -1.35 -1.26
GGCX gamma-glutamyl carboxyla chr2p12  cellular protein modification process --- -1.07 1.04 -1.08 -1.00 -1.15 -1.11 -1.06 -1.07 1.01 -1.06 -1.22 -1.22
GGH gamma-glutamyl hydrolase chr8q12.3  glutamine metabolic process --- 1.07 1.02 1.01 1.06 1.00 1.00 -1.08 -1.03 -1.09 1.01 -1.04 1.03
GGNBP2 gametogenetin binding prot chr17q12  multicellular organismal development --- -1.06 -1.07 1.10 1.04 1.10 1.12 1.01 1.03 1.24 1.27 1.34 1.48
GGNBP2 gametogenetin binding prot chr17q12  multicellular organismal development --- -1.13 -1.04 -1.02 -1.02 -1.09 -1.00 -1.03 -1.03 1.09 1.09 1.35 1.38
GGPS1 geranylgeranyl diphosphate chr1q43  cholesterol biosynthetic process --- -1.02 -1.04 1.10 1.07 1.01 1.02 -1.05 -1.08 1.42 1.30 1.88 1.80
GGT7 gamma-glutamyltransferasechr20q11.22  glutathione metabolic process --- 1.31 -1.13 -1.86 -1.55 3.77 3.06 1.62 1.45 1.28 1.48 1.14 1.46
GGT7 gamma-glutamyltransferasechr20q11.22  glutathione metabolic process --- 1.09 1.00 -1.02 1.23 1.13 1.53 -1.14 1.09 -1.59 -1.26 1.36 1.84
GGTA1P glycoprotein, alpha-galactoschr9q33.2  carbohydrate metabolic process --- 1.49 1.39 -2.54 -1.43 2.12 -1.23 -1.30 1.60 1.49 -1.67 -1.20 -1.46
GHITM growth hormone inducible t chr10q23.1  apoptotic process --- 1.00 -1.05 1.01 -1.03 1.07 1.01 1.10 -1.03 1.35 1.26 1.36 1.41
GHITM growth hormone inducible t chr10q23.1  apoptotic process --- -1.04 1.03 -1.05 -1.04 -1.04 -1.01 1.04 1.04 1.08 1.17 1.19 1.23
GHRHR growth hormone releasing hchr7p14  signal transduction GPCRDB_Class_B_Secretin-like // GenMAP 1.05 -1.32 -1.61 -2.04 -1.61 -1.87 -1.02 -1.38 6.80 10.86 -1.90 2.32
GID4 GID complex subunit 4, VIDchr17p11.2 0 --- -1.02 1.00 1.07 1.08 -1.19 1.04 1.06 1.03 -1.29 -1.10 1.23 -1.00
GID4 GID complex subunit 4, VIDchr17p11.2 0 --- 1.09 1.03 -1.08 1.11 -1.10 -1.29 1.31 1.20 1.76 1.69 1.78 1.75
GID8 GID complex subunit 8 homchr20q13.33 0 --- 1.07 1.09 1.08 -1.07 -1.05 1.03 -1.18 -1.18 -1.84 -1.75 -1.80 -1.85
GIF gastric intrinsic factor (vitamchr11q13  vitamin metabolic process --- 2.36 1.81 1.69 2.24 -1.41 -1.89 1.08 -1.09 1.78 1.68 1.07 -2.34
GIGYF1 GRB10 interacting GYF prochr7q22  insulin-like growth factor receptor signal --- 1.50 1.17 -1.53 -1.71 1.58 1.59 -1.06 -1.92 -2.44 -2.02 -1.15 -1.07
GIGYF1 GRB10 interacting GYF prochr7q22  insulin-like growth factor receptor signal --- -1.02 -1.12 1.07 1.21 1.09 -1.00 1.10 1.18 -1.41 -1.33 -1.44 -1.39
GIGYF2 GRB10 interacting GYF prochr2q37.1  S phase of mitotic cell cycle --- -1.05 1.01 -1.09 -1.29 1.01 -1.06 1.01 1.03 -1.45 -1.43 1.03 -1.14
GIGYF2 GRB10 interacting GYF prochr2q37.1  feeding behavior --- 2.18 1.65 -1.28 -1.15 -1.22 1.58 1.27 -1.02 -1.49 1.11 1.85 1.49
GIGYF2 GRB10 interacting GYF prochr2q37.1  S phase of mitotic cell cycle --- 1.13 1.14 1.04 -1.03 -1.01 1.01 -1.06 -1.13 -1.34 -1.35 -1.01 -1.13
GIMAP1 GTPase, IMAP family memchr7q36.1  B cell differentiation --- -1.01 2.30 5.17 2.10 1.15 -1.56 -6.11 1.23 5.35 1.93 1.58 -1.01
GIMAP1-GIMGIMAP1-GIMAP5 readthrochr7q /// chr7q36.1  temperature homeostasis --- 3.15 2.06 1.10 -1.07 -1.28 1.02 1.74 1.78 -1.29 1.45 1.58 3.47
GIMAP2 GTPase, IMAP family memchr7q36.1 0 --- 1.56 -1.05 -1.30 1.58 1.30 1.03 1.22 1.03 1.66 1.64 1.13 1.38
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GIN1 gypsy retrotransposon integ chr5q21.1  DNA integration --- 1.32 1.49 1.22 1.17 -1.02 1.26 -1.01 -1.19 -1.09 1.13 1.68 1.51
GIN1 gypsy retrotransposon integ chr5q21.1  DNA integration --- 1.12 1.13 1.04 -1.06 1.01 -1.04 -1.07 -1.14 -1.12 -1.16 1.29 1.25
GINM1 glycoprotein integral memb chr6q25.1 0 --- -1.06 -1.04 -1.03 -1.10 1.09 -1.03 1.17 1.07 1.11 1.09 1.16 1.20
GINS1 GINS complex subunit 1 (P chr20p11.21  S phase of mitotic cell cycle --- 1.01 1.06 -1.09 -1.04 -1.02 1.05 -1.48 -1.22 -1.40 -1.09 -1.09 -1.16
GINS2 GINS complex subunit 2 (P chr16q24.1  S phase of mitotic cell cycle --- -1.04 -1.05 -1.04 1.01 -1.08 -1.09 -1.06 1.00 -1.27 -1.21 -1.57 -1.32
GINS2 GINS complex subunit 2 (P chr16q24.1  S phase of mitotic cell cycle --- -1.09 -1.17 1.23 1.11 1.05 1.03 -1.22 -1.19 -1.90 -1.74 -1.74 -1.98
GINS3 GINS complex subunit 3 (P chr16q21  DNA replication --- 1.01 1.02 -1.03 1.01 -1.19 -1.00 -1.27 -1.28 -1.66 -1.66 -1.58 -1.83
GINS3 GINS complex subunit 3 (P chr16q21  DNA replication --- 1.01 1.17 -1.11 -1.21 -1.16 -1.08 -1.22 -1.29 -1.51 -1.52 -1.39 -1.61
GINS4 GINS complex subunit 4 (S chr8p11.21  S phase of mitotic cell cycle --- -1.12 1.21 -1.16 1.00 -1.18 -1.13 -1.34 -1.05 -1.37 -1.32 -1.38 -1.37
GIPC3 GIPC PDZ domain containi chr19p13.3 0 --- -1.06 -1.11 1.08 1.06 -1.38 -1.07 -1.01 1.09 1.76 1.26 1.27 1.27
GIT1 G protein-coupled receptor chr17p11.2  regulation of G-protein coupled receptor --- 1.28 1.05 1.00 1.18 -1.26 1.08 -1.08 -1.28 -1.05 1.09 -1.33 -1.20
GIT2 G protein-coupled receptor chr12q24.1  regulation of G-protein coupled receptor Integrin-mediated_cell_adhesion_KEGG // G 1.50 1.47 -1.17 -1.58 -1.26 1.05 1.48 1.22 2.17 1.84 2.96 2.50
GIT2 G protein-coupled receptor chr12q24.1  regulation of G-protein coupled receptor Integrin-mediated_cell_adhesion_KEGG // G 1.09 1.26 -1.03 -1.08 -1.01 -1.19 1.04 1.07 -1.82 -2.08 1.09 -1.06
GIT2 G protein-coupled receptor chr12q24.1  regulation of G-protein coupled receptor Integrin-mediated_cell_adhesion_KEGG // G 1.22 1.09 -1.04 1.03 1.30 1.10 -1.29 -1.04 -1.75 -1.86 -2.00 -1.71
GJA1 gap junction protein, alpha chr6q22.31  osteoblast differentiation Calcium_regulation_in_cardiac_cells // GenM 1.11 1.08 -1.09 -1.03 1.01 1.09 -1.15 -1.01 -1.05 1.02 1.14 1.06
GJA9-MYCB GJA9-MYCBP readthroughchr1p /// chr1p33-p3 transcription, DNA-dependent Calcium_regulation_in_cardiac_cells // GenM 1.03 -1.01 -1.13 -1.08 1.11 1.04 1.04 -1.09 1.00 1.08 -1.24 -1.17
GJA9-MYCB GJA9-MYCBP readthroughchr1p /// chr1p33-p3 transcription, DNA-dependent Calcium_regulation_in_cardiac_cells // GenM -1.04 -1.21 1.09 1.02 -1.06 1.04 -1.13 -1.00 -1.14 -1.07 -1.40 -1.25
GJB1 gap junction protein, beta 1,chrXq13.1  transport Calcium_regulation_in_cardiac_cells // GenM 1.01 -1.50 -1.34 -1.51 -1.89 -1.49 -2.30 -1.50 1.64 -1.03 -1.55 1.37
GJB2 gap junction protein, beta 2,chr13q11-q12  transport Calcium_regulation_in_cardiac_cells // GenM 1.33 -1.08 1.23 1.33 1.12 1.20 1.71 1.18 3.48 3.31 2.99 2.43
GJB3 gap junction protein, beta 3,chr1p34  in utero embryonic development Calcium_regulation_in_cardiac_cells // GenM 1.02 -1.06 -1.05 -1.26 -1.11 -1.14 1.05 1.16 2.64 1.81 2.51 2.73
GJB3 gap junction protein, beta 3,chr1p34  in utero embryonic development Calcium_regulation_in_cardiac_cells // GenM -1.00 1.01 -1.06 -1.16 1.10 -1.02 1.09 1.22 2.60 1.68 2.33 2.41
GJB5 gap junction protein, beta 5,chr1p35.1  cell communication Calcium_regulation_in_cardiac_cells // GenM -1.19 -1.22 1.03 1.10 1.16 1.29 -1.22 1.13 1.48 1.08 2.11 1.89
GJC1 gap junction protein, gamm chr17q21.31  vasculogenesis --- -1.40 -1.92 -1.31 -1.22 1.52 1.06 -1.65 -1.52 -2.06 -1.83 -2.62 -1.18
GJC1 gap junction protein, gamm chr17q21.31  vasculogenesis --- 1.77 1.53 -1.50 -1.84 1.17 1.18 -1.54 1.01 1.68 1.59 2.80 1.74
GJC1 gap junction protein, gamm chr17q21.31  vasculogenesis --- -1.06 -1.02 1.09 1.01 -1.08 -1.06 -1.12 -1.13 -1.44 -1.26 -1.15 -1.20
GJC2 gap junction protein, gamm chr1q42.13  cell communication --- -1.15 -1.24 1.13 1.61 -1.27 -1.54 1.74 -1.04 1.86 2.02 1.49 1.44
GK glycerol kinase chrXp21.3  carbohydrate metabolic process --- 1.20 1.27 1.06 1.17 -1.09 1.13 -1.01 -1.01 -1.97 -1.46 -1.94 -2.28
GK glycerol kinase chrXp21.3  carbohydrate metabolic process --- 1.38 1.32 1.11 -1.02 -1.02 -1.03 -1.10 -1.03 -1.63 -1.53 -2.09 -2.89
GK3P glycerol kinase 3 pseudogenchr4q32.1  carbohydrate metabolic process --- 1.09 1.17 1.39 1.41 -1.10 -1.19 -1.03 1.43 -1.39 -1.11 -1.41 -1.56
GK-AS1 /// G GK antisense RNA 1 /// NU--- 0 --- 1.19 -1.02 1.08 1.10 -1.20 1.12 -1.17 1.04 -1.77 -1.50 -1.34 -1.26
GLA galactosidase, alpha chrXq22  carbohydrate metabolic process --- -1.14 1.00 -1.08 1.06 -1.04 -1.19 1.05 1.12 1.36 1.17 1.33 1.36
GLB1L galactosidase, beta 1-like chr2q35  carbohydrate metabolic process --- -1.09 -1.36 -1.11 -1.01 1.16 1.10 1.22 1.10 -1.21 -1.10 -1.84 -1.35
GLB1L2 galactosidase, beta 1-like 2 chr11q25  carbohydrate metabolic process --- -1.17 -1.33 2.34 1.27 1.03 -1.56 1.02 1.36 -1.09 -2.06 -1.70 -1.35
GLB1L3 galactosidase, beta 1-like 3 chr11q25  carbohydrate metabolic process --- 3.31 1.08 3.44 3.77 -2.22 -1.23 -2.55 1.71 1.90 -1.02 -3.95 -2.17
GLCCI1 glucocorticoid induced transchr7p21.3 0 --- 1.01 1.35 -1.06 -1.32 1.05 -1.12 -1.07 1.14 -2.28 -1.96 -1.42 -1.98
GLCCI1 glucocorticoid induced transchr7p21.3 0 --- 1.22 1.26 -1.04 -1.17 -1.05 1.06 -1.42 -1.25 -2.43 -2.28 -1.56 -1.87
GLCCI1 glucocorticoid induced transchr7p21.3 0 --- 1.20 -1.10 1.12 -1.16 -1.48 1.03 -1.89 -1.20 -5.09 -3.87 -2.41 -1.67
GLCCI1 glucocorticoid induced transchr7p21.3 0 --- 1.06 1.02 1.09 1.11 1.09 1.24 -1.22 -1.17 -2.44 -2.06 -1.59 -1.57
GLDC glycine dehydrogenase (decchr9p22  cellular amino acid metabolic process --- -2.17 -1.74 1.26 -2.25 1.04 1.49 -2.87 -1.67 2.70 2.65 -1.38 -1.30
GLE1 GLE1 RNA export mediato chr9q34.11  mRNA export from nucleus --- -1.12 -1.20 1.08 1.11 -1.10 -1.06 -1.12 1.07 -1.20 -1.14 1.08 1.37
GLE1 GLE1 RNA export mediato chr9q34.11  mRNA export from nucleus --- -1.18 -1.13 -1.12 -1.07 -1.21 -1.14 1.03 1.04 1.05 -1.05 -1.05 1.12
GLG1 golgi glycoprotein 1 chr16q22.3  negative regulation of protein processing --- 1.02 1.04 1.02 -1.04 1.03 1.01 -1.04 -1.14 -1.25 -1.15 -1.03 -1.05
GLI2 GLI family zinc finger 2 chr2q14  negative regulation of transcription from --- 1.14 -1.22 1.16 1.07 1.35 1.21 -1.00 -1.14 -1.08 -1.47 -1.62 -1.18
GLI2 GLI family zinc finger 2 chr2q14  negative regulation of transcription from --- 1.44 1.30 -1.03 1.04 -1.01 1.05 1.03 1.01 -1.58 -1.44 -1.28 -1.51
GLI3 GLI family zinc finger 3 chr7p13  negative regulation of transcription from --- -1.21 -1.02 1.17 1.08 -1.23 -1.29 1.10 1.05 -1.22 -1.37 -1.40 -1.42
GLIPR1 GLI pathogenesis-related 1 chr12q21.2  cellular lipid metabolic process --- 1.09 1.34 -1.07 -1.31 -1.08 -1.04 -1.02 -1.01 1.40 1.33 1.32 -1.32
GLIPR1 GLI pathogenesis-related 1 chr12q21.2  cellular lipid metabolic process --- -1.16 -1.17 1.03 1.03 1.24 1.13 -1.13 -1.10 1.12 1.04 1.54 1.46
GLIS2 GLIS family zinc finger 2 chr16p13.3  negative regulation of transcription from --- 1.16 1.17 1.08 1.11 1.13 -1.02 1.21 1.21 1.16 1.06 1.12 1.01
GLMN glomulin, FKBP associated chr1p22.1  vasculogenesis --- -1.01 -1.11 1.03 1.03 1.06 1.15 -1.14 -1.12 -1.23 -1.26 -1.44 -1.66
GLOD4 glyoxalase domain containinchr17p13.3 0 --- 1.11 1.12 1.02 -1.12 -1.07 -1.07 -1.01 -1.02 -1.49 -1.39 -1.21 -1.31
GLP1R glucagon-like peptide 1 recechr6p21  energy reserve metabolic process GPCRDB_Class_B_Secretin-like // GenMAP 2.13 4.73 -1.81 -1.23 2.27 6.08 -1.21 -2.21 -2.06 1.59 1.41 -1.96
GLP2R glucagon-like peptide 2 recechr17p13.3  signal transduction GPCRDB_Class_B_Secretin-like // GenMAP -1.06 1.15 1.63 1.68 -1.95 1.02 1.32 -2.30 1.50 1.12 -2.66 -1.17
GLRB glycine receptor, beta chr4q31.3  startle response --- 1.21 1.05 1.02 1.13 1.08 1.14 -1.20 -1.05 -1.59 -1.14 -2.17 -1.81
GLRB glycine receptor, beta chr4q31.3  startle response --- 1.10 -1.07 1.10 -1.00 -1.31 -1.02 -1.45 -1.37 -1.65 -1.43 -2.38 -2.72
GLRB glycine receptor, beta chr4q31.3  startle response --- -1.03 1.05 1.03 -1.40 -1.06 1.03 1.17 1.00 -1.28 -1.09 -1.53 -1.33
GLRX glutaredoxin (thioltransferaschr5q14  nucleobase-containing small molecule int--- -1.02 -1.02 -1.05 1.02 -1.09 -1.05 1.08 -1.06 1.49 1.49 1.09 1.19
GLRX glutaredoxin (thioltransferaschr5q14  nucleobase-containing small molecule int--- -1.15 -1.07 -1.13 -1.05 1.06 -1.08 1.28 1.12 1.79 1.79 1.24 1.43
GLS glutaminase chr2q32-q34  regulation of respiratory gaseous exchang--- 1.51 1.77 -1.04 -1.13 -1.41 -1.39 1.34 1.17 2.55 2.00 1.92 1.45
GLS glutaminase chr2q32-q34  regulation of respiratory gaseous exchang--- -1.01 -1.03 1.09 -1.25 1.34 1.14 -1.31 -1.16 -1.40 -1.28 1.31 1.45
GLS glutaminase chr2q32-q34  regulation of respiratory gaseous exchang--- 1.09 1.15 -1.10 -1.08 1.05 -1.04 1.46 1.32 1.22 1.09 3.13 3.34
GLS glutaminase chr2q32-q34  regulation of respiratory gaseous exchang--- 1.22 1.04 1.01 -1.30 1.38 -1.02 -1.32 -1.31 -1.60 -1.74 1.35 1.41
GLTSCR1L GLTSCR1-like chr6p21.1 0 --- 1.16 1.15 1.06 -1.02 -1.05 -1.14 1.03 1.05 -1.52 -1.37 -1.29 -1.43
GLTSCR1L GLTSCR1-like chr6p21.1 0 --- 1.05 1.05 -1.08 -1.01 -1.27 1.02 -1.19 1.01 -1.76 -1.27 -1.42 -1.31
GLUD1 glutamate dehydrogenase 1 chr10q23.3  cellular amino acid metabolic process --- 1.15 1.17 -1.10 -1.14 1.05 1.08 1.05 1.01 1.23 1.19 1.57 1.50
GLUD1 glutamate dehydrogenase 1 chr10q23.3  cellular amino acid metabolic process --- 1.09 1.16 1.03 -1.00 -1.17 -1.09 1.04 -1.01 1.23 1.15 1.32 1.22
GLUD2 glutamate dehydrogenase 2 chrXq24-q25  cellular amino acid metabolic process --- -1.22 -1.10 1.09 1.13 1.17 1.06 1.16 1.13 1.32 1.27 1.73 1.84
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GLUL glutamate-ammonia ligase chr1q31  neurotransmitter uptake --- -1.08 -1.08 1.04 1.01 1.05 1.28 -1.38 -1.35 -2.43 -3.04 1.18 -1.10
GLUL glutamate-ammonia ligase chr1q31  neurotransmitter uptake --- -1.06 1.01 -1.10 -1.08 -1.04 -1.02 -1.09 -1.07 -1.26 -1.21 -1.22 -1.39
GLUL glutamate-ammonia ligase chr1q31  neurotransmitter uptake --- -1.07 -1.14 1.01 -1.02 -1.00 -1.09 1.01 -1.05 1.03 -1.37 1.07 -1.09
GLUL glutamate-ammonia ligase chr1q31  neurotransmitter uptake --- -1.06 -1.06 1.03 1.02 1.11 1.05 -1.02 -1.07 -1.18 -1.46 1.10 -1.17
GLYAT glycine-N-acyltransferase chr11q12.1  glycine metabolic process --- 2.50 5.19 -3.68 -1.92 -10.64 -1.22 3.34 -1.72 9.26 10.47 -1.95 -1.04
GLYAT glycine-N-acyltransferase chr11q12.1  glycine metabolic process --- 1.05 1.40 1.79 3.21 3.34 1.67 -3.49 -1.59 1.35 1.78 2.58 4.49
GLYATL1 glycine-N-acyltransferase-lichr11q12.1 0 --- -1.25 1.20 1.33 -3.10 -2.46 -1.43 -1.05 -1.27 -1.60 -1.79 1.69 1.22
GLYATL2 glycine-N-acyltransferase-lichr11q12.1 0 --- 3.01 3.23 1.43 -1.22 -2.33 -1.01 1.46 -1.02 2.07 1.84 -1.43 -1.63
GLYR1 glyoxylate reductase 1 hom chr16p13.3  pentose-phosphate shunt --- -1.07 1.22 1.11 -1.37 -1.14 -1.09 -1.82 -1.14 4.31 3.01 -1.16 1.27
GLYR1 /// SEglyoxylate reductase 1 hom chr16p13.3 /// chrXq cytokinesis --- 1.09 1.13 -1.18 -1.13 -1.11 -1.09 1.04 1.10 -1.17 -1.09 -1.25 -1.49
GM2A GM2 ganglioside activator chr5q33.1  lipid metabolic process --- -1.06 -1.04 1.05 1.00 1.01 1.08 1.08 1.04 -1.04 1.06 -1.25 -1.12
GM2A GM2 ganglioside activator chr5q33.1  lipid metabolic process --- -1.04 -1.08 1.05 1.05 1.02 -1.01 1.18 1.05 -1.05 -1.00 -1.11 -1.08
GMCL1 /// GMgerm cell-less, spermatogenchr2p13.3 /// chr5q3 regulation of transcription, DNA-depende--- 1.14 1.10 1.19 1.18 -1.36 -1.05 -1.23 1.05 1.17 1.26 1.71 1.58
GMEB1 glucocorticoid modulatory echr1p35.3  transcription, DNA-dependent --- 1.10 1.13 1.05 1.10 1.18 -1.03 1.18 1.14 1.20 1.16 1.29 1.25
GMEB2 glucocorticoid modulatory echr20q13.33  phosphorelay signal transduction system --- -1.12 -1.09 1.05 -1.01 1.09 -1.01 -1.03 -1.04 1.15 1.27 1.30 1.24
GMEB2 glucocorticoid modulatory echr20q13.33  phosphorelay signal transduction system --- -1.11 -1.07 -1.05 -1.04 1.09 -1.05 1.11 -1.02 1.24 1.15 1.42 1.39
GMFB glia maturation factor, beta chr14q22.2  protein phosphorylation --- 1.00 1.09 -1.06 -1.09 -1.05 -1.04 -1.12 -1.08 -1.34 -1.24 -1.26 -1.31
GMNN geminin, DNA replication inchr6p22.3  mitotic cell cycle DNA_replication_Reactome // GenMAPP 1.05 1.07 -1.00 -1.01 1.01 1.02 -1.10 -1.10 -1.07 -1.14 -1.16 -1.26
GMPPA GDP-mannose pyrophosphochr2q35  dolichol-linked oligosaccharide biosynthe--- -1.08 -1.18 -1.06 1.04 -1.03 -1.05 1.25 1.22 1.46 1.22 1.63 1.73
GMPR guanosine monophosphate rchr6p23  purine nucleobase metabolic process --- 1.59 1.40 -2.38 -1.05 -2.39 -3.03 1.41 2.09 6.06 3.50 1.16 1.12
GMPS guanine monphosphate syntchr3q24  purine nucleobase metabolic process --- 1.09 1.15 1.12 1.05 -1.03 -1.19 -1.10 -1.01 -1.54 -1.78 -1.45 -2.00
GMPS guanine monphosphate syntchr3q24  purine nucleobase metabolic process --- -1.04 1.03 -1.02 1.03 1.04 -1.07 1.12 1.09 1.41 1.18 1.16 1.17
GNA12 guanine nucleotide binding chr7p22.2  in utero embryonic development G_Protein_Signaling // GenMAPP -1.08 -1.13 1.23 1.17 -1.11 1.07 -1.08 1.23 -1.13 -1.38 -1.47 -1.28
GNA15 guanine nucleotide binding chr19p13.3  GTP catabolic process G_Protein_Signaling // GenMAPP -1.34 -1.43 -5.11 -1.54 -2.36 -2.17 2.24 1.46 9.48 5.64 6.01 6.91
GNAI1 guanine nucleotide binding chr7q21  GTP catabolic process --- 1.17 1.07 -1.03 -1.06 -1.14 1.03 -1.11 -1.05 -1.02 1.11 1.33 1.12
GNAI2 guanine nucleotide binding chr3p21.31  activation of MAPKK activity Calcium_regulation_in_cardiac_cells // GenM -1.10 -1.04 -1.14 -1.12 1.02 1.02 -1.16 -1.02 1.18 1.39 -1.04 1.06
GNAI3 guanine nucleotide binding chr1p13  GTP catabolic process Calcium_regulation_in_cardiac_cells // GenM 1.04 1.18 1.00 -1.01 -1.11 1.10 -1.10 1.02 1.11 1.09 1.29 1.29
GNAI3 guanine nucleotide binding chr1p13  GTP catabolic process Calcium_regulation_in_cardiac_cells // GenM 1.25 1.11 -1.04 -1.15 1.08 -1.04 1.23 1.09 2.32 1.98 2.79 2.54
GNAL guanine nucleotide binding chr18p11.22-p11.21 response to amphetamine G_Protein_Signaling // GenMAPP -1.05 -1.12 1.16 1.08 1.03 -1.01 -1.07 -1.07 -1.07 -1.04 -1.61 -1.39
GNAL guanine nucleotide binding chr18p11.22-p11.21 response to amphetamine G_Protein_Signaling // GenMAPP 1.14 1.01 1.06 -1.01 1.08 1.02 -1.08 1.32 -2.06 -1.73 -1.13 -1.29
GNAL guanine nucleotide binding chr18p11.22-p11.21 response to amphetamine G_Protein_Signaling // GenMAPP 1.05 1.04 1.48 1.26 1.06 1.32 -1.23 -1.02 -1.44 -1.25 -1.95 -1.99
GNAQ guanine nucleotide binding chr9q21  skeletal system development Calcium_regulation_in_cardiac_cells // GenM 1.04 -1.12 1.02 1.00 -1.00 1.13 -1.07 1.08 -1.60 -1.25 -1.57 -1.50
GNAQ guanine nucleotide binding chr9q21  skeletal system development Calcium_regulation_in_cardiac_cells // GenM 1.03 -1.01 1.00 1.14 1.03 1.08 -1.21 -1.09 -1.41 -1.09 -1.41 -1.33
GNAQ guanine nucleotide binding chr9q21  skeletal system development Calcium_regulation_in_cardiac_cells // GenM 1.01 -1.02 1.04 1.04 1.05 1.04 -1.22 -1.32 -1.52 -1.23 -1.39 -1.32
GNAS GNAS complex locus chr20q13.3  skeletal system development --- -1.17 -1.12 -1.09 1.27 -1.11 -1.02 1.14 1.21 -1.24 -1.05 -1.15 -1.08
GNAS GNAS complex locus chr20q13.3  skeletal system development --- 1.22 1.16 1.23 1.14 -1.01 1.18 -1.12 1.03 -2.00 -1.80 -1.30 -1.57
GNAZ guanine nucleotide binding chr22q11.22  GTP catabolic process Calcium_regulation_in_cardiac_cells // GenM 1.04 -1.08 -1.04 -1.03 1.12 -1.02 1.18 1.09 -1.23 -1.20 -1.37 -1.24
GNB1 guanine nucleotide binding chr1p36.33  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 1.06 1.02 1.08 1.11 1.02 1.07 1.30 1.10 2.15 1.55 1.96 1.84
GNB1L guanine nucleotide binding chr22q11.2  apoptotic process --- -1.19 -1.08 -1.16 -1.15 1.03 -1.05 -1.11 1.06 1.29 -1.02 -1.01 1.28
GNB1L guanine nucleotide binding chr22q11.2  apoptotic process --- -1.00 -1.40 -1.02 1.27 1.28 1.52 1.12 1.18 1.21 1.21 1.07 1.19
GNB2 guanine nucleotide binding chr7q22  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 1.18 1.16 1.06 -1.06 -1.07 1.03 -1.06 -1.11 1.36 1.31 1.20 1.14
GNB2L1 /// SNguanine nucleotide binding chr5q35.3  positive regulation of protein phosphoryl GPCRDB_Class_A_Rhodopsin-like // GenM -1.05 1.00 -1.01 1.03 1.01 -1.07 1.16 1.04 1.41 1.07 1.08 1.09
GNB4 guanine nucleotide binding chr3q26.33  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 1.08 1.07 -1.00 1.02 -1.09 1.11 -1.28 -1.15 -1.22 1.01 -1.32 -1.32
GNB5 guanine nucleotide binding chr15q21.2  GTP catabolic process Calcium_regulation_in_cardiac_cells // GenM -1.13 -1.26 1.47 1.90 1.09 -1.10 1.36 1.17 3.84 3.53 2.59 2.28
GNB5 guanine nucleotide binding chr15q21.2  GTP catabolic process Calcium_regulation_in_cardiac_cells // GenM 1.06 1.08 -1.03 -1.00 1.03 1.01 1.14 1.09 1.16 1.12 -1.17 -1.16
GNE glucosamine (UDP-N-acety chr9p13.3  carbohydrate metabolic process --- 1.07 1.14 1.19 1.07 -1.03 -1.04 1.16 1.03 1.09 1.10 1.91 1.64
GNG10 guanine nucleotide binding chr9q31.3  energy reserve metabolic process G_Protein_Signaling // GenMAPP -1.07 -1.06 -1.10 -1.16 1.00 -1.05 1.06 -1.13 -1.20 -1.00 -1.42 -1.81
GNG11 guanine nucleotide binding chr7q21  energy reserve metabolic process --- -1.11 -1.06 -1.07 -1.08 -1.07 -1.05 -1.05 -1.01 -1.32 -1.36 -2.13 -2.03
GNG12 guanine nucleotide binding chr1p31.3  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM -1.21 -1.48 1.03 1.15 1.06 -1.02 1.01 1.17 1.14 1.16 2.26 1.59
GNG12 guanine nucleotide binding chr1p31.3  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 1.10 1.22 -1.01 -1.06 1.08 -1.04 1.09 -1.08 -1.22 -1.33 -1.10 -1.41
GNG2 guanine nucleotide binding chr14q21  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 1.49 1.35 -1.12 -1.82 1.39 1.57 2.04 1.49 1.10 1.36 1.89 1.35
GNG4 guanine nucleotide binding chr1q42.3  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM 2.86 2.84 -1.04 1.69 -13.59 -1.50 -3.26 -1.19 1.73 1.64 -5.48 -1.06
GNG5 guanine nucleotide binding chr1p22  energy reserve metabolic process Calcium_regulation_in_cardiac_cells // GenM -1.18 -1.10 -1.08 -1.13 -1.01 -1.02 -1.23 -1.01 1.15 1.28 1.16 1.20
GNG7 guanine nucleotide binding chr19p13.3  behavioral fear response Calcium_regulation_in_cardiac_cells // GenM -1.39 -2.50 -1.05 -1.23 1.94 -1.69 -1.17 2.77 -1.83 -1.10 -1.09 1.98
GNGT1 guanine nucleotide binding chr7q21.3  GTP catabolic process Calcium_regulation_in_cardiac_cells // GenM -1.02 -1.25 -1.11 1.20 -1.00 -1.23 1.48 1.48 2.65 2.34 1.82 1.42
GNL1 guanine nucleotide binding chr6p21.3  T cell mediated immunity --- 1.12 -1.07 1.13 -1.05 -1.17 -1.17 -1.04 1.01 1.06 1.02 -1.73 -1.45
GNL1 guanine nucleotide binding chr6p21.3  T cell mediated immunity --- -1.28 -1.06 -1.13 1.09 1.02 1.10 1.10 1.01 1.44 1.44 1.09 1.09
GNL2 guanine nucleotide binding chr1p34.3  GTP catabolic process --- -1.04 -1.01 -1.03 1.06 1.05 -1.08 1.09 1.15 1.94 1.31 1.31 1.35
GNL3 /// SNOguanine nucleotide binding chr3p21.1  GTP catabolic process --- -1.08 -1.06 -1.05 -1.02 1.02 1.07 1.06 1.01 1.29 1.22 1.37 1.34
GNL3L guanine nucleotide binding chrXp11.22  GTP catabolic process --- -1.56 -1.17 -1.18 -1.28 1.09 1.12 1.02 1.01 1.27 1.27 1.14 1.25
GNL3L guanine nucleotide binding chrXp11.22  GTP catabolic process --- 1.03 -1.03 1.28 -1.01 1.19 1.44 1.01 -1.43 -1.32 -1.44 -1.76 -2.05
GNLY granulysin chr2p11.2  cellular defense response --- -1.00 -1.04 1.07 1.88 -1.07 1.16 -2.36 -3.89 -1.56 1.01 1.52 -1.15
GNLY granulysin chr2p11.2  cellular defense response --- 2.24 1.02 -1.01 -1.36 2.94 1.95 1.37 -2.57 1.62 1.71 2.61 2.26
GNPAT glyceronephosphate O-acyltchr1q42  phospholipid metabolic process --- -1.08 -1.03 1.04 1.07 1.12 -1.01 1.02 1.02 -1.13 -1.13 -1.44 -1.20
GNPTAB N-acetylglucosamine-1-phochr12q23.2  protein secretion --- 1.01 1.11 1.01 -1.09 1.10 1.02 -1.09 1.03 1.19 1.17 1.32 1.06
GNPTAB N-acetylglucosamine-1-phochr12q23.2  protein secretion --- -1.13 -1.13 -1.28 -1.29 -1.07 1.17 1.04 1.01 1.15 1.23 1.63 1.28
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GNRH1 gonadotropin-releasing hormchr8p21-p11.2  signal transduction --- 1.70 -1.94 1.29 1.21 -1.01 -1.27 1.62 1.50 -1.02 2.14 1.58 1.48
GNRHR gonadotropin-releasing hormchr4q21.2  signal transduction GPCRDB_Other // GenMAPP /// Peptide_GP -1.75 1.04 1.69 1.92 -1.18 1.64 -1.31 1.02 -1.10 -1.93 -2.59 -2.15
GNRHR2 gonadotropin-releasing hormchr1q12  signal transduction --- -1.09 -1.09 -1.17 -1.22 1.04 1.09 -1.21 -1.20 -1.66 -1.19 -1.23 1.01
GNS glucosamine (N-acetyl)-6-suchr12q14  carbohydrate metabolic process --- -1.17 -1.01 1.39 1.46 1.23 -1.05 1.68 2.07 1.53 1.13 1.10 -1.05
GOLGA1 golgin A1 chr9q33.3  protein targeting to Golgi --- 1.00 -1.05 1.01 -1.01 1.19 1.06 -1.01 -1.11 -2.09 -2.00 -1.78 -1.33
GOLGA1 golgin A1 chr9q33.3  protein targeting to Golgi --- -1.03 -1.20 1.02 -1.06 1.03 -1.03 -1.22 -1.17 -2.15 -1.87 -1.36 -1.31
GOLGA2 golgin A2 chr9q34.11  mitotic cell cycle --- 1.09 -1.05 1.12 1.03 -1.12 1.09 1.04 1.11 1.52 1.75 1.64 2.15
GOLGA2 golgin A2 chr9q34.11  mitotic cell cycle --- 1.66 1.55 1.45 1.16 1.11 -1.21 -1.10 -1.66 1.70 2.17 1.56 1.58
GOLGA2 golgin A2 chr9q34.11  mitotic cell cycle --- 1.30 1.12 1.42 1.02 1.01 -1.14 1.51 1.16 1.64 1.36 2.96 3.33
GOLGA2 golgin A2 chr9q34.11  mitotic cell cycle --- -1.00 1.03 1.03 -1.18 -1.09 1.01 -1.22 1.07 1.28 1.50 1.80 1.63
GOLGA2P5 golgin A2 pseudogene 5 chr12q23.1 0 --- 1.26 1.13 1.18 1.21 1.27 -1.05 -1.10 1.08 -2.18 -1.73 -2.08 -1.76
GOLGA2P5 golgin A2 pseudogene 5 chr12q23.1 0 --- -1.85 -1.86 -1.13 -1.03 1.34 1.19 -1.13 -1.39 -1.35 -1.46 -1.60 -2.06
GOLGA3 golgin A3 chr12q24.33  intra-Golgi vesicle-mediated transport --- 1.17 1.10 1.02 -1.02 1.09 1.07 -1.17 -1.13 -1.18 -1.11 1.42 1.49
GOLGA3 golgin A3 chr12q24.33  intra-Golgi vesicle-mediated transport --- 1.26 1.20 -1.03 -1.13 -1.21 1.06 -1.10 -1.05 -1.41 -1.01 1.22 1.65
GOLGA4 golgin A4 chr3p22-p21.3  protein targeting to Golgi --- 1.24 -1.02 -1.31 -1.10 1.14 -1.01 -1.14 -1.26 1.33 1.28 1.49 1.17
GOLGA5 golgin A5 chr14q32.12  retrograde transport, vesicle recycling wi --- 1.15 -1.03 1.08 1.09 -1.08 -1.07 1.07 -1.03 1.24 1.29 1.66 1.70
GOLGA6L10 golgin A6 family-like 10 /// chr15q25.2 /// chr150 --- 1.23 -1.00 1.04 1.50 1.21 1.31 -1.19 -1.14 -1.64 -1.43 -1.52 -1.37
GOLGA7 golgin A7 chr8p11.21 0 --- 1.12 1.01 1.22 1.10 1.10 1.10 1.21 -1.15 1.03 -1.09 1.45 1.23
GOLGA7 golgin A7 chr8p11.21 0 --- -1.12 -1.01 1.01 -1.06 -1.06 -1.01 -1.44 -1.22 -1.26 -1.20 -1.09 1.05
GOLGA8A golgin A8 family, member Achr15q11.2 0 --- 1.36 1.21 1.11 1.38 1.27 1.10 1.22 1.00 -1.51 -1.52 -1.60 -1.26
GOLGA8A ///golgin A8 family, member Achr15q11.2 /// chr150 --- 1.15 1.26 1.09 1.44 1.95 1.54 1.44 1.16 -1.59 -2.13 -2.01 -1.63
GOLGA8A ///golgin A8 family, member Achr15q11.2 /// chr150 --- 1.41 1.30 1.06 1.27 1.19 1.25 -1.05 -1.19 -1.66 -1.37 -1.57 -1.37
GOLGA8I /// golgin A8 family, member Ichr15q11.2 /// chr150 --- 1.67 1.38 1.29 1.32 1.10 1.27 -1.32 -1.21 1.17 1.09 -1.02 -1.02
GOLGB1 golgin B1 chr3q13  regulation of transcription, DNA-depende--- 1.01 -1.06 1.03 1.02 1.03 1.06 -1.01 -1.01 -1.62 -1.51 -1.33 -1.23
GOLIM4 golgi integral membrane prochr3q26.2  transport --- -1.11 -1.31 -1.02 1.08 1.14 -1.03 1.04 1.63 -1.63 -1.25 -1.44 -1.12
GOLIM4 golgi integral membrane prochr3q26.2  transport --- 1.03 1.04 -1.00 1.02 -1.06 -1.00 -1.24 -1.08 -1.46 -1.20 -1.41 -1.45
GOLM1 golgi membrane protein 1 chr9q21.33  nucleus organization --- -1.10 -1.02 -1.09 -1.07 1.05 -1.02 1.07 1.02 1.10 1.07 -1.08 -1.05
GOLPH3L golgi phosphoprotein 3-like chr1q21.3 0 --- 1.02 1.05 -1.01 -1.02 -1.03 1.02 -1.11 -1.08 -1.09 1.02 -1.18 -1.16
GOLT1A golgi transport 1A chr1q32.1  transport --- 1.37 -1.99 1.10 -1.12 -1.00 -1.31 1.89 1.25 1.85 1.48 3.13 2.99
GOLT1B golgi transport 1B chr12p12.1  transport --- 1.09 1.07 -1.12 -1.11 -1.04 -1.04 1.14 1.07 2.11 2.08 2.99 2.66
GOLT1B golgi transport 1B chr12p12.1  transport --- 1.21 1.14 1.10 -1.01 -1.08 1.10 -1.30 -1.02 1.25 1.63 1.45 1.39
GON4L gon-4-like (C. elegans) chr1q22  regulation of transcription, DNA-depende--- 1.00 -1.20 1.11 1.13 1.02 1.03 1.52 1.01 1.25 1.13 -1.09 -1.35
GOPC golgi-associated PDZ and c chr6q21  transport --- 1.37 1.36 -1.04 1.01 -1.03 1.11 1.04 1.05 -1.41 -1.39 1.68 -1.10
GOPC golgi-associated PDZ and c chr6q21  transport --- -1.07 -1.05 -1.03 -1.29 -1.09 -1.10 1.01 1.03 1.01 -1.35 1.03 1.12
GOPC golgi-associated PDZ and c chr6q21  transport --- 1.33 1.18 1.12 1.06 1.05 1.06 -1.05 -1.11 -1.29 -1.22 1.14 1.04
GOPC golgi-associated PDZ and c chr6q21  transport --- -1.32 -1.40 1.18 1.31 -1.01 -1.04 1.78 1.20 1.80 1.70 2.29 2.20
GORASP2 golgi reassembly stacking p chr2q31.1  mitotic cell cycle --- -1.06 -1.06 -1.02 -1.02 -1.00 1.04 -1.03 -1.04 1.35 1.33 1.27 1.38
GORASP2 golgi reassembly stacking p chr2q31.1  mitotic cell cycle --- 1.01 1.02 -1.09 -1.03 -1.15 1.07 -1.09 1.02 1.01 1.15 1.07 1.19
GORASP2 golgi reassembly stacking p chr2q31.1  mitotic cell cycle --- -1.09 -1.08 1.05 1.09 1.09 1.01 1.02 -1.04 1.39 1.31 1.44 1.54
GOSR1 golgi SNAP receptor compl chr17q11  transport --- 1.03 1.08 1.14 -1.02 1.11 -1.01 -1.13 -1.35 -1.45 -1.40 1.18 1.08
GOSR1 golgi SNAP receptor compl chr17q11  transport --- -1.21 -1.19 1.10 1.03 1.11 1.06 1.10 1.09 -1.02 1.01 1.40 1.58
GOSR2 golgi SNAP receptor compl chr17q21  transport --- -1.58 -1.79 1.21 1.29 1.19 1.07 -1.46 -1.13 -1.26 1.13 -1.17 1.06
GOSR2 golgi SNAP receptor compl chr17q21  transport --- -1.18 -1.26 1.01 1.06 -1.06 1.09 -1.06 1.02 -1.09 -1.11 1.12 1.39
GOSR2 golgi SNAP receptor compl chr17q21  transport --- -1.02 -1.02 1.09 1.07 1.12 -1.01 -1.04 -1.09 1.24 1.21 2.10 2.36
GOSR2 golgi SNAP receptor compl chr17q21  transport --- 1.15 1.21 1.04 -1.05 1.24 1.03 1.73 1.18 4.20 2.92 4.25 4.03
GOSR2 golgi SNAP receptor compl chr17q21  transport --- 1.31 1.29 1.03 1.02 1.19 1.15 1.42 1.42 1.42 1.42 2.20 1.92
GOSR2 golgi SNAP receptor compl chr17q21  transport --- 1.43 -1.35 1.07 1.19 1.23 1.02 1.00 1.24 6.39 4.29 4.97 5.12
GOT1 glutamic-oxaloacetic transamchr10q24.1-q25.1  sulfur amino acid metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.03 -1.05 -1.01 1.05 1.08 -1.05 1.02 1.01 1.25 1.19 1.46 1.46
GP1BB /// SE glycoprotein Ib (platelet), bechr22q /// chr22q11. cytokinesis --- -1.06 1.12 1.17 -1.08 -1.13 1.10 1.05 1.20 1.07 1.00 -2.11 -1.40
GPAM glycerol-3-phosphate acyltr chr10q25.2  lipid metabolic process --- 1.06 1.06 -1.00 1.09 1.14 1.18 -1.60 -1.40 -1.48 -1.26 -1.20 -1.16
GPATCH2 G patch domain containing chr1q41  negative regulation of phosphatase activit--- -1.07 1.03 -1.03 -1.17 -1.14 -1.16 -1.61 1.07 -2.52 -2.15 -1.46 -2.46
GPATCH2 G patch domain containing chr1q41  negative regulation of phosphatase activit--- 1.15 1.26 1.00 -1.05 -1.07 1.06 -1.10 -1.04 -1.82 -1.67 -1.01 -1.78
GPATCH2 G patch domain containing chr1q41  negative regulation of phosphatase activit--- -1.27 -1.07 -1.28 -1.33 -1.36 -1.10 -1.35 1.24 -2.26 -2.10 -1.50 -2.20
GPATCH2L G patch domain containing chr14q24.3 0 --- 1.14 -1.12 1.03 -1.02 -1.10 -1.03 -1.34 -1.31 -1.25 -1.13 1.27 1.46
GPATCH2L G patch domain containing chr14q24.3 0 --- -1.12 -1.11 1.23 1.46 1.11 1.04 -1.05 1.17 1.12 1.36 1.32 1.59
GPATCH2L G patch domain containing chr14q24.3 0 --- -1.01 1.27 1.33 1.15 -1.33 -1.04 -1.11 1.14 2.25 2.00 3.34 3.67
GPATCH2L G patch domain containing chr14q24.3 0 --- -1.06 -1.32 1.44 1.51 1.14 -1.43 1.10 1.19 1.17 1.03 1.91 1.60
GPATCH2L G patch domain containing chr14q24.3 0 --- 1.44 1.30 1.30 1.24 1.22 1.23 1.52 1.67 1.36 1.30 1.06 1.06
GPATCH8 G patch domain containing chr17q21.31 0 --- -1.09 -1.08 -1.00 -1.04 -1.04 -1.07 1.04 -1.01 1.14 1.30 1.42 1.13
GPATCH8 G patch domain containing chr17q21.31 0 --- -1.10 -1.14 -1.01 -1.00 1.15 1.06 1.01 -1.00 1.55 1.39 1.48 1.66
GPBP1 GC-rich promoter binding pchr5q11.2  transcription, DNA-dependent --- 1.05 1.09 -1.05 -1.03 -1.03 -1.04 1.06 1.01 -1.07 1.03 1.14 1.14
GPBP1 GC-rich promoter binding pchr5q11.2  transcription, DNA-dependent --- 1.07 1.00 1.01 1.15 -1.05 1.05 -1.26 -1.16 -1.46 -1.35 -1.30 -1.28
GPBP1L1 GC-rich promoter binding pchr1p34.1  transcription, DNA-dependent --- 1.13 1.04 -1.01 1.18 -1.18 -1.19 -1.06 -1.07 1.04 -1.07 1.44 1.49
GPC1 glypican 1 chr2q35-q37  retinoid metabolic process --- 1.14 1.04 1.04 1.14 -1.13 -1.26 1.43 1.38 1.71 1.61 1.67 2.27
GPC1 glypican 1 chr2q35-q37  retinoid metabolic process --- 1.09 -1.03 1.02 1.27 -1.01 -1.15 1.27 1.29 1.99 1.46 1.66 1.86
GPC2 glypican 2 chr7q22.1  retinoid metabolic process --- -1.06 -1.10 1.02 1.32 -1.12 -1.24 -1.28 1.15 1.53 2.06 1.87 2.08
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GPC4 glypican 4 chrXq26.1  retinoid metabolic process --- -1.77 1.58 3.43 2.88 -2.19 1.32 1.40 -1.04 -1.38 -1.77 -1.90 -2.68
GPC5 glypican 5 chr13q32  retinoid metabolic process --- -1.21 1.00 -1.01 1.10 1.08 -1.02 1.30 1.33 1.26 1.13 -1.20 1.09
GPCPD1 glycerophosphocholine pho chr20p12.3  glycerol metabolic process --- 1.14 1.03 1.15 1.39 -1.03 1.02 1.17 -1.19 1.31 1.63 1.98 1.42
GPD1L glycerol-3-phosphate dehydchr3p22.3  regulation of heart rate --- 1.02 1.11 1.08 -1.16 1.07 1.03 -1.06 1.00 -1.13 -1.08 -1.13 -1.22
GPD2 glycerol-3-phosphate dehydchr2q24.1  glycerol-3-phosphate metabolic process Fatty_Acid_Degradation // GenMAPP -1.03 -1.08 -1.01 1.05 1.07 1.05 -1.00 -1.04 1.10 1.23 -1.13 -1.08
GPER G protein-coupled estrogen chr7p22.3  positive regulation of protein phosphoryl GPCRDB_Class_A_Rhodopsin-like // GenM -1.31 -1.56 -1.22 -1.12 -1.02 1.10 1.13 1.22 -5.19 -1.66 1.17 -2.65
GPER G protein-coupled estrogen chr7p22.3  positive regulation of protein phosphoryl GPCRDB_Class_A_Rhodopsin-like // GenM -1.06 -1.15 1.08 1.08 -1.06 -1.34 -1.38 -1.16 -1.65 -2.43 -2.19 -2.54
GPHN gephyrin chr14q23.3  vitamin metabolic process --- -1.06 -1.05 1.01 1.04 -1.01 -1.09 -1.03 -1.07 -1.55 -1.28 -1.66 -1.63
GPHN gephyrin chr14q23.3  vitamin metabolic process --- 1.04 1.05 1.03 -1.02 1.15 1.08 1.00 -1.22 -1.21 -1.14 -1.32 -1.55
GPI glucose-6-phosphate isomerchr19q13.1  angiogenesis Glycolysis_and_Gluconeogenesis // GenMA -1.06 -1.01 -1.01 -1.01 -1.03 -1.01 1.16 1.03 1.47 1.29 1.44 1.69
GPKOW G patch domain and KOW mchrXp11.23 0 --- -1.08 -1.18 -1.11 -1.02 -1.04 -1.09 1.06 1.15 1.33 1.38 1.25 1.39
GPLD1 glycosylphosphatidylinositochr6p22.1  ossification --- 1.09 1.02 1.04 1.18 -1.17 -1.11 -1.16 -1.15 -1.63 -2.15 -2.83 -3.68
GPM6B glycoprotein M6B chrXp22.2  ossification --- 1.01 1.08 1.14 1.16 -1.22 -1.05 -1.23 1.00 -1.04 1.10 -1.61 -1.95
GPM6B glycoprotein M6B chrXp22.2  ossification --- 1.07 -1.03 -1.46 -1.35 1.53 1.60 1.07 1.67 -1.63 -1.11 -1.61 -1.48
GPM6B glycoprotein M6B chrXp22.2  ossification --- -1.05 1.19 -1.02 -1.14 -1.11 -1.05 -1.40 -1.34 -1.57 -1.28 -1.78 -1.94
GPN1 GPN-loop GTPase 1 chr2p23.3 0 --- -1.02 -1.08 -1.02 1.06 1.00 -1.03 1.06 -1.02 1.19 1.15 1.10 1.26
GPNMB glycoprotein (transmembranchr7p15  osteoblast differentiation --- -1.03 1.02 1.06 1.03 1.03 1.02 -1.23 -1.33 -1.68 -1.27 -1.26 1.02
GPR107 G protein-coupled receptor chr9q34.11 0 --- -1.02 -1.01 -1.01 1.15 -1.02 1.08 1.10 1.16 1.44 1.58 -1.10 -1.21
GPR107 G protein-coupled receptor chr9q34.11  G-protein coupled receptor signaling path--- -1.19 -1.17 1.17 1.19 1.15 -1.02 1.04 1.07 1.12 1.06 1.13 1.26
GPR107 G protein-coupled receptor chr9q34.11  G-protein coupled receptor signaling path--- -1.00 1.04 1.12 1.06 1.23 1.01 1.25 1.12 1.49 1.30 1.88 1.89
GPR107 G protein-coupled receptor chr9q34.11 0 --- 1.10 1.04 1.10 1.23 1.07 1.15 -1.03 -1.04 1.31 1.46 -1.35 -1.20
GPR124 G protein-coupled receptor chr8p11.23  angiogenesis --- 1.03 1.09 -1.06 1.09 1.01 -1.00 1.00 1.21 -1.08 -1.03 1.05 1.32
GPR125 G protein-coupled receptor chr4p15.2  regulation of cell growth --- 1.14 1.12 1.06 -1.11 -1.16 -1.04 -1.35 -1.16 -2.07 -1.97 -1.54 -2.01
GPR126 G protein-coupled receptor chr6q24.1  signal transduction --- 1.09 -1.00 1.01 -1.06 1.08 1.12 1.42 1.20 1.47 1.27 1.11 -1.24
GPR135 G protein-coupled receptor chr14q23.1  signal transduction GPCRDB_Other // GenMAPP 1.04 -1.41 2.01 2.33 1.32 -1.38 -1.20 1.12 -2.10 -1.34 1.31 1.97
GPR137B G protein-coupled receptor chr1q42-q43 0 --- -1.03 -1.29 -1.05 -1.03 -1.11 -1.03 -1.15 -1.02 -1.45 -1.17 -1.03 -1.06
GPR143 G protein-coupled receptor chrXp22.3  eye pigment biosynthetic process GPCRDB_Other // GenMAPP 1.74 1.10 -1.74 -1.46 1.36 1.12 -2.02 1.02 -16.29 -2.01 -5.07 -3.45
GPR146 G protein-coupled receptor chr7p22.3  signal transduction --- -1.08 -1.14 1.01 1.28 1.03 -1.13 1.92 1.33 -1.06 1.66 3.50 4.35
GPR153 G protein-coupled receptor chr1p36.31  signal transduction --- 2.21 2.29 1.55 1.28 1.68 2.03 1.12 1.17 -1.24 2.03 -1.27 1.36
GPR155 G protein-coupled receptor chr2q31.1  intracellular signal transduction --- -1.41 -1.28 1.12 1.01 1.43 1.28 1.28 -1.08 1.10 1.35 1.16 1.36
GPR155 G protein-coupled receptor chr2q31.1  intracellular signal transduction --- -1.06 -1.59 -1.42 -1.52 -1.00 1.29 -1.14 -1.08 1.19 1.54 -1.17 -1.00
GPR157 G protein-coupled receptor chr1p36.23  signal transduction --- 1.08 1.12 1.16 -1.03 1.22 1.03 1.13 -1.15 1.49 1.37 1.81 1.74
GPR160 G protein-coupled receptor chr3q26.2-q27  signal transduction --- 1.05 -1.06 1.18 1.10 1.16 1.19 -1.02 -1.04 1.37 1.82 1.19 1.18
GPR161 G protein-coupled receptor chr1q24.2  signal transduction GPCRDB_Class_A_Rhodopsin-like2 // GenM -1.16 -1.08 1.43 1.20 1.03 1.17 1.19 1.09 -1.71 -1.43 -1.48 -2.33
GPR161 G protein-coupled receptor chr1q24.2  signal transduction GPCRDB_Class_A_Rhodopsin-like2 // GenM -1.33 -1.31 -1.04 -1.20 1.04 1.01 -1.07 1.21 -2.39 -1.85 -1.83 -2.22
GPR161 G protein-coupled receptor chr1q24.2  signal transduction GPCRDB_Class_A_Rhodopsin-like2 // GenM 1.33 1.16 1.16 -1.03 -1.14 -1.33 1.30 1.39 -1.60 -1.88 -1.43 -1.48
GPR173 G protein-coupled receptor chrXp11  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM 1.90 1.62 -1.44 -1.49 -1.96 -1.04 1.33 -1.17 -1.69 -1.00 -1.92 -1.31
GPR173 G protein-coupled receptor chrXp11  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM -1.10 -1.14 1.09 1.08 -1.10 1.04 -1.18 1.10 -1.72 -1.34 -1.61 -1.32
GPR173 G protein-coupled receptor chrXp11  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM 1.21 -1.55 -1.00 1.21 1.56 -1.12 -1.28 -1.06 -3.06 -2.69 -1.41 -1.33
GPR173 G protein-coupled receptor chrXp11  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM -1.98 1.30 1.29 2.54 2.00 2.02 1.39 1.71 -1.66 -1.15 -1.60 -1.12
GPR176 G protein-coupled receptor chr15q14-q15.1  signal transduction GPCRDB_Other // GenMAPP 1.14 1.04 1.00 -1.05 1.02 1.14 1.04 1.02 -1.10 -1.07 1.13 -1.04
GPR180 G protein-coupled receptor chr13q32.1  G-protein coupled receptor signaling path--- -1.10 1.27 1.56 1.18 -1.30 -1.59 -2.24 -1.02 1.34 1.79 1.30 1.65
GPR180 G protein-coupled receptor chr13q32.1  G-protein coupled receptor signaling path--- 1.42 1.45 -1.09 -1.17 -1.63 -1.07 -2.14 -1.57 -1.32 -1.28 -1.85 -2.16
GPR180 G protein-coupled receptor chr13q32.1  G-protein coupled receptor signaling path--- 1.53 1.53 1.13 -1.20 -1.39 -1.09 -2.46 -1.28 -1.49 -1.33 -2.04 -2.57
GPR180 G protein-coupled receptor chr13q32.1  G-protein coupled receptor signaling path--- 1.12 1.12 -1.63 -2.34 7.46 6.17 -1.04 1.40 5.54 2.46 3.97 2.98
GPR183 G protein-coupled receptor chr13q32.3  mature B cell differentiation involved in GPCRDB_Other // GenMAPP -1.08 1.04 -1.01 1.05 -1.01 -1.06 1.18 1.11 -1.11 -1.40 -1.50 -1.97
GPR22 G protein-coupled receptor chr7q22-q31.1  G-protein coupled receptor signaling path--- 1.48 1.93 -1.71 1.39 2.44 -1.02 16.14 5.08 1.29 1.12 -1.20 -1.51
GPR27 G protein-coupled receptor chr3p21-p14  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM -1.08 1.22 1.25 1.22 -1.92 -1.08 -1.49 -1.76 1.43 1.31 1.06 1.09
GPR3 G protein-coupled receptor chr1p36.1-p35  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM -2.32 -3.67 1.14 1.23 -1.11 1.45 -1.00 -2.33 2.09 1.61 3.11 3.19
GPR37 /// SELG protein-coupled receptor chr20p12.1 /// chr7q signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM 1.11 1.18 1.08 -1.04 1.12 1.07 -1.30 -1.14 -1.31 -1.13 -1.24 -1.44
GPR39 G protein-coupled receptor chr2q21-q22  signal transduction GPCRDB_Class_A_Rhodopsin-like2 // GenM -1.29 -1.27 1.11 1.03 1.10 -1.02 1.29 1.04 1.26 1.16 1.72 1.83
GPR39 G protein-coupled receptor chr2q21-q22  signal transduction GPCRDB_Class_A_Rhodopsin-like2 // GenM -1.08 -1.17 1.07 1.16 1.22 1.09 -1.07 -1.05 1.02 -1.07 1.62 1.36
GPR56 G protein-coupled receptor chr16q13  angiogenesis GPCRDB_Other // GenMAPP -1.05 -1.05 1.02 1.05 1.01 -1.03 -1.01 -1.06 -1.15 -1.04 -1.64 -1.45
GPR64 G protein-coupled receptor chrXp22.13  signal transduction GPCRDB_Class_B_Secretin-like // GenMAP 1.14 1.16 -1.02 -1.07 -1.10 -1.03 -1.04 -1.04 -1.79 -1.49 -2.04 -2.33
GPR82 G protein-coupled receptor chrXp11.4  signal transduction --- 1.15 -1.23 -3.04 -1.83 -1.62 -2.93 -4.21 1.01 1.28 -1.10 -1.57 2.04
GPR85 G protein-coupled receptor chr7q31  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM 1.83 1.59 -1.04 -1.49 -1.05 -2.20 -1.80 -2.07 8.90 12.58 6.81 15.54
GPR87 G protein-coupled receptor chr3q24  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM -1.06 -1.03 1.06 1.00 -1.03 -1.06 -1.23 -1.14 -1.90 -1.52 -2.53 -2.01
GPR88 G protein-coupled receptor chr1p21.3  signal transduction GPCRDB_Other // GenMAPP 3.97 2.76 1.41 -1.07 1.42 1.02 1.91 4.38 3.44 2.05 -1.25 -1.11
GPR89A /// GG protein-coupled receptor chr1q21.1  transport --- -1.16 -1.15 1.04 -1.02 1.19 1.06 1.23 1.14 1.15 -1.02 1.21 1.24
GPR97 G protein-coupled receptor chr16q21  signal transduction --- 2.36 2.99 -1.02 1.36 -2.29 -1.78 1.11 1.73 16.44 6.48 8.73 3.21
GPR97 G protein-coupled receptor chr16q21  signal transduction --- -1.78 1.41 -1.89 1.41 2.29 -1.33 1.34 1.45 1.04 1.42 3.92 3.64
GPR98 G protein-coupled receptor chr5q13  cell communication GPCRDB_Other // GenMAPP 1.02 -1.98 1.70 -1.03 -1.44 1.24 2.54 4.00 4.08 6.22 -10.12 -1.35
GPR98 G protein-coupled receptor chr5q13  cell communication GPCRDB_Other // GenMAPP 6.44 11.86 -7.76 -2.73 -6.13 -1.32 2.05 4.67 3.05 -1.26 -1.24 1.91
GPRC5A G protein-coupled receptor, chr12p13-p12.3  signal transduction GPCRDB_Class_C_Metabotropic_glutamate -1.08 -1.07 -1.09 -1.01 1.07 -1.00 1.43 1.19 1.66 1.51 1.25 1.31
GPRC5A G protein-coupled receptor, chr12p13-p12.3  signal transduction GPCRDB_Class_C_Metabotropic_glutamate -1.09 -1.07 1.01 1.05 1.09 -1.01 1.50 1.22 2.10 1.78 1.70 1.77
GPRC5B G protein-coupled receptor, chr16p12  signal transduction GPCRDB_Class_C_Metabotropic_glutamate -1.16 1.00 -1.18 -1.19 1.07 -1.00 -1.15 -1.02 1.52 1.16 1.68 1.49
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GPRC5C G protein-coupled receptor, chr17q25  signal transduction GPCRDB_Class_C_Metabotropic_glutamate -1.09 -1.05 1.08 1.04 1.46 1.27 -1.29 -1.13 2.54 2.28 2.37 2.62
GPRIN2 G protein regulated inducer chr10q11.22 0 --- -1.13 1.05 1.03 -1.11 -1.44 -1.03 1.34 1.20 -2.35 -1.24 -1.86 -1.48
GPS2 G protein pathway suppress chr17p13  negative regulation of transcription from --- -1.17 -1.12 1.03 1.14 1.05 -1.13 1.11 1.04 -1.53 -1.65 -1.53 -1.59
GPSM1 G-protein signaling modula chr9q34.3  signal transduction --- 1.34 1.37 -1.07 1.21 1.02 -1.00 1.05 -1.02 1.23 1.14 1.30 1.45
GPSM2 G-protein signaling modula chr1p13.3  establishment of mitotic spindle orientati --- -1.00 -1.22 -1.17 -1.06 1.14 1.21 -1.34 -1.10 -1.22 1.13 1.17 1.41
GPSM2 G-protein signaling modula chr1p13.3  establishment of mitotic spindle orientati --- -1.06 1.02 1.01 -1.10 1.07 -1.05 -1.13 -1.06 1.43 1.38 1.70 1.83
GPT2 glutamic pyruvate transaminchr16q12.1  2-oxoglutarate metabolic process --- -1.12 -1.28 1.25 1.17 1.16 -1.05 1.34 1.27 1.68 1.90 -1.17 1.05
GPX1 glutathione peroxidase 1 chr3p21.3  response to reactive oxygen species --- -1.11 -1.06 1.04 1.11 1.04 -1.12 1.11 1.06 1.61 1.24 1.36 1.35
GPX3 glutathione peroxidase 3 (plchr5q23  response to molecule of fungal origin --- 1.20 -1.07 1.05 1.14 1.36 1.99 1.12 -1.49 1.06 1.92 1.60 2.29
GPX3 glutathione peroxidase 3 (plchr5q23  response to molecule of fungal origin --- -1.28 1.07 -1.11 -1.66 1.61 1.14 -1.25 -1.30 1.08 -1.19 1.62 1.86
GPX5 glutathione peroxidase 5 (epchr6p22.1  lipid metabolic process --- -1.44 2.71 1.41 1.15 7.87 10.04 4.33 1.61 -1.33 3.39 2.35 -1.87
GRAMD1A GRAM domain containing chr19q13.13 0 --- -1.15 -1.50 1.27 1.26 1.11 -1.13 -1.24 -1.35 1.72 1.20 -1.34 -1.18
GRAMD1A GRAM domain containing chr19q13.13 0 --- 1.06 -1.01 1.18 1.07 1.21 1.23 1.23 1.10 1.44 1.36 1.32 1.34
GRAMD1B GRAM domain containing chr11q24.1 0 --- -1.20 -1.12 1.06 -1.01 1.05 1.04 1.31 1.11 2.34 2.05 2.07 2.20
GRAMD1C GRAM domain containing chr3q13.31 0 --- 1.06 -1.01 1.07 -2.47 1.45 1.74 1.21 -1.07 1.16 1.83 2.70 2.09
GRAMD2 GRAM domain containing 2chr15q23 0 --- 1.00 -1.86 1.08 1.19 -1.42 1.40 -2.18 -1.69 -1.31 -1.39 -1.54 -2.16
GRAMD3 GRAM domain containing 3chr5q23.2 0 --- 1.04 -1.04 -1.12 -1.08 1.02 -1.03 1.01 -1.02 -1.23 -1.41 1.56 1.13
GRAPL GRB2-related adaptor protechr17p11.2 0 --- -1.39 -4.13 -3.73 1.77 -2.75 -1.29 -2.71 -1.54 5.73 4.56 1.03 1.46
GRB10 growth factor receptor-bounchr7p12.2  signal transduction --- -1.04 -1.15 1.21 1.18 -1.07 -1.11 1.85 1.26 4.46 4.91 2.75 4.13
GRB10 growth factor receptor-bounchr7p12.2  signal transduction --- 1.01 -1.12 1.03 1.10 -1.07 -1.09 1.95 1.52 4.73 4.43 3.07 4.59
GRB10 growth factor receptor-bounchr7p12.2  signal transduction --- 1.01 -1.06 -1.02 -1.01 -1.16 1.01 -1.08 -1.12 1.24 1.40 1.25 1.48
GRB2 growth factor receptor-bounchr17q24-q25  epidermal growth factor receptor signalinIntegrin-mediated_cell_adhesion_KEGG // G 1.06 1.09 -1.01 -1.00 -1.08 -1.07 1.06 1.01 1.17 1.16 1.22 1.12
GRB7 growth factor receptor-bounchr17q12  signal transduction --- -1.09 -1.31 -1.08 1.01 -1.11 -1.00 -1.13 -1.08 1.24 -1.05 1.35 1.28
GREB1L growth regulation by estrog chr18q11.2 0 --- 1.39 1.33 -1.11 1.07 1.35 -1.02 1.63 1.41 1.31 -1.07 -2.35 -1.95
GREM1 gremlin 1, DAN family BMchr15q13.3  cell morphogenesis --- 1.26 1.28 1.06 -1.12 -1.02 1.04 1.18 -1.04 -1.84 -1.80 1.06 -1.65
GREM1 gremlin 1, DAN family BMchr15q13.3  cell morphogenesis --- 1.01 1.06 -1.08 -1.22 1.05 1.12 -1.04 -1.15 -2.23 -1.90 1.16 1.02
GREM2 gremlin 2, DAN family BMchr1q43  BMP signaling pathway --- 1.15 1.18 1.08 1.08 -1.23 -1.16 -1.20 -1.03 -1.93 -1.28 -1.75 -1.45
GREM2 gremlin 2, DAN family BMchr1q43  BMP signaling pathway --- -1.30 -1.14 1.11 1.07 1.36 -1.03 -1.62 1.01 -1.73 -1.23 -1.54 -1.62
GRHL1 grainyhead-like 1 (Drosoph chr2p25.1  transcription, DNA-dependent --- 1.44 -1.45 1.51 1.14 -3.28 -2.75 -1.92 -1.01 1.28 2.39 -1.42 1.22
GRHL3 grainyhead-like 3 (Drosoph chr1p36.11  establishment of planar polarity --- 7.22 2.02 1.25 1.96 -1.26 -1.43 1.62 1.29 1.43 -1.05 2.41 3.20
GRHPR glyoxylate reductase/hydroxchr9q12  pentose-phosphate shunt --- -1.04 -1.04 1.06 1.04 1.09 -1.05 1.20 1.04 1.36 1.05 -1.09 -1.01
GRIA1 glutamate receptor, ionotropchr5q31.1  transport --- 3.43 6.28 2.52 6.26 3.07 4.15 -2.23 -3.46 2.44 -1.03 1.04 -1.80
GRID1 glutamate receptor, ionotropchr10q22  transport --- -2.24 -2.23 -1.41 1.54 4.31 2.51 -1.88 -1.22 1.22 -1.08 -1.25 2.05
GRIK2 glutamate receptor, ionotropchr6q16.3  behavioral fear response --- -1.22 -1.02 -1.14 1.31 1.27 1.18 -1.56 1.12 -1.05 1.04 2.50 2.78
GRIK2 glutamate receptor, ionotropchr6q16.3  behavioral fear response --- -1.01 1.02 1.11 -1.06 1.07 -1.14 -1.40 -1.17 -1.84 -1.36 -1.14 -1.22
GRIN2D glutamate receptor, ionotropchr19q13.33  startle response --- 1.03 -1.33 -1.07 1.26 1.11 1.16 1.10 1.22 1.65 1.18 1.03 -1.32
GRINA glutamate receptor, ionotropchr8q24.3 0 --- 1.10 -1.04 -1.06 1.07 1.02 1.15 -1.08 1.05 1.56 1.63 1.34 1.84
GRK4 G protein-coupled receptor chr4p16.3  desensitization of G-protein coupled receCalcium_regulation_in_cardiac_cells // GenM -2.31 -1.09 1.18 1.84 1.19 1.05 -1.44 -1.12 -2.08 -2.27 1.02 -1.35
GRK4 G protein-coupled receptor chr4p16.3  desensitization of G-protein coupled receCalcium_regulation_in_cardiac_cells // GenM -1.05 -1.18 1.17 1.13 -1.02 -1.08 -1.14 1.24 -1.58 -1.55 -1.26 -1.18
GRK4 G protein-coupled receptor chr4p16.3  desensitization of G-protein coupled receCalcium_regulation_in_cardiac_cells // GenM -1.22 -1.33 -1.01 1.10 1.55 1.87 -1.14 1.15 -1.83 -1.83 -2.54 -2.68
GRK5 G protein-coupled receptor chr10q26.11  protein phosphorylation Calcium_regulation_in_cardiac_cells // GenM -1.17 1.04 -1.30 -1.52 -2.06 -1.60 -1.37 -1.29 1.79 1.17 -1.91 -2.09
GRM1 glutamate receptor, metabotchr6q24  activation of MAPKK activity GPCRDB_Class_C_Metabotropic_glutamate 1.22 1.45 1.26 1.23 -2.13 -1.51 -1.79 -1.19 -25.95 -3.38 -7.98 -2.45
GRM5 glutamate receptor, metabotchr11q14.3  activation of MAPKKK activity GPCRDB_Class_C_Metabotropic_glutamate 1.07 -6.55 2.38 1.33 -1.20 -1.26 -1.52 -3.58 -1.26 -2.03 -1.50 -4.29
GRM8 glutamate receptor, metabotchr7q31.3-q32.1  signal transduction GPCRDB_Class_C_Metabotropic_glutamate 1.14 -1.07 1.15 -1.21 -1.65 -2.44 6.17 5.10 4.23 3.42 2.40 3.37
GRP gastrin-releasing peptide chr18q21.1-q21.32  signal transduction --- -1.99 -1.24 -2.52 1.11 1.58 1.19 2.30 1.77 1.37 1.30 -2.08 1.02
GRPEL1 GrpE-like 1, mitochondrial chr4p16  protein folding --- 1.02 -1.03 -1.12 -1.21 1.08 -1.06 1.16 1.11 1.58 1.52 1.81 1.67
GRPEL1 GrpE-like 1, mitochondrial chr4p16  protein folding --- -1.09 -1.13 -1.05 -1.08 -1.03 -1.09 1.19 1.11 1.49 1.43 1.50 1.52
GRSF1 G-rich RNA sequence bindichr4q13  mRNA polyadenylation --- -1.07 -1.04 1.02 -1.01 1.06 -1.01 1.23 1.08 1.35 1.40 1.51 1.49
GRSF1 G-rich RNA sequence bindichr4q13  mRNA polyadenylation --- 1.00 1.01 1.10 1.05 1.07 1.01 1.20 1.05 1.06 1.26 1.56 1.45
GRSF1 G-rich RNA sequence bindichr4q13  mRNA polyadenylation --- 1.02 1.08 1.00 1.01 -1.05 1.04 -1.17 -1.12 -1.27 -1.03 -1.11 -1.20
GRSF1 G-rich RNA sequence bindichr4q13  mRNA polyadenylation --- 1.12 1.07 1.05 -1.03 1.06 1.09 -1.33 -1.06 -1.55 -1.33 -1.55 -1.56
GS1-111G14. NULL /// NULL --- 0 --- 1.13 1.00 -1.01 1.02 -1.14 1.02 1.03 -1.01 1.00 1.03 -1.11 -1.32
GS1-465N13. NULL /// NULL --- 0 --- 2.04 1.66 1.05 -1.48 1.22 -1.51 -7.00 -1.43 -2.34 -1.34 1.42 2.12
GSAP gamma-secretase activating chr7q11.23  regulation of proteolysis --- -1.28 -1.56 -1.16 -1.25 1.76 -1.08 -1.03 -1.78 -1.14 -1.12 1.27 -1.05
GSDMB gasdermin B chr17q12 0 --- -1.16 1.06 1.80 2.71 2.80 2.21 1.10 1.02 -1.12 -1.35 -1.07 1.84
GSDMB gasdermin B chr17q12 0 --- -1.06 -2.89 -3.25 -1.32 1.22 -1.23 3.11 3.62 1.31 -1.34 3.37 5.30
GSE1 Gse1 coiled-coil protein chr16q24.1 0 --- -1.03 -1.00 -1.02 1.07 -1.09 -1.05 1.02 -1.02 1.08 1.06 1.15 1.10
GSE1 Gse1 coiled-coil protein chr16q24.1 0 --- -1.04 -1.01 1.04 -1.10 1.01 1.05 -1.21 -1.11 -1.46 -1.12 -1.09 -1.29
GSG2 germ cell associated 2 (haspchr17p13  protein phosphorylation --- 1.05 1.01 1.10 -1.01 -1.04 -1.07 1.65 1.46 1.06 1.17 1.24 1.44
GSK3B glycogen synthase kinase 3 chr3q13.3  re-entry into mitotic cell cycle Cell_cycle_KEGG // GenMAPP /// Glycogen -1.07 -1.08 1.04 1.14 1.16 1.02 1.27 1.10 2.53 1.85 2.51 2.37
GSK3B glycogen synthase kinase 3 chr3q13.3  re-entry into mitotic cell cycle Cell_cycle_KEGG // GenMAPP /// Glycogen 1.12 -1.10 1.15 1.15 -1.19 -1.17 -1.29 1.01 2.33 2.26 2.07 2.08
GSN gelsolin chr9q33  apoptotic process --- 1.11 1.07 1.04 -1.02 -1.01 1.05 -1.05 -1.04 -1.31 -1.20 -1.62 -1.19
GSN gelsolin chr9q33  apoptotic process --- -1.18 -2.63 -1.31 -1.16 2.73 1.22 1.68 1.05 -1.66 -1.25 -1.48 -1.49
GSN gelsolin chr9q33  apoptotic process --- 1.18 1.07 -1.03 1.08 -1.33 1.21 -1.11 -1.42 -1.45 -1.15 -1.30 -1.20
GSPT1 G1 to S phase transition 1 chr16p13.1  G1 --- -1.08 -1.09 1.05 -1.01 1.03 1.00 -1.31 -1.14 -1.33 -1.25 -1.59 -1.39
GSPT1 G1 to S phase transition 1 chr16p13.1  G1 --- 1.26 1.11 1.08 1.04 1.35 1.14 1.13 -1.70 -2.43 -1.79 -1.53 -1.36
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GSPT1 G1 to S phase transition 1 chr16p13.1  G1 --- 1.04 1.12 -1.04 -1.02 -1.03 -1.04 -1.10 -1.03 1.06 1.04 1.30 1.27
GSPT1 G1 to S phase transition 1 chr16p13.1  G1 --- -1.13 -1.10 -1.08 -1.21 1.27 1.16 -1.53 -1.52 -1.73 -1.45 -1.50 -1.63
GSR glutathione reductase chr8p21.1  glutathione metabolic process --- 1.06 1.17 -1.08 1.00 -1.07 1.09 -1.37 -1.14 -1.13 -1.02 -1.14 -1.27
GSR glutathione reductase chr8p21.1  glutathione metabolic process --- -1.04 -1.15 1.04 1.05 -1.04 -1.13 1.33 1.19 1.38 1.12 1.32 1.10
GSS glutathione synthetase chr20q11.2  cellular amino acid metabolic process --- -1.15 -1.20 -1.01 1.11 1.20 1.14 1.08 -1.01 1.28 1.17 1.10 1.27
GSTA4 glutathione S-transferase alpchr6p12.1  glutathione metabolic process --- -1.02 -1.06 -1.05 -1.03 1.05 -1.05 -1.32 -1.21 -1.96 -1.38 -1.75 -1.39
GSTA4 glutathione S-transferase alpchr6p12.1  glutathione metabolic process --- -1.80 -2.41 1.37 1.21 -1.41 -1.15 -1.38 -1.12 -3.19 -2.04 -1.80 -1.66
GSTCD glutathione S-transferase, C chr4q24  rRNA processing --- 1.31 1.33 1.12 1.16 -1.16 1.07 -1.13 -1.11 -1.71 -1.24 -1.66 -2.16
GSTCD glutathione S-transferase, C chr4q24 0 --- 1.36 1.82 -1.31 -1.09 -1.36 -1.13 1.11 -1.01 -1.70 -1.76 -4.82 -2.19
GSTK1 glutathione S-transferase kachr7q34  glutathione metabolic process --- -1.02 -1.00 -1.05 -1.00 -1.09 -1.07 1.11 1.10 1.05 1.16 -1.33 -1.12
GSTM1 glutathione S-transferase muchr1p13.3  glutathione metabolic process --- -1.05 -1.04 1.01 -1.03 1.05 -1.09 1.08 1.00 1.00 -1.01 -1.54 -1.39
GSTM1 glutathione S-transferase muchr1p13.3  glutathione metabolic process --- 1.03 1.01 -1.06 -1.07 1.02 -1.02 1.07 1.00 1.03 -1.02 -1.55 -1.47
GSTM2 glutathione S-transferase muchr1p13.3  glutathione metabolic process --- -1.08 -1.08 -1.07 -1.14 -1.11 -1.06 -1.00 1.11 1.03 1.07 -1.64 -1.42
GSTM3 glutathione S-transferase muchr1p13.3  glutathione metabolic process Circadian_Exercise // GenMAPP -1.05 -1.20 1.06 -1.07 1.13 -1.10 -1.15 -1.12 1.20 1.20 1.45 1.77
GSTM4 glutathione S-transferase muchr1p13.3  glutathione metabolic process --- -1.31 -1.51 -1.04 -1.02 1.05 -1.02 1.04 -1.07 -1.17 -1.03 1.08 1.31
GSTM5 glutathione S-transferase muchr1p13.3  glutathione metabolic process --- 2.32 1.52 1.36 1.47 -1.19 1.08 2.79 2.56 1.72 1.94 1.98 3.37
GSTP1 glutathione S-transferase pi chr11q13  response to reactive oxygen species Circadian_Exercise // GenMAPP -1.08 -1.02 -1.09 -1.10 -1.01 1.02 -1.04 -1.11 1.19 1.09 -1.13 -1.14
GSTT1 glutathione S-transferase thechr22q11.23  glutathione metabolic process --- -1.08 -1.10 1.35 1.09 1.13 1.06 1.03 1.06 1.01 1.04 -1.23 -1.09
GSTT2 glutathione S-transferase thechr22q11.23  xenobiotic metabolic process --- -1.02 -1.21 -1.01 1.22 1.14 -1.01 1.05 -1.15 1.05 1.10 -1.65 -1.51
GSTZ1 glutathione S-transferase ze chr14q24.3  L-phenylalanine catabolic process --- 1.04 1.04 1.02 -1.06 1.19 -1.08 1.06 -1.02 1.28 1.12 1.32 1.44
GTDC1 glycosyltransferase-like domchr2q22.3  biosynthetic process --- 1.04 1.27 -1.02 1.13 -1.09 -2.04 1.22 1.13 2.06 4.44 1.37 2.23
GTDC1 glycosyltransferase-like domchr2q22.3  biosynthetic process --- -1.46 -6.95 1.15 -1.52 2.85 3.47 7.31 2.44 4.55 7.17 2.19 3.72
GTDC1 glycosyltransferase-like domchr2q22.3  biosynthetic process --- 1.12 1.19 -1.07 -1.23 -1.22 1.30 -1.00 1.28 1.39 1.64 1.39 1.65
GTF2B general transcription factor chr1p22-p21  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP -1.02 1.00 -1.01 -1.08 1.00 1.02 -1.16 -1.17 1.01 1.03 1.17 1.07
GTF2E2 general transcription factor chr8p12  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP -1.04 -1.05 1.02 1.02 -1.04 -1.14 1.18 1.19 1.51 1.37 1.32 1.40
GTF2H1 general transcription factor chr11p15.1-p14  regulation of cyclin-dependent protein se RNA_transcription_Reactome // GenMAPP 1.01 1.07 1.04 -1.14 1.12 -1.00 1.05 1.03 -1.12 -1.18 1.24 1.32
GTF2H1 general transcription factor chr11p15.1-p14  regulation of cyclin-dependent protein se RNA_transcription_Reactome // GenMAPP 1.20 1.16 -1.08 -1.08 -1.06 -1.04 1.23 -1.21 2.03 2.29 1.47 1.32
GTF2H1 general transcription factor chr11p15.1-p14  regulation of cyclin-dependent protein se RNA_transcription_Reactome // GenMAPP 1.04 1.05 -1.01 1.01 -1.03 1.01 1.01 1.04 -1.07 -1.25 1.02 1.02
GTF2H2 general transcription factor chr5q13.2  nucleotide-excision repair, DNA damage RNA_transcription_Reactome // GenMAPP 1.17 1.09 1.00 -1.03 1.23 1.18 -1.46 -1.22 -1.45 -1.56 -1.07 -1.28
GTF2H3 general transcription factor chr12q24.31  nucleotide-excision repair, DNA damage --- 1.37 1.34 1.05 -1.13 -1.15 1.01 -1.19 1.09 -1.46 -1.37 -1.34 -1.77
GTF2H5 general transcription factor chr6q25.3  DNA repair --- -1.29 -1.26 -1.37 1.39 1.07 -1.38 -1.37 -1.93 -2.26 -2.01 -2.72 -1.89
GTF2I /// GTFgeneral transcription factor chr7q11.23  transcription, DNA-dependent --- 1.08 1.05 -1.05 1.03 -1.05 -1.02 -1.03 -1.09 -1.14 -1.08 -1.38 -1.23
GTF2I /// GTFgeneral transcription factor chr7q11.23  transcription, DNA-dependent --- -1.07 1.06 -1.04 -1.03 -1.01 1.05 -1.15 -1.07 -1.73 -1.44 -1.77 -1.73
GTF2IRD1 GTF2I repeat domain conta chr7q11.23  transcription, DNA-dependent --- -1.04 -1.07 -1.01 1.05 -1.02 -1.02 1.18 1.12 1.10 1.11 1.32 1.27
GTF2IRD2 GTF2I repeat domain conta chr7q11.23  transcription, DNA-dependent --- -1.05 1.21 1.03 1.17 -1.07 -1.08 1.24 1.31 1.05 1.19 -1.57 -1.32
GTF3A general transcription factor chr13q12.3-q13.1  transcription, DNA-dependent --- 1.03 1.01 -1.03 -1.03 1.04 -1.01 1.06 1.02 1.13 -1.01 -1.15 -1.10
GTF3A general transcription factor chr13q12.3-q13.1  transcription, DNA-dependent --- -1.06 -1.00 -1.02 -1.02 1.04 -1.09 1.13 1.07 1.25 -1.01 -1.11 -1.04
GTF3C2 general transcription factor chr2p23.3  transcription, DNA-dependent --- 1.02 -1.03 -1.07 1.26 1.05 -1.09 1.08 -1.00 1.99 1.89 1.38 1.29
GTF3C3 general transcription factor chr2q33.1  transcription, DNA-dependent --- -1.01 1.01 1.08 1.20 1.07 1.01 1.11 1.09 1.08 1.11 1.41 1.26
GTF3C3 general transcription factor chr2q33.1  transcription, DNA-dependent --- 1.11 1.07 1.14 1.24 1.22 -1.02 -1.11 -1.48 -1.92 -2.24 -3.26 -2.08
GTF3C3 general transcription factor chr2q33.1  transcription, DNA-dependent --- 1.06 1.02 1.02 1.02 1.10 1.20 -1.25 1.07 -1.40 -1.16 -2.20 -2.53
GTF3C3 general transcription factor chr2q33.1  transcription, DNA-dependent --- 1.09 1.03 1.06 1.09 -1.02 1.03 -1.09 1.13 -1.20 -1.06 -1.26 -1.36
GTF3C4 general transcription factor chr9q34.13  transcription, DNA-dependent --- -1.04 -1.02 1.13 1.24 1.22 1.07 1.37 -1.02 1.49 1.40 1.67 1.38
GTF3C4 general transcription factor chr9q34.13  transcription, DNA-dependent --- -1.09 -1.06 1.22 1.05 1.05 1.17 -1.16 -1.01 -1.42 -1.45 -1.11 -1.16
GTF3C5 general transcription factor chr9q34  transcription, DNA-dependent --- -1.02 1.10 1.31 1.10 1.02 -1.11 -1.02 1.03 1.13 1.04 -1.10 1.05
GTF3C6 general transcription factor chr6q21  transcription, DNA-dependent --- 1.07 1.05 -1.04 -1.00 -1.03 -1.03 -1.05 1.03 -1.31 -1.30 -1.54 -1.40
GTPBP1 GTP binding protein 1 chr22q13.1  GTP catabolic process --- -1.06 -1.15 1.06 1.08 1.01 1.01 1.28 1.21 1.52 1.47 1.16 1.25
GTPBP1 GTP binding protein 1 chr22q13.1  GTP catabolic process --- -1.06 -1.05 1.02 -1.01 1.14 1.07 2.04 1.45 2.35 2.16 1.86 2.12
GTPBP10 GTP-binding protein 10 (puchr7q21.13  GTP catabolic process --- -1.09 1.02 1.06 -1.33 1.18 1.22 -1.16 1.51 -1.89 -1.79 -1.28 -1.09
GTPBP10 GTP-binding protein 10 (puchr7q21.13  GTP catabolic process --- 1.05 1.02 1.06 1.22 1.17 -1.01 1.17 1.02 1.38 1.17 1.81 1.89
GTPBP2 GTP binding protein 2 chr6p21  GTP catabolic process --- 1.03 -1.10 1.00 -1.03 -1.00 -1.10 1.18 1.01 1.11 1.39 1.34 1.44
GTPBP3 GTP binding protein 3 (mitochr19p13.11  GTP catabolic process --- -1.07 1.05 -1.01 1.09 1.10 1.04 1.16 1.14 -1.31 -1.51 1.05 1.24
GTPBP3 GTP binding protein 3 (mitochr19p13.11  GTP catabolic process --- 1.14 1.04 -1.02 -1.03 1.01 1.00 -1.04 -1.08 -1.03 1.00 -1.10 -1.11
GTPBP4 GTP binding protein 4 chr10p15-p14  regulation of cyclin-dependent protein se --- 1.00 -1.01 -1.04 1.07 -1.02 1.07 -1.14 -1.05 1.41 1.34 1.37 1.27
GTPBP4 GTP binding protein 4 chr10p15-p14  regulation of cyclin-dependent protein se --- 1.17 1.02 -1.02 -1.53 -1.18 1.12 -1.13 -1.18 1.01 1.09 1.03 1.30
GTPBP4 GTP binding protein 4 chr10p15-p14  regulation of cyclin-dependent protein se --- -1.09 -1.18 -1.02 1.10 1.06 1.17 -1.13 1.01 1.30 1.27 1.45 1.49
GTPBP4 /// IDGTP binding protein 4 /// is chr10p15-p14 /// chr regulation of cyclin-dependent protein se --- -1.04 -1.12 -1.04 -1.00 1.20 1.03 -1.06 1.03 1.15 1.04 1.31 1.40
GTSE1 G-2 and S-phase expressed chr22q13.2-q13.3  G2 phase of mitotic cell cycle --- -1.06 -1.06 1.01 -1.06 -1.01 -1.07 -1.17 -1.08 -1.00 1.02 1.26 1.32
GTSE1 G-2 and S-phase expressed chr22q13.2-q13.3  G2 phase of mitotic cell cycle --- 1.03 -1.28 1.02 -1.21 1.02 1.03 -1.21 -1.17 -1.17 1.14 1.13 1.16
GTSE1 G-2 and S-phase expressed chr22q13.2-q13.3  G2 phase of mitotic cell cycle --- 1.05 1.03 1.03 -1.05 1.17 1.14 -1.27 -1.01 -1.13 -1.16 1.24 1.44
GTSE1 G-2 and S-phase expressed chr22q13.2-q13.3  G2 phase of mitotic cell cycle --- -1.04 -1.16 -1.20 1.08 1.28 1.10 -1.06 -1.10 1.31 1.32 1.40 1.59
GUCA1B guanylate cyclase activator chr6p21.1  receptor guanylyl cyclase signaling pathw--- -1.08 1.36 1.53 3.01 -1.41 -1.47 1.29 1.06 1.58 2.18 2.44 2.43
GUCA1C guanylate cyclase activator chr3q13.1  signal transduction --- -2.99 -1.53 2.10 2.44 -1.29 -1.19 1.99 -1.72 10.73 14.86 -1.28 -8.59
GUCD1 guanylyl cyclase domain co chr22q11.2 0 --- -1.13 -1.06 -1.03 -1.06 1.04 -1.05 1.03 -1.02 1.07 1.11 1.09 1.19
GUCY1A3 guanylate cyclase 1, solublechr4q31.1-q31.2  cGMP biosynthetic process Smooth_muscle_contraction // GenMAPP 1.10 -1.13 -4.24 -5.01 2.54 5.74 1.54 3.81 2.50 4.68 2.94 5.79
GUF1 GUF1 GTPase homolog (S. chr4p12  GTP catabolic process --- 1.05 -1.13 1.10 1.18 -1.04 -1.03 -1.20 -1.08 -1.28 -1.25 1.09 1.21
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GUK1 guanylate kinase 1 chr1q32-q41  purine nucleotide metabolic process --- -1.02 -1.05 -1.05 1.00 1.01 -1.03 1.18 1.08 1.78 1.69 1.33 1.69
GUK1 guanylate kinase 1 chr1q32-q41  purine nucleotide metabolic process --- -1.14 -1.16 -1.06 -1.01 1.05 1.00 1.25 1.18 1.88 1.67 1.30 1.57
GULP1 GULP, engulfment adaptor chr2q32.3-q33  transport --- 1.00 -1.07 1.03 1.24 -1.28 1.29 -1.00 1.10 -1.04 -1.04 -1.77 -2.25
GULP1 GULP, engulfment adaptor chr2q32.3-q33  transport --- 1.11 -1.01 1.20 1.04 -1.03 1.05 -1.23 -1.06 -1.58 -1.13 -1.64 -2.00
GUSBP1 glucuronidase, beta pseudogchr5p14.3  carbohydrate metabolic process --- -1.82 -1.51 1.42 1.23 1.20 1.44 -1.04 1.25 -2.60 -2.49 -2.84 -2.04
GUSBP1 glucuronidase, beta pseudogchr5p14.3  carbohydrate metabolic process --- -1.18 -1.42 -1.15 1.41 -1.19 -1.21 -1.25 1.02 -2.96 -2.14 -2.77 -2.24
GUSBP1 /// Gglucuronidase, beta pseudogchr5p14.3 /// chr6p1 carbohydrate metabolic process --- -1.00 1.00 1.08 1.14 1.21 1.16 -1.22 -1.18 -2.65 -2.33 -2.56 -1.92
GUSBP2 glucuronidase, beta pseudogchr6p21  carbohydrate metabolic process --- 1.06 1.06 1.16 1.17 1.39 1.24 -1.00 -1.50 -2.95 -2.48 -1.25 -1.34
GUSBP3 /// Gglucuronidase, beta pseudogchr5q13.2  skeletal system development --- 1.18 1.14 1.21 1.66 1.22 1.29 -1.35 1.05 -2.29 -1.62 -2.17 -1.90
GUSBP3 /// Gglucuronidase, beta pseudogchr5q13 /// chr5q13. skeletal system development --- 1.09 1.13 1.02 -1.03 1.12 -1.03 -1.40 -1.18 -1.62 -1.33 -2.01 -1.36
GUSBP4 glucuronidase, beta pseudogchr6p11.2 0 --- 1.54 1.02 -1.01 1.26 -1.00 1.23 1.07 1.09 -2.76 -4.69 -3.02 -3.46
GUSBP4 glucuronidase, beta pseudogchr6p11.2 0 --- -1.16 -1.44 1.08 1.23 1.17 1.33 -1.06 -1.13 -2.31 -1.60 -1.39 -1.33
GUSBP5 glucuronidase, beta pseudogchr4q31.21 0 --- -3.48 -4.81 3.03 1.79 -2.48 2.00 1.65 1.19 1.25 1.44 -5.22 -1.82
GVQW1 GVQW motif containing 1 chr9p21.1 0 --- 1.09 -1.08 -1.18 -1.14 -1.17 -1.25 1.13 1.22 -1.68 -1.57 -1.37 -1.48
GXYLT1 glucoside xylosyltransferasechr12q12  carbohydrate metabolic process --- 1.02 1.04 1.16 1.23 1.12 1.16 -1.27 -1.21 -1.72 -1.53 -1.66 -1.82
GXYLT2 glucoside xylosyltransferasechr3p13  O-glycan processing --- -1.32 -1.28 1.01 -1.17 1.22 1.08 1.04 1.06 -1.23 1.06 -2.11 -1.56
GYG2 glycogenin 2 chrXp22.3  carbohydrate metabolic process Glycogen_Metabolism // GenMAPP -1.14 -1.25 -1.05 -1.05 -1.09 -1.04 -1.05 1.08 -1.24 -1.39 -2.54 -2.55
GYLTL1B glycosyltransferase-like 1B chr11p11.2  muscle cell homeostasis --- -1.24 1.37 2.04 1.18 1.18 1.06 1.19 -1.00 1.98 2.29 1.41 1.33
GYPA glycophorin A (MNS blood chr4q31.21  cytoskeletal anchoring at plasma membra--- 1.59 1.18 -4.65 -1.15 -2.61 -2.11 3.64 1.85 8.73 2.41 -1.86 -2.11
GYS1 glycogen synthase 1 (muscl chr19q13.3  carbohydrate metabolic process Glycogen_Metabolism // GenMAPP -1.11 -1.22 -1.01 1.11 1.11 -1.00 1.34 1.18 1.51 1.69 -1.03 1.34
GZF1 GDNF-inducible zinc fingerchr20p11.21  negative regulation of transcription from --- -1.03 -1.08 1.18 1.21 1.22 1.13 1.12 1.09 -1.33 -1.17 1.19 1.26
GZF1 GDNF-inducible zinc fingerchr20p11.21  negative regulation of transcription from --- 1.04 1.16 1.06 1.12 1.04 1.03 -1.14 -1.04 -1.54 -2.31 -1.09 -1.01
H19 /// MIR67H19, imprinted maternally echr11p15.5 0 --- -1.14 -1.05 -1.00 1.00 1.00 -1.09 1.17 1.12 1.24 1.09 -1.44 -1.06
H19 /// MIR67H19, imprinted maternally echr11p15.5 0 --- -1.00 -1.13 -1.16 -1.15 -1.05 1.19 1.05 1.04 -1.11 -1.02 -1.65 -1.30
H2AFJ H2A histone family, membechr12p12.3  nucleosome assembly --- 1.09 -1.17 1.12 1.29 1.21 1.03 -1.32 -1.15 -1.39 -1.28 -1.58 -1.28
H2AFJ H2A histone family, membechr12p12.3  nucleosome assembly --- -1.13 -1.10 1.02 1.04 1.04 -1.12 1.17 1.17 1.57 1.38 1.38 1.38
H2AFJ H2A histone family, membechr12p12.3  nucleosome assembly --- -1.15 -1.11 -1.02 1.02 1.09 -1.13 1.32 1.19 1.70 1.40 1.44 1.42
H2AFV H2A histone family, membechr7p13  nucleosome assembly --- 1.02 1.02 1.09 -1.01 1.02 -1.04 -1.18 -1.17 -1.68 -1.46 -1.83 -1.91
H2AFV H2A histone family, membechr7p13  nucleosome assembly --- 1.11 1.00 -1.01 1.04 -1.09 1.02 -1.39 -1.22 -1.74 -1.49 -2.14 -2.07
H2AFY H2A histone family, membechr5q31.1  nucleosome assembly --- 1.02 1.05 -1.10 -1.01 -1.09 -1.00 -1.07 -1.16 1.00 -1.07 -1.14 -1.22
H2AFY H2A histone family, membechr5q31.1  nucleosome assembly --- 1.20 1.18 1.09 1.27 1.06 1.16 1.23 1.21 -1.61 -1.29 -1.30 -1.62
H2AFY H2A histone family, membechr5q31.1  nucleosome assembly --- 1.05 -1.03 1.01 -1.01 -1.01 1.04 -1.02 -1.06 -1.39 -1.27 -1.42 -1.43
H2AFY H2A histone family, membechr5q31.1  nucleosome assembly --- -1.03 1.05 1.35 -1.04 -1.05 1.02 -1.16 -1.03 -2.89 -2.39 -2.04 -2.41
H2AFY H2A histone family, membechr5q31.1  nucleosome assembly --- 1.01 -1.12 -1.07 -1.33 1.06 -1.06 1.15 -1.01 -1.80 -1.63 -1.79 -1.70
H2AFY2 H2A histone family, membechr10q22.1  nucleosome assembly --- 2.47 2.14 2.46 3.38 2.24 1.57 -1.46 -2.53 3.63 4.03 1.89 -1.74
H2AFZ H2A histone family, membechr4q24  nucleosome assembly Proteasome_Degradation // GenMAPP /// Pro 1.08 1.17 -1.02 1.04 -1.13 -1.00 -1.19 -1.14 1.04 -1.02 1.01 -1.15
H2BFS H2B histone family, membechr21q22.3  nucleosome assembly --- -1.11 -1.03 -1.05 -1.09 -1.01 -1.05 -1.04 -1.04 1.55 1.45 1.75 1.68
H3F3A H3 histone, family 3A chr1q42.12 0 --- -1.06 -1.03 -1.02 -1.11 -1.05 -1.02 -1.06 -1.08 -1.11 -1.11 -1.17 -1.24
H3F3A /// H3FH3 histone, family 3A /// H3chr17q25.1 /// chr1q nucleosome assembly --- -1.02 -1.03 1.05 -1.09 -1.01 -1.04 -1.01 -1.03 -1.10 -1.11 -1.24 -1.35
H3F3A /// H3FH3 histone, family 3A /// H3chr17q25.1 /// chr1q nucleosome assembly --- 1.02 1.04 -1.05 -1.01 -1.04 1.02 1.02 -1.04 1.18 1.01 -1.06 -1.16
H3F3A /// H3FH3 histone, family 3A /// H3chr17q25.1 /// chr1q nucleosome assembly --- -1.05 -1.04 1.10 -1.07 -1.02 -1.04 -1.02 -1.07 -1.09 -1.10 -1.22 -1.34
H3F3A /// H3FH3 histone, family 3A /// H3chr17q25.1 /// chr1q nucleosome assembly --- 1.11 1.09 -1.02 -1.13 -1.02 -1.00 -1.03 -1.05 -1.13 -1.05 -1.18 -1.19
H3F3A /// H3FH3 histone, family 3A /// H3chr17q25.1 /// chr1q nucleosome assembly --- -1.04 1.04 1.05 -1.02 1.07 -1.09 1.16 -1.03 1.82 1.48 1.71 1.54
H3F3A /// H3FH3 histone, family 3A /// H3chr17q25.1 /// chr1q nucleosome assembly --- -1.05 1.00 -1.01 -1.03 1.07 -1.03 1.13 1.02 1.64 1.41 1.59 1.43
H3F3A /// H3FH3 histone, family 3A /// H3chr17q25.1 /// chr1q nucleosome assembly --- 1.13 1.05 1.12 1.12 1.02 -1.03 -1.37 -1.17 1.82 1.56 1.46 1.68
HAB1 B1 for mucin --- 0 --- 1.19 1.09 2.92 -1.55 -1.40 -1.18 -1.83 -2.66 -1.86 -1.11 -1.38 -1.84
HABP4 hyaluronan binding protein chr9q22.3-q31  platelet degranulation --- -1.21 -1.20 1.03 1.21 -1.08 1.09 -1.03 -1.13 1.18 1.05 1.33 1.63
HABP4 hyaluronan binding protein chr9q22.3-q31  platelet degranulation --- -1.36 -1.06 -1.05 -1.06 -1.14 -1.20 -1.28 1.11 1.49 -1.05 2.00 2.23
HABP4 hyaluronan binding protein chr9q22.3-q31  platelet degranulation --- -1.12 1.11 -1.03 1.01 1.12 -1.16 1.16 1.05 1.35 1.10 2.16 2.13
HACE1 HECT domain and ankyrin chr6q16.3  transcription, DNA-dependent --- 1.39 1.34 1.05 -1.01 1.03 1.06 -1.21 -1.04 -1.89 -1.72 -1.55 -1.76
HADH hydroxyacyl-CoA dehydrogchr4q22-q26  lipid metabolic process Fatty_Acid_Degradation // GenMAPP /// Fat -1.09 1.02 -1.02 -1.19 -1.07 -1.21 1.17 1.16 -1.18 -1.10 -1.38 -1.22
HADH hydroxyacyl-CoA dehydrogchr4q22-q26  lipid metabolic process Fatty_Acid_Degradation // GenMAPP /// Fat 1.02 1.03 -1.01 -1.02 -1.03 1.01 -1.03 -1.07 -1.31 -1.16 -1.44 -1.48
HADHB hydroxyacyl-CoA dehydrogchr2p23  lipid metabolic process Fatty_Acid_Degradation // GenMAPP 1.01 -1.00 1.05 1.04 1.04 1.05 -1.05 -1.04 -1.16 -1.01 -1.23 -1.08
HAND1 heart and neural crest derivachr5q33  negative regulation of transcription from --- -1.05 1.19 -1.22 -1.49 -1.20 -1.17 -1.05 -1.03 -1.01 -1.04 -1.51 -1.69
HAPLN3 hyaluronan and proteoglycachr15q26.1  cell adhesion --- 1.45 3.19 -1.90 -1.96 -1.10 1.25 2.27 1.90 2.85 2.49 3.01 1.77
HAR1A highly accelerated region 1Achr20q13.33 0 --- -3.46 -2.13 1.12 1.39 3.52 2.05 -1.61 -3.91 -1.10 -1.01 2.22 2.31
HAS3 hyaluronan synthase 3 chr16q22.1  carbohydrate metabolic process --- -1.05 -1.06 -1.06 -1.06 -1.08 -1.10 -1.11 -1.00 -1.23 -1.08 -1.08 1.00
HAT1 histone acetyltransferase 1 chr2q31.2-q33.1  DNA packaging --- 1.08 1.12 -1.01 -1.02 1.04 -1.04 -1.07 -1.04 -1.05 -1.20 -1.10 -1.23
HAUS1 HAUS augmin-like complexchr18q21.1  cell cycle --- -1.04 -1.03 -1.01 1.03 1.07 -1.04 -1.10 -1.05 -1.49 -1.50 -1.51 -1.49
HAUS2 HAUS augmin-like complexchr15q15.2  G2 --- 1.26 1.17 1.05 1.01 1.11 1.11 -1.11 1.06 1.32 1.28 1.73 1.35
HAUS2 HAUS augmin-like complexchr15q15.2  G2 --- -1.03 -1.11 -1.04 -1.06 -1.01 1.12 1.22 1.20 1.31 1.06 1.56 1.50
HAUS3 HAUS augmin-like complexchr4p16.3  cell cycle --- 1.14 -1.11 1.07 1.10 -1.06 1.12 -1.29 -1.02 -1.43 -1.19 -1.16 -1.18
HAUS4 /// MIHAUS augmin-like complexchr14q11.2  cell cycle --- -1.03 1.01 -1.01 1.03 -1.01 -1.05 1.05 -1.01 -1.22 -1.10 -1.33 -1.18
HAUS5 HAUS augmin-like complexchr19q13.12  cell cycle --- -1.07 -1.00 -1.11 -1.06 -1.06 1.09 -1.20 -1.01 -1.91 -1.39 -1.80 -1.77
HAUS5 HAUS augmin-like complexchr19q13.12  cell cycle --- 1.16 1.20 -1.05 1.06 1.17 1.18 -1.14 1.02 -1.63 -1.47 -1.67 -1.80
HAUS5 HAUS augmin-like complexchr19q13.12  cell cycle --- 1.09 -1.12 1.10 1.38 -1.00 -1.05 1.21 1.26 -1.23 -1.24 -1.85 -1.81
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HAUS6 HAUS augmin-like complexchr9p22.1  cell cycle --- -1.04 -1.01 -1.01 -1.14 -1.03 1.04 1.01 1.00 -1.24 1.00 -1.49 -1.43
HAUS6 HAUS augmin-like complexchr9p22.1  cell cycle --- -1.09 -1.13 1.29 1.18 1.22 1.12 1.58 1.16 1.33 1.61 1.66 1.57
HAUS6 HAUS augmin-like complexchr9p22.1  cell cycle --- 1.05 1.01 -1.01 -1.07 -1.01 1.10 1.03 -1.03 1.05 1.22 1.18 1.12
HAUS7 HAUS augmin-like complexchrXq28  DNA metabolic process --- -1.03 -1.07 -1.03 1.10 1.06 -1.04 1.07 1.17 1.44 1.18 1.23 1.41
HAUS7 /// TRHAUS augmin-like complexchrXq28  DNA metabolic process --- -1.19 -1.29 1.04 1.14 1.07 -1.05 1.01 1.11 1.29 1.05 1.31 1.46
HAUS8 HAUS augmin-like complexchr19p13.11  cell cycle --- 1.03 1.02 1.06 -1.11 1.06 1.01 -1.07 -1.16 1.23 1.01 1.49 1.44
HAVCR2 hepatitis A virus cellular recchr5q33.3 0 --- -1.64 -4.63 1.25 -3.02 2.11 1.50 6.60 4.62 -2.08 -1.45 3.28 9.93
HBA1 /// HBAhemoglobin, alpha 1 /// hemchr16p13.3  transport --- -1.85 -1.33 1.26 1.42 -1.18 1.08 1.23 1.26 2.13 2.06 3.31 2.56
HBA1 /// HBAhemoglobin, alpha 1 /// hemchr16p13.3  transport --- -1.19 1.04 -1.26 -1.14 -1.22 1.22 1.68 1.24 1.76 1.59 2.68 1.76
HBA1 /// HBAhemoglobin, alpha 1 /// hemchr16p13.3  transport --- 1.27 -1.20 1.16 -1.18 -1.03 1.14 1.30 1.09 2.19 2.26 2.34 2.01
HBA1 /// HBAhemoglobin, alpha 1 /// hemchr16p13.3  transport --- -1.15 -1.22 1.17 1.27 -2.52 -1.38 1.75 1.92 2.00 1.79 4.52 4.09
HBA1 /// HBAhemoglobin, alpha 1 /// hemchr16p13.3  transport --- 1.06 1.33 1.38 1.25 -1.37 -1.89 1.49 1.29 3.12 3.15 3.54 2.95
HBA1 /// HBAhemoglobin, alpha 1 /// hemchr16p13.3  transport --- -1.34 -1.34 1.31 -1.02 -1.72 1.03 1.59 1.08 4.22 3.65 4.20 3.08
HBEGF heparin-binding EGF-like g chr5q23  signal transduction Hypertrophy_model // GenMAPP -1.02 -1.02 -1.06 -1.24 1.14 1.14 1.05 1.04 1.23 1.02 1.33 1.46
HBEGF heparin-binding EGF-like g chr5q23  signal transduction Hypertrophy_model // GenMAPP -1.11 -1.08 -1.02 -1.11 1.13 -1.02 1.06 -1.04 1.22 -1.00 1.61 1.66
HBP1 HMG-box transcription factchr7q22-q31  transcription, DNA-dependent --- 1.06 -1.22 -1.16 -1.65 1.40 1.21 1.45 1.46 -1.03 -1.00 -1.26 -1.49
HBS1L HBS1-like (S. cerevisiae) chr6q23.3  GTP catabolic process --- 1.14 1.07 1.02 1.01 -1.09 1.00 -1.10 -1.03 1.16 1.33 1.32 1.13
HBS1L HBS1-like (S. cerevisiae) chr6q23.3  GTP catabolic process --- 1.05 1.05 1.05 1.08 1.03 1.06 -1.02 1.07 1.22 1.45 1.36 1.22
HBS1L HBS1-like (S. cerevisiae) chr6q23.3  GTP catabolic process --- 1.07 1.50 1.45 1.34 1.14 1.13 -1.02 1.03 -1.36 -1.29 -1.91 -1.57
HCAR3 hydroxycarboxylic acid recechr12q24.31  signal transduction GPCRDB_Class_A_Rhodopsin-like2 // GenM -2.25 -1.30 -1.13 1.32 3.80 1.94 13.88 7.72 60.78 49.85 14.70 18.97
HCCS holocytochrome c synthase chrXp22.3  organ morphogenesis --- -1.03 -1.04 -1.01 -1.05 1.05 1.03 1.21 1.09 1.44 1.32 1.43 1.41
HCFC2 host cell factor C2 chr12q23.3  negative regulation of transcription from --- 1.15 1.08 1.15 1.13 -1.05 1.14 -1.87 -1.78 -1.05 1.30 -1.80 -1.93
HCG11 HLA complex group 11 (nochr6p22.2 0 --- 1.12 1.04 1.03 -1.35 1.08 1.16 -1.40 -1.10 -1.80 -1.14 -1.36 -1.12
HCG11 HLA complex group 11 (nochr6p22.2 0 --- -1.05 -1.13 1.06 -1.26 1.08 1.28 -1.55 -1.09 -1.76 -1.20 -1.76 -1.32
HCG18 HLA complex group 18 (nochr6p21.3 0 --- -1.06 -1.12 -1.03 1.02 1.31 1.19 1.01 -1.04 -2.23 -1.89 -1.24 -1.56
HCG18 HLA complex group 18 (nochr6p21.3 0 --- 1.08 1.14 -1.10 1.06 -1.19 -1.04 -1.15 -1.00 -3.07 -1.84 -2.16 -2.26
HCG18 HLA complex group 18 (nochr6p21.3 0 --- -1.01 -1.04 1.03 1.02 1.10 1.04 -1.09 -1.10 -1.96 -2.00 -1.77 -1.72
HCG18 HLA complex group 18 (nochr6p21.3 0 --- 1.07 -1.24 1.13 -1.17 -1.24 -1.21 -1.27 -1.02 -1.89 -1.82 -2.15 -1.71
HCG18 HLA complex group 18 (nochr6p21.3 0 --- 1.32 1.28 -1.09 1.03 -1.07 1.17 -1.06 -1.05 -1.84 -2.09 -2.78 -2.73
HCG22 HLA complex group 22 (nochr6p21.33 0 --- -2.60 -2.98 1.09 -1.81 1.06 2.22 1.10 1.11 1.11 1.84 1.20 2.65
HCP5 HLA complex P5 (non-prot chr6p21.3  defense response --- 1.13 -1.01 1.03 1.28 1.00 1.04 1.03 1.04 1.41 1.35 1.26 1.40
HCRP1 hepatocellular carcinoma-rechr6p21.1 0 --- 1.19 -1.14 -1.18 -1.42 1.29 1.12 -1.18 1.04 -2.46 -2.41 -1.62 -2.69
HCRT hypocretin (orexin) neuropechr17q21  phospholipase C-activating G-protein cou--- -1.20 -1.19 -2.02 -1.35 2.12 3.45 -1.11 -1.64 -1.35 1.79 -8.00 -2.66
HDAC1 histone deacetylase 1 chr1p34  negative regulation of transcription from Cell_cycle_KEGG // GenMAPP -1.08 -1.04 1.02 1.06 -1.00 -1.02 -1.01 -1.04 -1.16 -1.11 -1.36 -1.22
HDAC10 histone deacetylase 10 chr22q13.31  negative regulation of transcription from --- 1.16 1.03 -1.70 -1.37 1.28 2.72 2.24 1.07 -2.28 -1.09 -1.26 1.28
HDAC2 histone deacetylase 2 chr6q21  negative regulation of transcription from Cell_cycle_KEGG // GenMAPP -1.06 -1.03 1.13 1.05 -1.07 -1.05 -1.04 1.09 -1.57 -1.72 -1.87 -2.33
HDAC3 histone deacetylase 3 chr5q31  negative regulation of transcription from Cell_cycle_KEGG // GenMAPP -1.13 -1.05 -1.01 -1.03 1.05 1.02 1.05 1.10 1.03 1.09 -1.25 1.03
HDAC4 histone deacetylase 4 chr2q37.3  negative regulation of transcription from Cell_cycle_KEGG // GenMAPP -1.07 -1.14 -1.05 1.08 1.01 1.10 -1.07 -1.01 -1.68 -1.54 -1.80 -1.62
HDAC4 histone deacetylase 4 chr2q37.3  negative regulation of transcription from Cell_cycle_KEGG // GenMAPP 1.26 -1.04 -1.03 1.23 1.12 -1.12 1.22 -1.12 1.71 2.04 1.58 2.51
HDAC4 histone deacetylase 4 chr2q37.3  negative regulation of transcription from Cell_cycle_KEGG // GenMAPP 1.00 1.05 1.08 1.05 -1.13 1.06 -1.19 -1.19 -1.80 -1.49 -2.07 -1.81
HDAC5 histone deacetylase 5 chr17q21  negative regulation of transcription from Cell_cycle_KEGG // GenMAPP 1.74 1.53 -1.06 1.24 -2.35 -2.06 1.10 1.20 1.60 2.32 -1.40 1.23
HDAC6 histone deacetylase 6 chrXp11.23  protein polyubiquitination Cell_cycle_KEGG // GenMAPP -1.02 -1.12 1.06 1.16 -1.06 -1.14 1.02 1.13 1.08 1.08 1.08 1.55
HDAC9 histone deacetylase 9 chr7p21.1  negative regulation of transcription from --- 1.53 1.84 -1.81 -1.87 -1.25 1.13 2.77 2.42 -1.13 -1.23 -1.62 1.77
HDC histidine decarboxylase chr15q21-q22  histamine metabolic process Biogenic_Amine_Synthesis // GenMAPP -2.86 -1.01 1.87 2.04 -1.50 -4.26 -2.62 -1.34 1.15 -1.21 2.22 2.52
HDDC2 HD domain containing 2 chr6q13-q24.3  metabolic process --- 1.03 1.07 -1.05 1.10 1.14 1.10 -1.12 1.27 -1.26 -1.12 -2.42 -1.88
HDDC3 HD domain containing 3 chr15q26.1  metabolic process --- -1.00 1.03 1.02 -1.11 -1.04 -1.06 1.03 1.01 1.14 1.01 1.13 1.31
HDGFRP3 hepatoma-derived growth fachr15q25.2  cell proliferation --- 1.01 -1.04 -1.33 -1.15 -1.22 1.14 -1.28 -1.05 -1.46 -1.17 -1.48 -1.87
HDLBP high density lipoprotein bin chr2q37.3  lipid metabolic process --- 1.00 1.00 -1.05 -1.04 1.04 1.00 1.11 -1.05 1.08 -1.06 1.10 1.35
HDLBP high density lipoprotein bin chr2q37.3  lipid metabolic process --- -1.01 1.10 -1.13 -1.10 -1.06 1.07 1.06 1.01 1.19 1.03 1.21 1.43
HDLBP high density lipoprotein bin chr2q37.3  lipid metabolic process --- -1.28 -1.32 -1.11 1.04 -1.17 -1.11 1.01 1.04 1.35 1.31 1.29 1.62
HDLBP high density lipoprotein bin chr2q37.3  lipid metabolic process --- 1.02 -1.08 -1.02 1.09 -1.04 -1.02 1.18 1.14 1.09 -1.02 1.16 1.32
HEATR1 HEAT repeat containing 1 chr1q43  rRNA processing --- -1.01 -1.05 -1.05 -1.02 -1.04 -1.03 1.01 1.02 -1.13 -1.11 1.07 1.14
HEATR1 HEAT repeat containing 1 chr1q43  rRNA processing --- -1.09 -1.07 -1.09 -1.02 -1.02 -1.05 -1.02 1.10 -1.55 -1.55 -1.49 -1.23
HEATR2 HEAT repeat containing 2 chr7p22.3 0 --- -1.10 -1.09 1.01 -1.02 1.04 1.02 1.04 -1.03 -1.16 -1.12 -1.36 -1.21
HEATR3 HEAT repeat containing 3 chr16q12.1 0 --- -1.11 1.00 1.08 -1.10 -1.18 -1.12 -1.06 1.10 -1.76 -1.61 -1.20 -1.23
HEATR5A HEAT repeat containing 5Achr14q12 0 --- 1.20 1.15 -1.09 -1.05 -1.17 1.15 -1.47 -1.21 -1.59 -1.39 -1.36 -1.51
HEATR6 HEAT repeat containing 6 chr17q23.1 0 --- 1.10 -1.06 -1.02 1.09 -1.00 -1.06 1.30 1.11 1.14 -1.02 1.24 1.46
HEATR6 HEAT repeat containing 6 chr17q23.1 0 --- -1.03 -1.09 -1.10 -1.01 1.00 -1.03 1.12 1.10 -1.00 1.06 1.11 1.43
HEATR8-TTCHEATR8-TTC4 readthroug chr1p /// chr1p32.3 0 --- -1.03 -1.07 -1.07 1.07 1.04 1.02 -1.05 1.12 1.31 1.13 1.35 1.46
HEBP2 heme binding protein 2 chr6q24 0 --- -1.04 -1.03 1.03 1.04 -1.03 -1.07 1.13 1.18 1.39 1.33 1.30 1.32
HECA headcase homolog (Drosophchr6q23-q24  multicellular organismal development --- -1.03 1.00 1.03 1.07 -1.00 -1.01 1.07 1.01 1.03 1.05 1.23 1.18
HECTD1 HECT domain containing Echr14q12  neural tube closure --- -1.09 1.01 -1.05 -1.27 -1.01 -1.05 -1.22 -1.26 -1.42 -1.18 -1.07 -1.16
HECTD2 HECT domain containing Echr10q23.32  cellular protein modification process --- 1.21 1.18 -1.02 -1.07 -1.00 1.05 -1.14 -1.01 -2.22 -2.34 -2.87 -3.23
HECTD2 HECT domain containing Echr10q23.32  protein ubiquitination --- -1.01 -1.08 -1.02 -1.00 1.09 1.08 1.14 -1.07 -1.14 1.07 -1.84 -1.97
HECTD4 HECT domain containing Echr12q24.13  cellular protein modification process --- -1.06 -1.16 1.06 1.10 1.03 -1.06 -1.08 1.05 -1.11 1.04 -1.29 -1.23
HECW2 HECT, C2 and WW domainchr2q32.3  cellular protein modification process --- -1.14 -1.09 1.03 1.16 -1.06 -1.23 -1.12 -1.20 -1.74 -1.60 -1.29 -1.12
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HELB helicase (DNA) B chr12q14.3|12q  DNA replication --- 1.15 1.09 -1.39 -1.15 1.28 1.24 1.27 -1.01 1.19 1.22 1.28 -1.19
HELLS helicase, lymphoid-specific chr10q24.2  urogenital system development Apoptosis // GenMAPP 1.03 -1.01 -1.01 -1.01 -1.08 1.13 -1.20 -1.04 -2.48 -2.04 -2.48 -2.45
HELLS helicase, lymphoid-specific chr10q24.2  urogenital system development Apoptosis // GenMAPP 1.29 1.22 -1.14 -1.15 -1.15 1.06 -1.28 -1.03 -1.93 -1.71 -2.37 -2.56
HELLS helicase, lymphoid-specific chr10q24.2  urogenital system development Apoptosis // GenMAPP 1.06 1.05 1.11 -1.11 1.01 1.11 -1.50 -1.23 -1.49 -1.39 -2.10 -2.24
HELLS helicase, lymphoid-specific chr10q24.2  urogenital system development Apoptosis // GenMAPP 1.08 1.08 -1.01 -1.12 -1.08 1.00 -1.58 -1.31 -2.19 -1.56 -2.50 -2.44
HELQ helicase, POLQ-like chr4q21.23 0 --- -1.01 -1.07 1.10 -1.03 1.07 1.10 -1.06 -1.18 -1.43 -1.33 -1.05 -1.25
HELQ helicase, POLQ-like chr4q21.23 0 --- -1.15 -1.31 1.17 1.61 -1.37 -1.18 1.11 -1.13 -2.33 -2.17 -2.06 -2.95
HELZ2 helicase with zinc finger 2, chr20q13.33  transcription, DNA-dependent --- -1.10 1.03 1.09 1.15 1.34 1.05 1.39 1.35 2.88 2.52 1.95 1.94
HELZ2 helicase with zinc finger 2, chr20q13.33  transcription, DNA-dependent --- 1.51 1.16 11.15 1.93 1.41 2.95 3.60 1.11 3.99 3.64 1.56 -1.16
HEMGN hemogen chr9q22.33  multicellular organismal development --- -1.12 1.20 1.96 1.63 -4.82 -1.05 1.44 -1.41 -3.85 -1.58 1.59 -1.24
HENMT1 HEN1 methyltransferase hochr1p13.3  RNA methylation --- 1.07 1.09 1.00 -1.00 1.03 -1.01 -1.25 -1.19 -1.64 -1.61 -1.62 -1.70
HERC1 HECT and RLD domain conchr15q22  cellular protein modification process --- -1.81 1.53 -2.28 -1.52 -2.32 -7.83 -1.21 -3.37 1.61 -1.30 -1.25 -2.63
HERC1 HECT and RLD domain conchr15q22  cellular protein modification process --- 1.19 1.10 -1.01 -1.00 -1.21 1.07 -1.19 -1.17 -1.75 -1.34 -1.37 -1.46
HERC2 HECT and RLD domain conchr15q13  DNA repair --- -1.06 -1.02 1.01 1.11 -1.00 -1.10 -1.06 1.15 -1.53 -1.37 -2.49 -1.85
HERC2P2 /// Hhect domain and RLD 2 psechr15q11.2 /// chr150 --- 1.52 1.47 1.13 1.18 1.11 1.10 -1.12 -1.12 -1.99 -2.05 -1.74 -2.09
HERC2P3 hect domain and RLD 2 psechr15q11.1  protein ubiquitination --- -1.23 -1.17 1.27 1.27 -1.02 1.03 1.10 -1.10 -2.57 -1.54 -3.98 -3.56
HERC3 HECT and RLD domain conchr4q21  protein ubiquitination --- -1.08 -1.30 1.10 -1.21 -1.45 -1.14 4.30 1.89 3.01 2.70 1.34 1.63
HERC4 HECT and RLD domain conchr10q21.3  cellular protein modification process --- 1.01 1.06 -1.09 -1.12 -1.22 -1.02 -1.04 1.02 -1.09 1.15 1.06 1.06
HERC4 HECT and RLD domain conchr10q21.3  spermatogenesis --- -1.34 -1.15 -1.00 -1.23 -1.19 1.01 -1.15 -1.08 1.69 1.80 2.24 1.78
HERC5 HECT and RLD domain conchr4q22.1  regulation of cyclin-dependent protein se --- 1.08 1.11 1.18 -1.00 -1.01 -1.04 3.16 2.40 2.34 1.68 1.96 1.25
HERC6 HECT and RLD domain conchr4q22.1  cellular protein modification process --- 1.03 -1.11 1.08 1.27 1.12 -1.01 2.24 1.77 1.20 -1.03 -1.85 -1.70
HERPUD1 homocysteine-inducible, en chr16q13  ubiquitin-dependent protein catabolic proCircadian_Exercise // GenMAPP 1.10 1.12 1.07 -1.02 1.01 1.04 -1.16 -1.18 -1.01 1.07 1.24 1.25
HES1 hairy and enhancer of split 1chr3q28-q29  negative regulation of transcription from --- 1.44 1.21 1.05 -1.06 -1.09 -1.16 1.05 1.36 1.68 1.23 1.48 1.13
HES1 hairy and enhancer of split 1chr3q28-q29  negative regulation of transcription from --- 1.17 1.27 -1.03 -1.15 1.21 1.11 1.22 1.27 1.72 1.59 2.09 1.72
HESX1 HESX homeobox 1 chr3p14.3  transcription, DNA-dependent --- 1.31 1.22 -1.21 -1.02 -1.12 -1.12 1.18 1.06 -1.92 -2.07 -2.05 -2.08
HEXDC hexosaminidase (glycosyl h chr17q25.3  carbohydrate metabolic process --- 1.00 -1.04 -1.06 1.11 -1.08 -1.05 1.07 1.04 1.02 -1.39 -2.13 -1.67
HEXIM1 hexamethylene bis-acetamidchr17q21.31  negative regulation of transcription from --- -1.03 -1.11 1.06 -1.02 1.08 -1.04 -1.49 -1.06 -1.20 -1.28 -1.12 1.06
HEXIM1 hexamethylene bis-acetamidchr17q21.31  negative regulation of transcription from --- -1.03 -1.06 -1.01 -1.11 1.05 1.00 -1.41 -1.17 -1.52 -1.30 -1.10 -1.03
HEY1 hairy/enhancer-of-split relatchr8q21  negative regulation of transcription from --- 1.02 1.01 -1.03 1.05 -1.13 -1.08 1.12 1.06 1.12 1.37 1.39 1.64
HEY1 hairy/enhancer-of-split relatchr8q21  negative regulation of transcription from --- 1.18 1.16 1.14 1.10 1.01 -1.08 1.31 1.06 1.06 1.66 1.79 1.77
HFE hemochromatosis chr6p21.3  positive regulation of T cell mediated cyt --- 1.26 -1.03 1.08 -1.01 -1.46 -1.08 1.41 -1.09 -1.01 -1.18 1.18 1.18
HGD homogentisate 1,2-dioxygenchr3q13.33  cellular amino acid metabolic process --- 1.66 2.60 -2.52 -4.12 2.27 2.86 1.35 1.44 3.79 1.04 5.31 2.49
HGD homogentisate 1,2-dioxygenchr3q13.33  cellular amino acid metabolic process --- 1.17 -1.70 -1.68 -1.74 -1.80 1.06 -2.19 1.32 -1.36 -2.78 2.46 -1.88
HGF hepatocyte growth factor (h chr7q21.1  activation of MAPK activity --- -5.55 1.18 -1.38 -4.89 1.32 2.06 -3.45 1.18 1.19 2.68 1.18 1.36
HGSNAT heparan-alpha-glucosaminidchr8p11.1  carbohydrate metabolic process --- 1.44 1.39 -1.11 -1.39 -1.42 -1.06 1.13 1.24 -1.93 -2.29 -3.76 -1.52
HGSNAT heparan-alpha-glucosaminidchr8p11.1  carbohydrate metabolic process --- 1.08 -1.00 1.04 -1.23 1.35 1.09 -1.04 -1.62 -1.44 -1.68 -2.25 -2.79
HGSNAT heparan-alpha-glucosaminidchr8p11.1  carbohydrate metabolic process --- -1.01 -1.03 1.04 1.04 -1.05 -1.02 -1.30 -1.07 -1.85 -1.74 -1.59 -1.77
HGSNAT heparan-alpha-glucosaminidchr8p11.1  carbohydrate metabolic process --- 1.02 1.00 1.12 1.10 1.11 1.08 -1.08 -1.01 -1.88 -2.10 -1.70 -1.75
HGSNAT heparan-alpha-glucosaminidchr8p11.1  carbohydrate metabolic process --- 1.27 1.58 -1.42 -1.47 1.12 -1.95 -1.16 1.06 -1.57 -2.35 -1.36 -1.25
HHLA3 HERV-H LTR-associating 3chr1p31.1 0 --- 1.01 -1.10 1.10 1.28 1.29 1.31 -1.03 -1.02 1.12 1.30 1.29 1.34
HIAT1 hippocampus abundant tran chr1p21.2  transport --- 1.12 1.10 1.04 1.01 -1.08 -1.00 1.10 1.00 1.03 1.06 1.34 1.15
HIATL1 hippocampus abundant tran chr9q22.32  transport --- 1.13 1.15 -1.03 -1.05 -1.05 1.01 -1.23 -1.20 -1.30 -1.17 -1.25 -1.45
HIATL2 hippocampus abundant tran chr9q22.33  transport --- 1.26 1.42 -1.31 1.04 -1.30 1.00 -1.30 -1.33 1.15 1.36 -1.06 -1.09
HIBCH 3-hydroxyisobutyryl-CoA hchr2q32.2  valine catabolic process --- 1.16 -1.09 1.15 1.04 -1.01 1.08 1.11 1.08 -1.39 -1.33 -1.42 -1.36
HIBCH 3-hydroxyisobutyryl-CoA hchr2q32.2  valine catabolic process --- 1.05 -1.01 1.14 1.21 1.05 1.04 1.03 1.06 -1.16 -1.21 -1.36 -1.37
HIC2 hypermethylated in cancer 2chr22q11.21  transcription, DNA-dependent --- -1.00 -1.54 1.48 1.63 1.60 -1.28 -1.69 -1.50 -1.25 -1.70 3.45 4.94
HIF1AN hypoxia inducible factor 1, chr10q24  transcription, DNA-dependent --- -1.01 -1.05 1.05 1.26 1.06 1.12 -1.05 1.06 -1.38 -1.15 -1.09 1.04
HIF1AN hypoxia inducible factor 1, chr10q24  transcription, DNA-dependent --- -1.01 -1.04 -1.03 1.01 -1.18 -1.01 -1.17 -1.03 -1.25 -1.23 -1.03 -1.00
HIF3A hypoxia inducible factor 3, chr19q13.32  response to hypoxia --- -1.35 -2.31 -3.71 1.39 2.23 1.74 -1.44 -1.14 -1.29 -1.02 2.12 1.43
HIGD1A HIG1 hypoxia inducible domchr3p22.1  response to stress --- 1.02 1.06 -1.01 1.04 1.03 1.03 1.02 -1.04 1.05 1.08 -1.12 -1.22
HIGD1A HIG1 hypoxia inducible domchr3p22.1  response to stress --- -1.00 1.07 -1.07 -1.04 -1.05 1.05 -1.14 -1.15 -1.13 1.07 -1.12 -1.20
HIGD1A HIG1 hypoxia inducible domchr3p22.1  response to stress --- 1.18 1.09 -1.04 -1.02 -1.19 1.11 -1.73 -1.39 -1.71 -1.63 -1.76 -1.69
HIGD1B HIG1 hypoxia inducible domchr17q21.31 0 --- -2.14 1.06 3.42 1.02 -1.46 2.16 1.13 2.01 -2.97 -4.63 1.41 -1.20
HILPDA hypoxia inducible lipid dropchr7q32.1  positive regulation of cytokine production--- -1.10 -1.10 1.14 1.11 -1.07 -1.13 1.28 1.20 1.87 2.67 1.78 2.82
HILPDA hypoxia inducible lipid dropchr7q32.1  positive regulation of cytokine production--- -1.21 -1.26 1.11 -1.12 1.06 1.05 1.47 1.04 1.79 2.89 1.88 3.05
HINFP histone H4 transcription fac chr11q23.3  DNA damage checkpoint --- -1.28 -1.46 -1.01 1.02 1.09 1.23 1.21 1.31 1.17 1.05 1.51 1.52
HINT1 histidine triad nucleotide binchr5q31.2  transcription, DNA-dependent --- -1.07 -1.01 -1.06 -1.02 1.02 -1.05 1.12 1.05 1.33 1.13 1.04 1.07
HIP1 huntingtin interacting proteichr7q11.23  transcription, DNA-dependent --- 1.18 1.11 1.09 1.01 -1.13 1.06 -1.03 1.14 1.14 1.17 -1.22 -1.43
HIP1R huntingtin interacting proteichr12q24  endocytosis --- -1.01 -1.06 1.12 1.04 -1.00 -1.02 1.38 1.18 -1.09 -1.07 -1.30 -1.43
HIP1R huntingtin interacting proteichr12q24  endocytosis --- -1.13 -1.15 1.00 -1.03 1.00 -1.04 1.30 1.12 -1.14 -1.12 -1.19 -1.36
HIPK1 homeodomain interacting prchr1p13.2  eye development --- 1.02 1.05 -1.03 1.00 -1.11 1.00 -1.13 -1.11 1.01 1.08 -1.09 -1.24
HIPK2 homeodomain interacting prchr7q32-q34  negative regulation of transcription from --- -1.36 -1.51 1.05 1.35 -1.47 -1.82 1.04 1.19 3.62 2.72 1.98 2.25
HIPK2 homeodomain interacting prchr7q32-q34  negative regulation of transcription from --- 1.09 1.01 1.13 1.14 1.32 1.06 1.18 1.12 2.67 1.96 2.17 2.37
HIPK2 homeodomain interacting prchr7q32-q34  negative regulation of transcription from --- -1.16 1.09 -1.16 1.43 2.15 -1.07 3.53 3.12 3.46 1.71 1.59 1.72
HIPK2 homeodomain interacting prchr7q32-q34  negative regulation of transcription from --- 1.37 1.16 1.04 -1.10 1.02 1.11 -1.45 -1.15 -1.42 -1.14 -1.38 -1.58
HIPK3 homeodomain interacting prchr11p13  transcription, DNA-dependent --- -1.12 -1.52 1.11 1.04 1.49 1.60 1.36 -1.27 1.94 2.07 1.85 2.16
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HIRA histone cell cycle regulator chr22q11.21  osteoblast differentiation --- 1.19 1.16 -1.14 -1.02 1.07 -1.31 1.02 1.22 -1.62 -1.66 -1.22 -1.31
HIRIP3 HIRA interacting protein 3 chr16p11.2  chromatin assembly or disassembly --- -1.03 -1.09 -1.02 -1.07 -1.07 -1.05 -1.10 1.01 -1.43 -1.27 -1.32 -1.13
HIRIP3 HIRA interacting protein 3 chr16p11.2  chromatin assembly or disassembly --- 1.24 1.09 1.12 -1.06 1.09 -1.05 1.25 1.09 -1.57 -1.54 -1.74 -1.62
HIST1H1C histone cluster 1, H1c chr6p21.3  nucleosome assembly --- -1.06 -1.12 -1.01 1.10 -1.11 -1.20 1.18 1.17 1.23 1.13 1.62 1.64
HIST1H2AB /histone cluster 1, H2ab /// h chr6p22.1  nucleosome assembly --- -1.10 -1.08 -1.00 1.03 -1.06 -1.12 1.01 -1.04 1.30 1.17 1.88 1.75
HIST1H2AC histone cluster 1, H2ac chr6p22.1  nucleosome assembly --- 1.03 1.04 -1.00 1.03 1.03 1.05 -1.13 -1.14 -1.28 -1.04 -1.54 -1.55
HIST1H2AG histone cluster 1, H2ag /// h chr6p21.33 /// chr6p nucleosome assembly --- -1.00 1.02 1.08 -1.04 -1.05 -1.05 1.04 1.01 1.06 1.17 1.37 1.21
HIST1H2AG histone cluster 1, H2ag /// h chr6p21.33 /// chr6p nucleosome assembly --- -1.04 -1.00 -1.06 1.01 -1.06 -1.09 -1.24 -1.01 -2.33 -1.61 -1.10 -1.14
HIST1H2BC histone cluster 1, H2bc chr6p22.1  nucleosome assembly --- -1.18 -1.08 1.12 -1.06 -1.07 1.15 -1.18 1.14 -1.37 1.07 -1.30 1.20
HIST1H2BC /histone cluster 1, H2bc /// h chr6p21.3 /// chr6p2 nucleosome assembly --- -1.01 -1.07 1.04 1.05 1.03 1.15 -1.01 -1.07 1.33 1.32 1.75 1.68
HIST1H2BC /histone cluster 1, H2bc /// h chr6p21.3 /// chr6p2 nucleosome assembly --- 1.05 -1.06 -1.00 1.05 -1.00 1.09 -1.10 -1.13 1.22 1.27 2.05 1.87
HIST1H2BC /histone cluster 1, H2bc /// h chr6p21.3 /// chr6p2 nucleosome assembly --- 1.17 -1.17 -1.19 -1.10 1.11 1.37 1.22 1.16 1.54 2.35 2.87 1.92
HIST1H2BC /histone cluster 1, H2bc /// h chr6p21.3 /// chr6p2 nucleosome assembly --- -1.17 -1.36 -1.34 -1.42 -1.02 -1.06 -1.10 -1.15 1.36 1.60 1.91 1.87
HIST1H2BC /histone cluster 1, H2bc /// h chr6p21.3 /// chr6p2 nucleosome assembly --- -1.31 -1.21 -1.09 -1.12 1.05 -1.08 -1.08 -1.14 -1.06 1.22 1.31 1.42
HIST1H2BD histone cluster 1, H2bd chr6p21.3  nucleosome assembly --- -1.09 1.09 -1.10 -1.12 -1.02 -1.17 -1.07 -1.02 1.15 1.10 1.64 1.42
HIST1H2BD histone cluster 1, H2bd chr6p21.3  nucleosome assembly --- -1.02 1.01 1.07 -1.02 1.06 -1.14 -1.07 -1.06 -1.17 1.07 1.49 1.58
HIST1H2BH histone cluster 1, H2bh chr6p21.3  nucleosome assembly --- 1.05 -1.08 1.01 -1.01 1.01 1.09 -1.12 -1.01 1.19 1.38 1.57 1.53
HIST1H2BJ histone cluster 1, H2bj chr6p22.1  nucleosome assembly --- 1.54 1.25 1.01 -1.18 -1.01 -1.05 -1.24 -1.23 2.07 1.65 4.07 4.29
HIST1H2BK histone cluster 1, H2bk chr6p21.33  nucleosome assembly --- -1.05 -1.06 -1.02 -1.03 -1.04 -1.00 -1.10 -1.05 1.35 1.42 1.37 1.36
HIST1H2BL histone cluster 1, H2bl chr6p22.1  nucleosome assembly --- 1.16 1.11 1.34 -1.02 2.70 1.23 -1.06 -1.20 1.13 -1.02 1.26 1.05
HIST1H2BN histone cluster 1, H2bn chr6p22.1  nucleosome assembly Circadian_Exercise // GenMAPP -1.08 1.15 -1.05 1.18 -1.20 1.04 1.53 1.55 1.17 1.00 2.04 2.00
HIST1H3A ///histone cluster 1, H3a /// hischr6p22.1 /// chr6p2 nucleosome assembly --- 1.03 -1.15 1.21 1.49 1.57 1.38 -1.77 -1.03 1.90 1.16 2.05 1.84
HIST1H3A ///histone cluster 1, H3a /// hischr6p22.1 /// chr6p2 nucleosome assembly --- -1.20 -1.04 -1.53 -1.76 -1.15 1.24 -1.42 -1.01 1.37 -1.21 -2.02 -1.76
HIST1H3A ///histone cluster 1, H3a /// hischr6p22.1 /// chr6p2 nucleosome assembly --- -1.04 -1.15 -1.48 -1.64 -1.02 -1.00 -1.61 -1.06 -1.91 -1.71 -1.87 -1.58
HIST1H3F histone cluster 1, H3f chr6p22.2  nucleosome assembly --- -1.13 -1.03 -1.23 -1.03 -1.05 1.00 -1.02 1.05 -1.06 -1.04 1.03 1.17
HIST1H3H histone cluster 1, H3h chr6p22.1  nucleosome assembly --- -1.04 -1.06 1.00 -1.03 -1.10 -1.11 -1.11 1.03 -1.58 -1.52 -1.00 1.04
HIST1H4A ///histone cluster 1, H4a /// hischr12p12.3 /// chr1q telomere maintenance --- 1.05 1.05 -1.18 -1.35 -1.09 1.15 1.07 1.27 1.30 -1.07 1.36 1.56
HIST1H4A ///histone cluster 1, H4a /// hischr12p12.3 /// chr1q telomere maintenance --- -1.27 -1.29 1.24 1.32 1.15 1.16 -1.05 1.25 -1.81 -1.39 1.74 1.83
HIST1H4A ///histone cluster 1, H4a /// hischr12p12.3 /// chr1q telomere maintenance --- -1.10 -1.16 1.16 1.35 -1.03 1.26 -1.13 -1.33 -1.21 -1.21 -1.02 1.04
HIST2H2AA3histone cluster 2, H2aa3 /// hchr1q21.2  nucleosome assembly --- -1.15 -1.07 -1.02 -1.13 1.11 1.08 -1.02 -1.24 1.27 1.28 1.58 1.44
HIST2H2AA3histone cluster 2, H2aa3 /// hchr1q21.2  nucleosome assembly --- -1.18 -1.08 -1.02 -1.11 1.11 1.01 -1.02 -1.15 1.26 1.21 1.50 1.46
HIST2H2BE histone cluster 2, H2be chr1q21.2  nucleosome assembly --- 1.01 -1.02 -1.14 -1.07 -1.07 1.05 -1.03 -1.14 1.14 1.41 1.02 1.11
HIST3H2A histone cluster 3, H2a chr1q42.13  nucleosome assembly --- 1.03 1.03 1.01 -1.07 1.11 1.01 1.23 1.05 -1.01 1.09 -1.02 -1.17
HIVEP1 human immunodeficiency vchr6p24-p22.3  negative regulation of transcription from --- 1.39 1.15 1.06 1.17 -1.20 -1.09 -1.28 -1.11 1.17 1.01 1.43 1.00
HIVEP2 human immunodeficiency vchr6q23-q24  transcription, DNA-dependent --- -1.10 1.03 1.00 -1.34 -1.02 1.04 1.10 1.13 1.13 1.39 1.33 1.54
HIVEP2 human immunodeficiency vchr6q23-q24  transcription, DNA-dependent --- -1.09 1.00 1.03 -1.23 -1.07 1.05 1.26 1.20 1.18 1.34 1.24 1.33
HJURP Holliday junction recognitiochr2q37.1  nucleosome assembly --- 1.10 1.11 1.07 1.03 1.16 1.02 -1.17 -1.01 2.06 1.78 2.56 2.37
HK1 hexokinase 1 chr10q22  cellular glucose homeostasis Glycolysis_and_Gluconeogenesis // GenMA -1.32 -1.09 -1.02 1.06 -1.25 -1.36 1.40 1.25 2.11 1.70 1.50 2.12
HK2 hexokinase 2 chr2p13  cellular glucose homeostasis --- -1.14 -1.28 -1.27 -1.06 -1.04 -1.06 -1.14 1.29 -3.30 -4.93 -6.68 -6.65
HK2 hexokinase 2 chr2p13  cellular glucose homeostasis Glycolysis_and_Gluconeogenesis // GenMA 1.15 1.12 -1.04 1.02 -1.23 -1.02 1.07 -1.01 1.52 1.88 1.82 2.19
HKR1 /// LOCHKR1, GLI-Kruppel zinc fichr19q13.12  transcription, DNA-dependent --- 1.05 -1.21 -1.05 1.10 1.15 1.04 1.07 1.08 1.00 -1.07 1.46 1.62
HLA-DMA major histocompatibility co chr6p21.3  antigen processing and presentation of peCircadian_Exercise // GenMAPP -1.06 -1.11 1.06 1.14 -1.08 -1.05 1.11 1.07 -1.09 -1.03 1.01 1.14
HLA-DMB major histocompatibility co chr6p21.3  antigen processing and presentation of pe--- -1.24 -1.49 -1.22 -1.30 1.18 1.08 -1.07 1.19 1.10 1.43 1.17 1.40
HLA-DOA major histocompatibility co chr6p21.3  antigen processing and presentation of pe--- -2.51 -2.12 -1.20 1.51 -2.10 -1.82 1.60 1.15 4.50 5.41 -2.11 -1.74
HLA-DQA1 //major histocompatibility co chr6p21.3  antigen processing and presentation of pe--- -2.50 -2.26 -1.25 1.69 3.15 4.44 -2.32 1.09 -1.49 -1.01 2.20 1.43
HLA-DQA1 //major histocompatibility co chr6p21.3  antigen processing and presentation of pe--- 1.12 -1.30 1.02 1.27 1.51 1.83 1.27 1.06 2.23 1.59 1.48 1.73
HLA-DQB1 major histocompatibility co chr6p21.3  immunoglobulin production involved in i--- 4.29 -2.28 2.21 4.17 4.03 -1.57 8.19 2.48 2.13 2.81 1.88 1.41
HLA-DQB1 major histocompatibility co chr6p21.3  immunoglobulin production involved in i--- 1.19 1.26 -1.01 -1.02 1.13 1.17 1.07 -1.20 1.19 1.26 1.83 2.53
HLA-DQB1 major histocompatibility co chr6p21.3  immunoglobulin production involved in i--- -1.07 -1.21 -1.14 1.09 -1.04 -1.46 1.39 1.05 1.16 1.35 1.74 2.16
HLA-DQB1 //major histocompatibility co chr6p21.3  immunoglobulin production involved in i--- -2.05 -2.31 1.35 1.51 1.14 2.35 -1.07 1.06 1.23 -1.00 1.25 1.74
HLA-DQB1 //major histocompatibility co chr6p21.3  immunoglobulin production involved in i--- 1.09 -1.21 1.08 1.27 1.05 -1.22 1.46 1.12 1.57 1.49 1.68 2.16
HLA-DQB1 //major histocompatibility co chr6p21.3  immunoglobulin production involved in i--- 1.18 -1.08 -1.01 -1.08 1.28 1.29 1.37 1.27 1.48 1.49 1.37 1.78
HLA-DQB1 //major histocompatibility co chr6p21.3  immunoglobulin production involved in i--- 2.47 1.17 1.24 3.63 -3.18 -1.23 1.52 -1.15 2.09 4.23 1.66 2.96
HLA-DRA major histocompatibility co chr6p21.3  antigen processing and presentation of pe--- 1.10 1.07 -1.10 -1.15 1.07 1.02 1.23 -1.06 1.05 1.15 1.31 1.26
HLA-DRA major histocompatibility co chr6p21.3  antigen processing and presentation of pe--- -1.06 1.04 1.28 1.10 1.13 1.16 1.17 -1.16 1.12 1.01 1.32 1.45
HLA-DRB1 //major histocompatibility co chr6p21.3  immunoglobulin production involved in i--- -1.08 1.42 -1.12 -1.10 1.15 1.62 -1.29 -1.11 1.07 1.20 1.55 1.97
HLA-DRB1 //major histocompatibility co chr6p21.3  immunoglobulin production involved in i--- -1.17 -1.25 -1.08 -1.03 1.31 1.04 1.16 -1.07 1.69 1.52 1.53 1.68
HLA-DRB1 //major histocompatibility co chr6p21.3  immunoglobulin production involved in i--- -1.02 -1.06 1.04 1.08 -1.03 -1.20 1.29 1.17 1.61 1.42 1.47 1.58
HLA-DRB1 //major histocompatibility co chr6p21.3  immunoglobulin production involved in i--- -1.04 -1.17 -1.16 1.08 1.14 1.01 1.06 1.01 1.56 1.51 1.43 1.62
HLA-DRB1 //major histocompatibility co chr6p21.3  immunoglobulin production involved in i--- -1.08 -1.12 -1.06 -1.00 -1.06 -1.29 1.12 1.06 1.29 1.33 1.20 1.39
HLA-DRB4 major histocompatibility co chr6p21.3  immunoglobulin production involved in i--- -1.07 -2.00 -3.23 -2.14 -1.19 1.28 -3.06 -1.16 -1.91 -3.52 4.26 1.08
HLA-DRB6 //major histocompatibility co chr6p21.3 0 --- -1.03 -1.02 -1.07 1.37 1.12 1.05 1.03 1.03 1.23 1.11 1.82 1.71
HLA-E major histocompatibility co chr6p21.3  positive regulation of T cell mediated cytProteasome_Degradation // GenMAPP -1.12 -1.11 1.02 1.03 1.12 1.05 1.19 1.07 1.48 1.27 1.61 1.65
HLA-E major histocompatibility co chr6p21.3  positive regulation of T cell mediated cytProteasome_Degradation // GenMAPP -1.03 1.04 -1.02 1.17 -1.14 1.06 1.12 1.21 1.23 1.58 1.40 1.55
HLA-E major histocompatibility co chr6p21.3  positive regulation of T cell mediated cytProteasome_Degradation // GenMAPP -1.03 -1.07 1.03 1.03 -1.01 -1.13 1.35 1.17 1.61 1.39 1.70 1.78
HLA-F major histocompatibility co chr6p21.3  positive regulation of T cell mediated cytProteasome_Degradation // GenMAPP -1.06 1.01 1.04 -1.05 -1.10 1.36 2.03 1.40 1.13 1.25 1.54 1.55
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HLCS holocarboxylase synthetase chr21q22.13  cellular protein modification process --- 1.02 -1.18 1.25 1.80 1.07 -1.06 -1.01 1.02 -1.41 -1.37 -1.63 -1.37
HLCS holocarboxylase synthetase chr21q22.13  cellular protein modification process --- -1.00 1.04 1.03 1.10 -1.00 -1.14 1.28 -1.04 -1.81 -1.88 -1.54 -1.10
HLF hepatic leukemia factor chr17q22  transcription, DNA-dependent --- -1.67 -4.74 2.17 2.45 -1.62 -1.52 1.99 -1.13 1.37 1.43 1.09 1.11
HLF hepatic leukemia factor chr17q22  transcription, DNA-dependent --- 1.46 1.25 -1.66 -1.33 -1.43 -1.29 1.06 1.30 -1.65 -1.46 -1.29 -1.10
HLF hepatic leukemia factor chr17q22  transcription, DNA-dependent --- -1.04 -1.14 1.56 1.66 3.18 3.16 -1.25 -1.02 -2.45 -1.07 1.30 1.08
HLTF helicase-like transcription fachr3q25.1-q26.1  ATP catabolic process --- 1.13 1.19 1.02 -1.04 -1.01 -1.03 -1.07 -1.09 -1.38 -1.36 -1.21 -1.46
HM13 histocompatibility (minor) 1chr20q11.21  proteolysis --- -1.02 -1.03 -1.03 -1.04 1.14 1.00 1.12 -1.04 1.20 -1.09 1.24 1.36
HM13 histocompatibility (minor) 1chr20q11.21  proteolysis --- -1.01 -1.33 -1.05 -1.02 -1.31 -1.21 -1.05 1.03 -1.04 -1.13 1.09 1.14
HMG20B high mobility group 20B chr19p13.3  chromatin organization --- -1.25 -1.41 -1.00 -1.18 1.43 1.62 1.22 -1.04 1.86 1.32 1.47 1.76
HMG20B high mobility group 20B chr19p13.3  chromatin organization --- 1.03 -1.05 1.06 1.17 -1.01 -1.02 1.14 1.16 1.84 1.48 1.55 1.56
HMG20B high mobility group 20B chr19p13.3  chromatin organization --- -1.11 -1.04 1.10 -1.09 1.11 1.13 1.01 -1.12 1.74 1.64 1.36 1.33
HMGA1 high mobility group AT-hoochr6p21  DNA unwinding involved in replication --- -1.04 -1.02 -1.01 1.04 -1.00 -1.03 1.14 1.00 1.40 1.10 1.06 -1.03
HMGB1 high mobility group box 1 chr13q12  negative regulation of transcription from --- -1.16 -1.03 -1.06 -1.06 -1.16 -1.11 -1.07 -1.04 1.05 1.12 -1.10 -1.07
HMGB1 high mobility group box 1 chr13q12  negative regulation of transcription from --- 1.15 1.14 -1.03 -1.02 -1.09 -1.03 -1.13 -1.10 -1.17 -1.18 -1.49 -1.82
HMGB1 high mobility group box 1 chr13q12  negative regulation of transcription from --- -1.09 -1.06 -1.03 -1.06 1.02 1.00 -1.05 -1.07 -1.02 1.03 -1.13 -1.21
HMGB1 high mobility group box 1 chr13q12  negative regulation of transcription from --- 1.23 1.18 -1.02 -1.02 -1.03 1.08 -1.30 -1.18 -1.56 -1.39 -1.53 -1.74
HMGB1 high mobility group box 1 chr13q12  negative regulation of transcription from --- -1.03 1.07 1.00 -1.02 1.03 -1.01 -1.02 -1.15 1.12 -1.01 -1.03 -1.10
HMGB3 high mobility group box 3 chrXq28  DNA recombination --- 1.13 1.18 -1.03 -1.01 -1.03 -1.04 -1.67 -1.25 -1.44 -1.65 -1.06 -1.20
HMGCL 3-hydroxymethyl-3-methylgchr1p36.1-p35  liver development Synthesis_and_Degradation_of_Keton_Bodi -1.18 -1.18 -1.10 1.00 1.17 1.14 1.28 1.14 1.28 1.36 1.03 1.38
HMGCR 3-hydroxy-3-methylglutarylchr5q13.3-q14  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP /// St 1.12 1.14 1.06 -1.05 -1.04 1.06 -1.05 -1.13 1.46 1.43 2.05 1.85
HMGCR 3-hydroxy-3-methylglutarylchr5q13.3-q14  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP /// St 1.14 1.09 1.05 -1.12 -1.12 -1.02 -1.04 -1.06 1.66 1.83 2.55 2.58
HMGCS1 3-hydroxy-3-methylglutarylchr5p14-p13  response to acid Cholesterol_Biosynthesis // GenMAPP 1.06 1.01 -1.00 1.12 1.04 1.04 -1.14 1.04 1.47 1.39 2.07 2.08
HMGCS1 3-hydroxy-3-methylglutarylchr5p14-p13  response to acid Cholesterol_Biosynthesis // GenMAPP 1.04 -1.00 -1.11 -1.13 1.23 1.08 1.04 -1.08 2.21 1.82 3.36 3.33
HMGN1 high mobility group nucleoschr21q22.2  pyrimidine dimer repair by nucleotide-ex --- 1.03 1.08 -1.10 -1.04 -1.07 -1.09 1.07 -1.03 1.31 1.14 1.08 1.04
HMGN1 high mobility group nucleoschr21q22.2  pyrimidine dimer repair by nucleotide-ex --- -1.09 -1.01 -1.13 -1.01 -1.29 -1.04 -1.31 -1.25 -1.39 -1.04 -1.25 -1.25
HMGN2 high mobility group nucleoschr1p36.1  chromatin organization --- -1.06 1.07 -1.08 -1.04 -1.03 -1.07 1.08 -1.03 1.11 -1.00 -1.09 -1.13
HMGN2P46 high mobility group nucleoschr15q21.1 0 --- 1.18 1.03 -1.04 1.01 -1.54 1.01 1.02 1.40 2.43 2.58 3.53 2.29
HMGN3 high mobility group nucleoschr6q14.1  regulation of transcription from RNA pol--- 1.01 1.09 -1.07 -1.06 -1.05 -1.01 -1.12 -1.05 -1.69 -1.42 -1.82 -1.86
HMGN4 high mobility group nucleoschr6p21.3 0 --- 1.11 1.04 -1.08 -1.12 -1.11 1.05 -1.21 -1.13 -1.19 1.01 -1.29 -1.38
HMGN4 high mobility group nucleoschr6p21.3 0 --- 1.19 1.13 -1.01 1.05 -1.13 1.12 -1.29 -1.23 -1.13 1.06 -1.20 -1.28
HMGN5 high mobility group nucleoschrXq13.3  transcription, DNA-dependent --- 1.38 1.13 1.13 1.04 -1.03 1.07 -1.11 1.07 -1.44 -1.59 -2.06 -1.91
HMGN5 high mobility group nucleoschrXq13.3  transcription, DNA-dependent --- 1.50 1.34 -1.08 1.02 1.02 1.02 -1.12 1.19 -1.33 -1.22 -2.36 -2.79
HMGXB3 HMG box domain containinchr5q32  phosphorylation --- -1.12 -1.15 1.07 1.20 1.06 1.16 1.07 -1.04 1.22 1.26 1.19 1.12
HMGXB4 HMG box domain containinchr22q13.1  endosome to lysosome transport --- -1.07 -1.07 1.08 1.05 1.08 1.04 1.35 1.19 1.27 1.07 1.23 1.31
HMHA1 histocompatibility (minor) Hchr19p13.3  signal transduction --- 1.15 1.09 -1.10 1.21 -1.25 -1.14 1.31 1.12 1.59 1.26 -1.03 1.35
HMMR hyaluronan-mediated motili chr5q33.2-qter  carbohydrate metabolic process --- 1.06 1.04 -1.13 -1.10 -1.02 -1.03 -1.19 1.01 -1.38 -1.22 -1.05 -1.24
HMMR hyaluronan-mediated motili chr5q33.2-qter  carbohydrate metabolic process --- 1.05 1.03 -1.01 1.09 -1.11 -1.02 -1.34 -1.11 -1.34 -1.20 -1.06 -1.01
HMOX1 heme oxygenase (decycling chr22q13.1  angiogenesis --- -1.14 -1.05 -1.06 -1.56 1.06 -1.08 -1.24 -1.06 2.06 3.52 2.95 1.94
HMOX2 heme oxygenase (decycling chr16p13.3  response to hypoxia --- -1.11 -1.08 1.05 1.01 1.17 1.07 1.04 -1.01 1.04 -1.12 1.26 1.34
HMX2 H6 family homeobox 2 chr10q26.13  transcription, DNA-dependent --- -1.06 -1.07 -1.02 -1.17 -1.02 -1.25 -1.33 1.11 -1.32 -1.55 -1.03 -1.11
HN1 hematological and neurologchr17q25.1 0 --- -1.06 -1.02 -1.08 -1.00 1.01 -1.01 1.02 -1.00 1.40 1.34 1.25 1.30
HN1 hematological and neurologchr17q25.1 0 --- -1.09 -1.03 -1.03 -1.03 1.03 -1.02 -1.06 -1.03 1.28 1.15 1.14 1.13
HN1L hematological and neurologchr16p13.3 0 --- -1.05 1.01 -1.04 -1.00 -1.07 -1.06 -1.07 1.00 1.03 1.05 -1.11 -1.06
HN1L hematological and neurologchr16p13.3 0 --- -1.03 1.01 1.27 1.04 1.13 1.03 -1.00 -1.32 -1.23 -1.08 1.23 1.48
HNMT histamine N-methyltransfer chr2q22.1  response to tumor cell --- -1.17 1.09 -1.18 -1.43 -1.26 -1.25 -1.41 -1.05 -1.67 -1.65 -2.93 -3.37
HNMT histamine N-methyltransfer chr2q22.1  response to tumor cell --- 1.09 1.04 1.05 -1.03 1.02 -1.15 1.40 1.20 2.94 1.93 2.93 2.50
HNMT histamine N-methyltransfer chr2q22.1  response to tumor cell --- -1.00 -1.08 1.14 -1.07 1.01 -1.06 -1.13 1.02 -2.05 -1.92 -2.61 -2.65
HNRNPA0 NULL ---  mRNA splicing, via spliceosome --- -1.01 1.00 1.09 -1.02 -1.02 1.09 -1.72 -1.32 -1.74 -1.56 -1.72 -1.65
HNRNPA0 heterogeneous nuclear ribonchr5q31  mRNA splicing, via spliceosome --- 1.03 1.04 -1.05 -1.02 -1.02 -1.01 -1.22 -1.17 -1.46 -1.41 -1.41 -1.43
HNRNPA1 heterogeneous nuclear ribonchr12q13.1  alternative mRNA splicing, via spliceoso --- 1.03 1.03 -1.01 1.03 -1.02 -1.01 1.19 -1.03 1.13 -1.01 -1.19 -1.39
HNRNPA1 heterogeneous nuclear ribonchr12q13.1  alternative mRNA splicing, via spliceoso --- 1.80 1.41 1.05 1.13 1.07 1.28 1.07 1.18 -2.05 -1.64 -1.67 -1.41
HNRNPA1 /// heterogeneous nuclear ribonchr10q11.22 /// chr1 alternative mRNA splicing, via spliceoso --- -1.03 1.04 1.01 -1.02 1.04 -1.02 1.12 -1.02 1.11 -1.00 -1.23 -1.31
HNRNPA1P3 heterogeneous nuclear ribon--- 0 --- 1.22 1.07 -1.04 -1.04 -1.27 1.11 -1.19 -1.11 -1.50 -1.15 -1.79 -1.73
HNRNPA2B1heterogeneous nuclear ribonchr7p15  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.05 1.06 -1.06 -1.00 1.01 -1.10 1.05 -1.02 1.19 1.08 -1.12 -1.20
HNRNPA2B1heterogeneous nuclear ribonchr7p15  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.05 -1.03 1.01 1.09 1.09 1.06 -1.05 -1.02 -1.36 -1.40 -1.21 -1.12
HNRNPA3 heterogeneous nuclear ribonchr2q31.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.05 -1.02 -1.05 -1.09 1.11 1.07 -1.23 -1.16 1.01 -1.04 -1.24 -1.27
HNRNPA3 heterogeneous nuclear ribonchr2q31.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.03 1.01 -1.05 1.01 1.00 1.05 -1.08 -1.02 -1.20 1.02 -1.97 -1.95
HNRNPA3 heterogeneous nuclear ribonchr2q31.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.08 1.12 1.00 -1.02 -1.07 1.04 -1.28 -1.10 -1.21 -1.13 -1.48 -1.47
HNRNPA3 /// heterogeneous nuclear ribonchr10q11.21 /// chr2 mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.03 1.05 -1.03 1.07 -1.14 -1.04 1.01 1.03 1.20 1.10 -1.23 -1.29
HNRNPA3 /// heterogeneous nuclear ribonchr10q11.21 /// chr2 mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.05 1.03 -1.05 -1.01 -1.04 1.00 -1.10 -1.07 -1.25 1.00 -1.81 -1.80
HNRNPA3 /// heterogeneous nuclear ribonchr10q11.21 /// chr2 mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.00 1.03 -1.09 -1.03 -1.10 -1.02 -1.04 -1.04 1.06 1.14 -1.29 -1.32
HNRNPAB heterogeneous nuclear ribonchr5q35.3  epithelial to mesenchymal transition mRNA_processing_Reactome // GenMAPP 1.09 1.11 -1.01 -1.00 1.04 1.01 -1.03 -1.01 -1.01 -1.17 -1.07 -1.22
HNRNPC heterogeneous nuclear ribonchr14q11.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.20 -1.04 -1.00 -1.05 1.30 1.21 -1.01 1.11 -1.51 -1.32 -2.52 -1.35
HNRNPC heterogeneous nuclear ribonchr14q11.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.02 1.03 -1.07 -1.09 1.04 1.05 1.03 -1.02 1.04 1.14 1.18 1.14
HNRNPCL1 /heterogeneous nuclear ribonchr1p36.21 0 --- 1.28 1.52 1.39 -1.06 1.29 -1.01 -1.10 1.22 1.66 1.41 1.01 -1.27
HNRNPD heterogeneous nuclear ribonchr4q21  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.03 1.15 -1.09 -1.09 1.03 1.00 -1.12 -1.07 -1.21 -1.18 -1.56 -1.76
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HNRNPD heterogeneous nuclear ribonchr4q21  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.04 1.08 -1.06 -1.07 -1.08 1.04 -1.09 -1.05 -1.33 -1.19 -1.43 -1.66
HNRNPD heterogeneous nuclear ribonchr4q21  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.01 1.03 -1.00 -1.01 1.01 1.02 -1.30 -1.22 -1.52 -1.33 -1.69 -1.66
HNRNPD heterogeneous nuclear ribonchr4q21  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.57 2.12 1.22 1.33 1.02 1.37 1.45 -1.01 -1.53 -1.54 -2.44 -1.93
HNRNPD heterogeneous nuclear ribonchr4q21  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.15 1.15 1.04 -1.09 -1.10 1.01 -1.30 -1.20 -1.45 -1.23 -1.66 -2.02
HNRNPD heterogeneous nuclear ribonchr4q21  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.23 1.32 1.04 1.08 1.05 -1.02 -1.22 1.01 -1.91 -1.72 -2.15 -2.51
HNRNPDL heterogeneous nuclear ribonchr4q21.22  transcription, DNA-dependent --- 1.09 1.09 -1.08 -1.07 -1.07 -1.09 -1.18 -1.21 -1.04 -1.20 1.01 -1.21
HNRNPDL heterogeneous nuclear ribonchr4q21.22  transcription, DNA-dependent --- 1.08 1.09 -1.06 -1.04 -1.06 1.01 -1.12 -1.15 -1.31 -1.37 -1.10 -1.33
HNRNPDL heterogeneous nuclear ribonchr4q21.22  transcription, DNA-dependent --- 1.02 1.09 -1.09 -1.08 -1.05 -1.03 -1.06 -1.10 -1.20 -1.27 -1.14 -1.24
HNRNPDL heterogeneous nuclear ribonchr4q21.22  transcription, DNA-dependent --- 1.09 1.43 1.05 1.16 -1.21 -1.07 1.26 -1.07 -1.52 -1.31 -1.25 -1.37
HNRNPDL heterogeneous nuclear ribonchr4q21.22  transcription, DNA-dependent --- -1.33 -1.18 -3.65 -2.46 -2.13 -2.52 1.58 1.24 1.39 1.20 1.78 1.55
HNRNPDL heterogeneous nuclear ribonchr4q21.22  transcription, DNA-dependent --- 1.08 1.14 1.06 1.02 1.13 1.08 -1.54 -1.19 -1.72 -1.50 -1.56 -1.58
HNRNPH1 heterogeneous nuclear ribonchr5q35.3  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.19 1.16 1.02 -1.04 1.13 1.13 -1.32 -1.20 -2.18 -1.97 -1.39 -1.88
HNRNPH1 heterogeneous nuclear ribonchr5q35.3  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.20 1.08 -1.07 1.01 -1.06 1.09 -1.14 -1.18 -1.04 -1.02 -1.25 -1.39
HNRNPH2 /// heterogeneous nuclear ribonchrXq22  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.16 1.17 -1.08 -1.09 -1.13 1.02 -1.18 -1.15 -1.11 1.03 -1.27 -1.42
HNRNPH3 heterogeneous nuclear ribonchr10q22  mRNA splicing, via spliceosome --- -1.03 1.03 -1.09 1.04 -1.03 -1.05 -1.27 -1.07 -1.22 -1.22 -1.22 -1.37
HNRNPK /// Mheterogeneous nuclear ribonchr9q21.32 /// chr9q mRNA splicing, via spliceosome --- 1.13 1.07 -1.03 1.15 -1.08 1.10 -1.20 -1.13 -1.43 -1.26 -1.50 -1.51
HNRNPLL heterogeneous nuclear ribonchr2p22.1  mRNA processing --- 1.01 -1.04 1.29 1.25 1.10 1.19 1.79 1.24 -1.19 -1.55 -1.18 -2.95
HNRNPLL heterogeneous nuclear ribonchr2p22.1  mRNA processing --- 1.06 -1.02 -1.00 -1.08 1.10 1.04 1.09 1.14 -1.44 -1.55 -1.29 -1.40
HNRNPLL heterogeneous nuclear ribonchr2p22.1  mRNA processing --- -1.07 1.03 -1.08 -1.22 1.04 1.18 -1.31 -1.17 -1.51 -1.22 -2.14 -1.92
HNRNPLL heterogeneous nuclear ribonchr2p22.1  mRNA processing --- -1.08 -1.11 1.12 -1.06 -1.06 1.17 -1.48 1.08 -1.57 -1.34 -1.67 -1.85
HNRNPM heterogeneous nuclear ribonchr19p13.2  alternative mRNA splicing, via spliceoso --- -1.01 1.06 -1.01 -1.05 1.01 -1.05 1.02 -1.06 -1.25 -1.44 -1.17 -1.28
HNRNPM heterogeneous nuclear ribonchr19p13.2  alternative mRNA splicing, via spliceoso --- -1.01 1.05 1.06 -1.04 1.10 -1.07 -1.01 -1.06 -1.32 -1.44 -1.14 -1.31
HNRNPR heterogeneous nuclear ribonchr1p36.12  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.09 1.08 -1.06 -1.02 -1.11 -1.05 -1.07 -1.16 -1.01 -1.06 -1.22 -1.32
HNRNPR heterogeneous nuclear ribonchr1p36.12  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.01 1.03 1.13 1.10 -1.00 -1.18 -1.03 -1.24 -1.54 -1.51 -1.42 -1.45
HNRNPR heterogeneous nuclear ribonchr1p36.12  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.12 1.10 1.07 1.06 -1.02 1.02 -1.26 -1.03 1.13 1.19 1.12 1.01
HNRNPU heterogeneous nuclear ribonchr1q44  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.02 -1.03 1.10 1.09 1.05 1.06 -1.23 -1.02 -1.44 -1.45 -2.28 -1.61
HNRNPU heterogeneous nuclear ribonchr1q44  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.13 1.13 -1.11 -1.05 -1.04 1.05 -1.14 -1.20 -1.20 -1.13 -1.28 -1.39
HNRNPU heterogeneous nuclear ribonchr1q44  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.04 1.01 -1.02 -1.00 -1.03 -1.11 1.04 1.04 1.04 -1.16 -1.16 -1.21
HNRNPU heterogeneous nuclear ribonchr1q44  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.01 1.00 1.05 -1.19 -1.02 -1.05 -1.08 -1.11 -1.87 -2.15 -2.02 -2.20
HNRNPU heterogeneous nuclear ribonchr1q44  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.26 -1.25 1.07 -1.01 1.14 1.02 -1.03 -1.01 -1.92 -1.73 -1.54 -1.43
HNRNPU heterogeneous nuclear ribonchr1q44  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.52 -1.54 1.14 1.11 1.43 1.24 -1.15 -1.03 -1.83 -1.98 -1.71 -2.54
HNRNPUL1 heterogeneous nuclear ribonchr19q13.2  mRNA splicing, via spliceosome --- -1.02 -1.16 -1.11 -1.06 -1.15 1.04 -1.22 -1.10 -1.16 1.00 -1.33 -1.34
HNRNPUL2 heterogeneous nuclear ribonchr11q12.3 0 --- -1.14 -1.31 1.12 1.17 1.18 1.07 1.05 1.04 1.19 1.17 1.11 1.39
HNRNPUL2 /heterogeneous nuclear ribonchr11q12.3 0 --- -1.02 -1.11 1.09 -1.17 1.10 -1.03 1.16 1.02 1.13 1.08 1.21 1.29
HOGA1 4-hydroxy-2-oxoglutarate a chr10q24.2  metabolic process --- -1.27 1.08 1.41 1.22 1.05 1.31 1.11 1.14 -2.78 -2.59 -6.68 -4.33
HOMER2 homer homolog 2 (Drosoph chr15q24.3  G-protein coupled glutamate receptor sig --- 4.67 1.80 2.09 1.29 -5.08 -1.49 -2.86 1.16 3.82 3.86 -1.26 -1.55
HOMER3 homer homolog 3 (Drosoph chr19p13.11  protein targeting --- -1.01 -1.08 1.27 1.22 1.11 -1.00 -1.24 -1.17 1.33 1.09 1.26 1.52
HOMER3 homer homolog 3 (Drosoph chr19p13.11  protein targeting --- 1.02 1.72 1.04 -2.33 -1.23 -1.46 1.99 1.53 -1.20 -1.07 1.97 1.91
HOMEZ homeobox and leucine zipp chr14q11.2  transcription, DNA-dependent --- 1.46 1.18 -1.44 1.31 1.47 1.34 1.55 1.85 -1.91 -1.87 -2.66 -2.07
HOOK1 hook homolog 1 (Drosophil chr1p32.1  microtubule cytoskeleton organization --- 1.24 1.05 1.04 -1.09 -1.07 1.36 -1.42 -1.14 -1.54 -1.44 -1.51 -1.61
HOOK3 hook homolog 3 (Drosophil chr8p11.21  microtubule cytoskeleton organization --- 1.20 1.29 -1.03 -1.04 -1.03 -1.07 -1.08 -1.04 -1.79 -1.49 -1.43 -1.82
HOOK3 hook homolog 3 (Drosophil chr8p11.21  microtubule cytoskeleton organization --- 1.04 1.04 -1.10 -1.22 -1.06 1.17 -1.30 -1.11 -1.74 -1.43 -1.53 -1.74
HORMAD2 HORMA domain containingchr22q12.2  meiosis --- 1.53 1.18 2.49 5.00 -2.29 4.18 1.14 -1.84 3.40 3.62 -1.32 1.19
HOTAIR HOX transcript antisense RNchr12q13.13 0 --- 1.01 1.26 -1.15 1.48 1.37 1.64 -1.61 1.05 -2.81 -2.42 -1.69 -1.90
HOTAIRM1 HOXA transcript antisense chr7p15.2 0 --- -1.01 1.03 1.11 1.10 -1.13 -1.04 1.41 1.13 2.43 1.86 1.68 1.34
HOTAIRM1 HOXA transcript antisense chr7p15.2 0 --- 1.05 -1.21 1.04 1.27 1.03 -1.00 1.24 1.38 2.30 1.89 1.79 1.44
HOXA10 homeobox A10 chr7p15.2  skeletal system development --- 1.01 1.03 -1.01 -1.01 -1.09 1.11 -1.32 -1.20 -1.58 -1.33 -1.57 -1.82
HOXA10 homeobox A10 chr7p15.2  skeletal system development --- -1.03 1.01 -1.06 -1.06 -1.05 -1.03 -1.16 -1.24 -1.59 -1.44 -1.36 -1.62
HOXA11-AS HOXA11 antisense RNA chr7p15.2 0 --- 1.31 1.24 1.08 1.43 1.20 -1.01 1.45 1.44 -1.61 -1.85 -1.29 -1.30
HOXA13 homeobox A13 chr7p15.2  skeletal system development --- -1.04 -1.02 1.05 1.08 1.03 1.11 1.13 1.06 -1.41 -1.09 -1.47 -1.15
HOXA13 homeobox A13 chr7p15.2  skeletal system development --- -1.01 1.03 -1.08 1.02 -1.00 -1.00 -1.10 1.15 -2.20 -1.41 -1.55 -2.00
HOXA3 homeobox A3 chr7p15.2  angiogenesis --- 1.14 1.11 -1.11 1.27 -1.03 -1.05 -1.14 -1.27 -1.35 -1.44 -1.52 -1.96
HOXA5 homeobox A5 chr7p15.2  skeletal system development --- 1.08 -1.12 1.34 1.52 -1.10 -1.21 -1.06 -1.03 -1.93 -1.61 -2.93 -1.64
HOXA7 homeobox A7 chr7p15.2  negative regulation of transcription from --- -1.05 1.05 -1.11 -1.00 -1.18 -1.19 -1.23 -1.09 -1.31 -1.26 -1.27 -1.34
HOXA7 homeobox A7 chr7p15.2  negative regulation of transcription from --- 1.07 -1.03 1.08 1.05 1.02 1.12 -1.27 -1.13 -1.76 -1.66 -2.03 -2.02
HOXA-AS4 //HOXA cluster antisense RNchr7p15.2 0 --- 1.13 1.20 1.21 1.39 1.07 1.09 1.20 -1.22 -2.00 -1.70 -1.31 -1.34
HOXB13 homeobox B13 chr17q21.2  angiogenesis --- 1.09 1.05 -1.08 -1.16 1.39 1.91 -1.08 -1.13 1.15 1.54 1.15 1.36
HOXB13 homeobox B13 chr17q21.2  angiogenesis --- 1.20 1.63 1.03 -1.62 1.12 -1.97 1.09 -1.02 2.24 2.48 1.43 2.06
HOXB2 homeobox B2 chr17q21.32  morphogenesis of an epithelial sheet --- 1.01 -1.10 1.08 -1.14 -1.33 -1.17 -1.14 -1.03 1.57 1.20 1.15 -1.07
HOXB7 homeobox B7 chr17q21.3  transcription, DNA-dependent --- -1.03 -1.14 1.02 1.10 1.10 -1.06 1.04 1.06 -1.54 -1.30 -1.52 -1.75
HOXB7 NULL --- 0 --- -1.16 -1.22 1.16 1.13 1.16 -1.03 -1.13 -1.04 -1.59 -1.61 -1.42 -1.35
HOXB7 homeobox B7 chr17q21.3  transcription, DNA-dependent --- 1.04 -1.00 1.02 1.05 -1.01 1.06 -1.06 1.03 -1.20 -1.26 -1.50 -1.48
HOXB7 homeobox B7 chr17q21.3  transcription, DNA-dependent --- 1.10 1.06 1.04 1.08 -1.06 1.08 -1.09 1.02 -1.27 -1.29 -1.53 -1.46
HOXB9 homeobox B9 chr17q21.3  transcription, DNA-dependent --- -1.14 -1.16 -1.14 -1.06 1.04 1.41 -1.26 1.18 1.46 1.49 1.41 1.77
HOXB-AS3 HOXB cluster antisense RNchr17q21.32 0 --- 1.02 -1.35 3.85 4.79 -3.36 -2.25 3.60 -3.15 2.38 -2.73 2.82 3.50
HOXC4 homeobox C4 chr12q13.3  skeletal system development --- -1.05 1.07 1.14 1.15 -1.17 1.06 1.08 -1.07 -1.97 -1.65 -2.48 -2.03
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HOXC6 homeobox C6 chr12q13.3  transcription, DNA-dependent --- 1.03 1.04 1.10 1.14 -1.06 1.05 -1.17 1.11 -2.00 -1.44 -1.76 -1.55
HOXD10 homeobox D10 chr2q31.1  skeletal system development --- -1.26 -1.85 2.52 -1.17 -2.19 1.22 1.65 5.36 -1.32 5.05 1.69 2.62
HOXD10 homeobox D10 chr2q31.1  skeletal system development --- -1.27 1.33 -1.77 -1.01 -1.23 -1.96 -2.64 -2.32 1.02 2.32 1.30 1.49
HOXD11 homeobox D11 chr2q31.1  skeletal system development --- 1.38 -2.03 -1.89 -1.56 -1.15 -2.07 2.72 1.79 1.88 1.68 3.52 3.46
HOXD9 homeobox D9 chr2q31.1  transcription, DNA-dependent --- -1.23 -1.36 1.15 -1.11 1.47 1.18 1.00 -1.09 -2.37 -1.99 -1.82 -1.45
HOXD-AS1 HOXD cluster antisense RNchr2q31.2 0 --- 3.23 1.82 -1.98 -2.50 -4.21 -1.47 1.40 1.65 -1.61 -1.35 3.89 -3.46
HOXD-AS1 HOXD cluster antisense RNchr2q31.2 0 --- -1.28 -3.15 1.01 1.86 -1.79 1.00 -1.53 -1.47 -1.00 1.26 2.18 -1.16
HP09025 uncharacterized LOC10065 chr17q25.3 0 --- -1.21 -1.60 -1.50 -1.90 3.57 5.93 1.58 2.74 -1.08 3.98 -6.78 -11.51
HP1BP3 heterochromatin protein 1, bchr1p36.12  nucleosome assembly --- 1.04 1.00 -1.01 1.10 1.03 1.14 -1.34 -1.29 -1.74 -1.55 -1.43 -1.34
HP1BP3 heterochromatin protein 1, bchr1p36.12  nucleosome assembly --- 1.05 1.05 -1.02 1.07 -1.02 1.07 1.02 -1.05 -1.08 -1.05 -1.00 -1.05
HP1BP3 heterochromatin protein 1, bchr1p36.12  nucleosome assembly --- -1.02 -1.04 -1.02 -1.11 1.45 -1.00 1.16 1.13 -1.16 -1.01 1.39 1.31
HPCAL1 hippocalcin-like 1 chr2p25.1  signal transduction --- -1.02 -1.20 -1.00 1.29 -1.02 1.05 1.08 1.04 1.34 1.46 1.31 1.75
HPCAL1 hippocalcin-like 1 chr2p25.1  signal transduction --- -1.14 -1.16 1.02 1.01 1.13 -1.08 1.44 1.20 1.77 1.73 1.53 2.09
HPDL 4-hydroxyphenylpyruvate d chr1p34.1  aromatic amino acid family metabolic pro--- 1.08 1.09 1.13 1.12 1.31 1.07 -1.27 1.11 -1.03 -1.10 -1.52 -1.47
HPGD hydroxyprostaglandin dehydchr4q34-q35  lipid metabolic process Prostaglandin_synthesis_regulation // GenMA 1.07 1.23 -1.03 -1.04 1.03 1.05 -1.27 1.05 -9.85 -4.82 -16.52 -13.45
HPGD hydroxyprostaglandin dehydchr4q34-q35  lipid metabolic process Prostaglandin_synthesis_regulation // GenMA 1.06 1.17 -1.02 -1.06 -1.14 -1.07 -1.04 1.01 -7.91 -4.52 -22.41 -13.75
HPGD hydroxyprostaglandin dehydchr4q34-q35  lipid metabolic process Prostaglandin_synthesis_regulation // GenMA 1.44 1.45 -1.04 -1.58 -1.13 1.21 -1.82 -1.34 -6.44 -3.77 -6.96 -5.36
HPRT1 hypoxanthine phosphoribos chrXq26.1  response to amphetamine Nucleotide_Metabolism // GenMAPP 1.15 1.28 -2.04 2.87 1.49 2.49 2.57 3.02 1.78 1.37 -1.08 1.70
HPRT1 hypoxanthine phosphoribos chrXq26.1  response to amphetamine Nucleotide_Metabolism // GenMAPP 1.09 1.07 -1.00 1.04 -1.02 1.09 -1.08 -1.08 -1.01 1.11 -1.14 -1.24
HPS1 Hermansky-Pudlak syndromchr10q23.1-q23.3  organelle organization --- -1.14 1.04 -1.00 -1.06 -1.30 -1.30 1.48 1.23 1.24 -1.07 -1.79 -1.87
HPS1 Hermansky-Pudlak syndromchr10q23.1-q23.3  organelle organization --- 1.08 1.14 1.02 1.09 1.02 -1.17 1.12 1.61 -1.29 -1.91 -4.13 -2.42
HPS1 Hermansky-Pudlak syndromchr10q23.1-q23.3  organelle organization --- -1.05 -1.15 -1.02 1.08 -1.01 -1.12 -1.08 -1.02 -1.02 1.12 -1.48 -1.45
HPS1 Hermansky-Pudlak syndromchr10q23.1-q23.3  organelle organization --- -1.02 -1.23 1.07 1.10 1.08 1.30 -1.05 -1.17 2.12 -1.27 -1.59 -1.89
HPS3 Hermansky-Pudlak syndromchr3q24  organelle organization --- 1.12 -1.03 1.15 -1.13 -1.20 1.07 -1.11 -1.09 1.20 1.38 1.17 -1.18
HPS3 Hermansky-Pudlak syndromchr3q24  organelle organization --- -1.08 -1.08 1.03 -1.10 -1.31 -1.18 -1.09 -1.17 -1.06 1.19 1.89 1.60
HPS3 Hermansky-Pudlak syndromchr3q24  organelle organization --- 1.08 1.16 1.11 -1.05 -1.01 1.02 -1.02 1.07 1.05 1.17 1.11 1.25
HPS4 Hermansky-Pudlak syndromchr22cen-q12.3  protein targeting --- -1.02 -1.04 1.08 1.06 -1.11 -1.04 -1.19 -1.01 -1.28 -1.05 -1.00 1.07
HPS4 Hermansky-Pudlak syndromchr22cen-q12.3  protein targeting --- -1.05 -1.05 1.15 1.05 1.08 1.02 -1.09 -1.03 -1.28 -1.16 1.03 1.15
HPS5 Hermansky-Pudlak syndromchr11p14  organelle organization --- 1.13 1.22 1.04 1.04 1.06 -1.01 -1.01 1.02 1.06 1.08 1.42 1.38
HPSE heparanase chr4q21.3  carbohydrate metabolic process --- 1.47 1.28 1.05 -1.27 -1.10 1.19 -1.22 -1.07 -1.54 -1.46 -1.73 -2.32
HR hair growth associated chr8p21.2  transcription, DNA-dependent --- -1.06 -1.09 -1.25 -1.04 1.04 1.03 -1.12 1.19 -1.23 -1.35 -2.36 -1.48
HR hair growth associated chr8p21.2  transcription, DNA-dependent --- -1.05 -1.11 1.02 1.12 1.00 -1.12 -1.31 -1.10 -2.10 -1.78 -2.89 -1.88
HR hair growth associated chr8p21.2  transcription, DNA-dependent --- 1.01 -1.05 1.01 -1.00 -1.10 1.10 -1.29 1.10 -2.04 -1.71 -2.39 -2.08
HR44 Hr44 antigen --- 0 --- -1.36 -1.35 1.38 -1.37 1.38 2.15 1.43 1.51 6.48 3.06 2.22 3.24
HRASLS2 HRAS-like suppressor 2 chr11q12.3  lipid metabolic process --- 1.17 1.06 1.00 -1.03 1.40 1.02 1.78 1.38 1.79 1.68 1.24 -1.01
HRASLS5 HRAS-like suppressor fami chr11q13.2 0 --- 1.22 1.32 -1.41 -1.46 1.00 1.27 1.04 -1.00 1.15 1.31 -1.29 1.78
HRG histidine-rich glycoprotein chr3q27  angiogenesis --- -1.97 -2.32 3.29 1.85 1.13 -5.76 7.11 6.77 13.12 3.36 -1.38 -3.75
HRH1 histamine receptor H1 chr3p25  inflammatory response GPCRDB_Class_A_Rhodopsin-like // GenM -1.04 -1.09 1.06 -1.11 1.09 1.05 1.16 1.01 1.13 1.16 1.34 1.53
HRH1 histamine receptor H1 chr3p25  inflammatory response GPCRDB_Class_A_Rhodopsin-like // GenM 1.08 -1.26 -1.00 -1.30 -1.08 1.09 1.47 1.14 1.66 1.66 2.10 2.13
HRK harakiri, BCL2 interacting pchr12q24.22  apoptotic process Apoptosis // GenMAPP /// Apoptosis_KEGG 1.19 -1.76 -1.31 -2.07 1.21 -1.02 -1.44 1.59 1.53 -2.38 1.33 -1.21
HRSP12 heat-responsive protein 12 chr8q22  regulation of translational termination --- 1.24 1.09 1.23 1.20 1.00 -1.14 -1.12 -1.04 -1.64 -1.39 -1.28 -1.35
HRSP12 heat-responsive protein 12 chr8q22  regulation of translational termination --- 1.10 1.16 1.12 -1.00 -1.05 -1.26 -1.28 -1.49 -1.97 -1.47 -1.22 -1.26
HS2ST1 heparan sulfate 2-O-sulfotrachr1p22.3  carbohydrate metabolic process --- 1.01 -1.03 1.06 1.06 1.02 1.09 -1.08 1.00 -1.23 -1.01 -1.36 -1.25
HS3ST4 heparan sulfate (glucosaminchr16p11.2  heparan sulfate proteoglycan metabolic p --- 1.04 1.74 -1.10 -2.18 1.09 -1.01 1.09 1.26 1.37 -1.64 -2.15 1.28
HS6ST2 heparan sulfate 6-O-sulfotrachrXq26.2  carbohydrate metabolic process --- -1.08 -1.07 -1.06 -1.01 -1.06 -1.00 -1.04 -1.01 -1.20 -1.04 -1.19 -1.27
HS6ST2 heparan sulfate 6-O-sulfotrachrXq26.2  carbohydrate metabolic process --- -1.04 1.01 -1.03 -1.03 -1.01 -1.06 -1.00 1.01 -1.08 1.05 -1.21 -1.22
HS6ST3 heparan sulfate 6-O-sulfotrachr13q32.1 0 --- 1.03 -1.14 1.01 1.06 1.39 1.05 -1.10 1.08 -1.55 -1.32 -2.11 -1.47
HS6ST3 heparan sulfate 6-O-sulfotrachr13q32.1 0 --- 1.20 1.21 -1.26 -1.00 1.33 1.25 -1.10 -1.04 -2.07 -1.87 -2.02 -1.92
HS6ST3 heparan sulfate 6-O-sulfotrachr13q32.1 0 --- 1.07 1.32 1.04 1.09 -1.06 -1.12 -1.23 -1.07 -1.85 -1.53 -1.49 -1.74
hsa-let-7a-3 ///hsa-let-7a-3 /// hsa-let-7b ///--- 0 --- 1.35 1.11 -1.49 1.05 -1.12 -1.51 -1.25 -1.01 2.39 2.61 1.96 2.00
HSBP1 heat shock factor binding prchr16q23.3  negative regulation of transcription from --- -1.07 -1.01 -1.03 1.04 1.04 -1.08 1.05 1.04 1.15 1.04 -1.29 -1.17
HSBP1L1 heat shock factor binding prchr18q23 0 --- -1.07 1.00 1.06 1.20 1.02 1.01 -1.07 1.05 1.22 1.22 1.18 1.05
HSCB HscB iron-sulfur cluster co-chr22q12.1  protein folding --- 1.04 -1.07 -1.04 1.15 -1.01 1.01 1.18 1.05 1.55 1.23 1.52 1.63
HSD11B2 hydroxysteroid (11-beta) dechr16q22  response to hypoxia Glucocorticoid_Mineralocorticoid_Metaboli -1.10 -1.10 1.08 1.12 1.25 1.09 1.38 1.14 1.47 1.22 1.50 1.66
HSD17B1 hydroxysteroid (17-beta) dechr17q11-q21  lipid metabolic process Steroid_Biosynthesis // GenMAPP 1.26 1.08 -1.02 1.13 -1.00 1.04 1.14 1.20 -1.34 -1.61 -2.15 -1.76
HSD17B10 hydroxysteroid (17-beta) dechrXp11.2  lipid metabolic process --- -1.06 -1.02 -1.05 1.00 1.03 1.02 1.07 1.04 -1.09 -1.09 -1.55 -1.51
HSD17B11 hydroxysteroid (17-beta) dechr4q22.1  lipid metabolic process --- 1.12 1.12 1.02 -1.03 -1.04 -1.07 1.03 1.03 -1.63 -1.66 -1.34 -1.76
HSD17B12 hydroxysteroid (17-beta) dechr11p11.2  lipid metabolic process --- -1.52 1.09 -1.47 1.28 1.15 -1.01 -1.09 1.40 -1.17 -1.14 1.32 2.03
HSD17B14 hydroxysteroid (17-beta) dechr19q13.33  lipid metabolic process --- 7.34 7.60 1.38 1.81 -2.71 -1.38 1.44 1.47 2.43 3.50 -1.25 -1.42
HSD17B4 hydroxysteroid (17-beta) dechr5q21  very long-chain fatty acid metabolic procSteroid_Biosynthesis // GenMAPP 1.10 1.14 -1.06 -1.02 1.03 -1.03 1.19 -1.04 1.02 1.01 -1.09 -1.10
HSD17B7 hydroxysteroid (17-beta) dechr1q23  lipid metabolic process Steroid_Biosynthesis // GenMAPP -1.02 -1.09 1.03 1.23 -1.04 -1.07 -1.10 1.01 1.23 1.30 1.76 2.12
HSD17B8 hydroxysteroid (17-beta) dechr6p21.3  lipid metabolic process --- -1.09 -1.09 1.11 -1.01 1.18 -1.02 1.44 1.30 1.59 1.41 1.11 1.20
HSD3B7 hydroxy-delta-5-steroid dehchr16p11.2  regulation of cell growth --- -1.07 -1.11 -1.02 -1.04 1.11 1.01 1.19 1.07 1.35 1.37 1.21 1.34
HSD3BP1 /// Hhydroxy-delta-5-steroid deh--- 0 --- -1.59 -1.02 -1.76 -2.72 -1.19 4.74 -9.43 -1.76 2.30 -2.06 13.75 6.20
HSDL2 hydroxysteroid dehydrogen chr9q32  metabolic process --- -1.10 1.01 1.00 -1.00 1.06 -1.08 1.05 1.03 -1.02 -1.01 -1.25 -1.06
HSDL2 hydroxysteroid dehydrogen chr9q32  metabolic process --- 1.04 1.03 -1.01 -1.02 -1.06 1.10 -1.11 -1.08 -1.54 1.01 -1.46 -1.27

97 of 293



ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

HSF1 heat shock transcription factchr8q24.3  in utero embryonic development --- -1.27 -1.29 1.03 -1.17 1.30 1.06 1.66 1.37 1.51 1.25 1.27 1.34
HSF2 heat shock transcription factchr6q22.31  transcription, DNA-dependent --- -1.01 -1.03 1.07 1.09 -1.15 -1.13 1.14 1.03 -1.06 -1.03 1.29 1.01
HSF2 heat shock transcription factchr6q22.31  transcription, DNA-dependent --- 1.01 1.29 1.10 -1.03 1.56 -1.02 1.10 1.30 1.02 -1.08 3.06 2.13
HSFY1 /// HS heat shock transcription factchrYq11.222  transcription, DNA-dependent --- -1.23 1.36 -3.44 1.01 -2.13 -3.70 -1.35 -3.31 -1.38 -1.16 1.07 -1.33
HSP90AA1 heat shock protein 90kDa alchr14q32.33  G2 --- -1.01 1.03 -1.04 1.04 -1.08 -1.04 1.03 -1.03 1.30 1.14 -1.04 -1.12
HSP90AA1 heat shock protein 90kDa alchr14q32.33  G2 --- 1.02 1.06 1.02 1.06 -1.07 1.02 -1.02 -1.07 1.14 1.08 -1.11 -1.20
HSP90AA1 heat shock protein 90kDa alchr14q32.33  G2 --- -1.12 1.06 -1.09 -1.04 -1.10 -1.05 -1.05 -1.03 1.10 1.14 -1.14 -1.17
HSP90AA1 heat shock protein 90kDa alchr14q32.33  G2 --- -1.08 -1.03 -1.06 -1.05 1.01 -1.05 1.09 -1.01 1.33 1.14 -1.07 -1.21
HSP90B1 heat shock protein 90kDa bechr12q24.2-q24.3  response to hypoxia --- 1.11 1.10 1.00 -1.03 -1.05 -1.05 -1.01 1.05 1.09 1.18 1.17 1.24
HSP90B1 /// Mheat shock protein 90kDa bechr12q24.2-q24.3  response to hypoxia --- -1.02 -1.00 1.02 1.03 1.04 1.02 -1.01 -1.05 1.13 1.02 1.22 1.26
HSPA12B heat shock 70kD protein 12 chr20p13  response to stress --- -1.07 -1.10 -1.30 -1.20 -1.36 1.08 2.13 1.22 -1.07 -2.03 -2.05 -2.29
HSPA13 heat shock protein 70kDa fachr21q11  cell morphogenesis --- 1.10 -1.05 1.08 -1.02 1.00 1.15 -1.08 -1.07 1.78 1.92 1.80 1.75
HSPA14 heat shock 70kDa protein 14chr10p13  cell morphogenesis --- 1.01 1.07 1.06 -1.02 1.00 -1.07 -1.05 -1.02 1.13 1.07 1.36 1.16
HSPA1A /// Hheat shock 70kDa protein 1Achr6p21.3  cell morphogenesis --- 1.13 1.14 1.05 -1.00 1.10 1.06 -1.79 -1.43 1.16 -1.10 1.12 -1.05
HSPA1A /// Hheat shock 70kDa protein 1Achr6p21.3  cell morphogenesis --- -1.09 1.00 -1.20 -1.12 -1.08 1.10 -1.39 -1.15 -1.02 -1.01 1.01 -1.00
HSPA1L heat shock 70kDa protein 1-chr6p21.3  response to unfolded protein --- -2.45 -1.46 1.00 -1.62 1.55 -1.10 1.47 2.58 -1.91 -3.58 7.15 9.89
HSPA1L heat shock 70kDa protein 1-chr6p21.3  cell morphogenesis --- -1.11 -1.10 1.30 1.23 1.88 -1.09 -1.29 -1.15 2.07 1.25 3.02 3.29
HSPA2 heat shock 70kDa protein 2 chr14q24.1  cell morphogenesis --- -1.19 -1.00 1.33 -1.12 -1.36 -1.17 -1.86 -1.07 -1.31 -1.16 -1.26 -1.06
HSPA4 heat shock 70kDa protein 4 chr5q31.1  cell morphogenesis --- 1.03 -1.01 1.21 -1.05 1.05 1.02 1.03 1.05 1.17 1.14 1.61 1.26
HSPA4 heat shock 70kDa protein 4 chr5q31.1  cell morphogenesis --- -1.03 -1.05 1.04 1.03 -1.04 -1.08 1.11 1.03 1.47 1.34 1.60 1.64
HSPA4 heat shock 70kDa protein 4 chr5q31.1  cell morphogenesis --- -1.08 -1.03 -1.01 1.05 1.04 -1.10 1.19 1.07 1.70 1.25 1.58 1.57
HSPA5 heat shock 70kDa protein 5 chr9q33.3  cell morphogenesis --- -1.01 -1.12 1.02 1.01 1.21 1.06 -1.09 1.08 1.48 1.36 1.19 1.30
HSPA5 heat shock 70kDa protein 5 chr9q33.3  cell morphogenesis --- -1.05 -1.04 -1.03 1.07 1.00 1.02 -1.11 -1.12 1.30 1.22 1.23 1.25
HSPA6 heat shock 70kDa protein 6 chr1q23  cell morphogenesis --- -1.22 -1.12 -2.10 -1.81 -1.25 1.18 -1.15 1.43 22.56 7.34 5.07 2.93
HSPA6 heat shock 70kDa protein 6 chr1q23  cell morphogenesis --- 1.00 -1.05 -1.30 -1.12 -1.58 -1.17 -2.38 -1.53 12.16 4.10 5.21 3.24
HSPA9 heat shock 70kDa protein 9 chr5q31.1  cell morphogenesis --- -1.09 -1.01 -1.01 1.07 -1.04 1.05 -1.05 -1.03 -1.30 -1.10 -1.20 -1.11
HSPB11 heat shock protein family B chr1p32  response to stress --- -1.08 -1.18 -1.06 1.09 -1.01 1.06 -1.17 -1.02 -1.18 -1.18 -1.08 -1.05
HSPB11 heat shock protein family B chr1p32  response to stress --- -1.08 -1.13 -1.03 -1.07 -1.01 -1.02 -1.16 1.01 -1.20 -1.10 1.04 1.02
HSPB6 heat shock protein, alpha-cr chr19q13.12  regulation of muscle contraction --- -1.35 -1.23 1.14 -1.31 1.12 1.04 1.19 1.18 1.48 1.37 1.06 1.45
HSPB8 heat shock 22kDa protein 8 chr12q24.23  response to stress --- 1.10 -1.27 1.09 -1.18 -1.03 -1.03 -1.22 -1.33 -1.96 -1.54 -1.53 -1.60
HSPD1 heat shock 60kDa protein 1 chr2q33.1  B cell cytokine production --- 1.09 1.05 1.01 1.17 1.12 1.06 1.09 1.21 -1.10 -1.16 -1.44 -1.44
HSPD1 heat shock 60kDa protein 1 chr2q33.1  B cell cytokine production --- -1.04 1.01 -1.05 1.03 -1.04 -1.04 1.08 -1.00 1.18 1.09 -1.04 -1.06
HSPE1-MOB4HSPE1-MOB4 readthroughchr2q33 /// chr2q33. transport --- 1.19 1.22 1.12 -1.04 1.07 -1.12 -1.00 -1.08 1.02 -1.05 1.54 1.14
HSPG2 heparan sulfate proteoglyca chr1p36.1-p34  retinoid metabolic process --- 1.21 1.00 -1.04 -1.31 -1.05 -1.02 1.09 -1.46 -1.23 -1.46 -1.11 1.02
HSPG2 heparan sulfate proteoglyca chr1p36.1-p34  retinoid metabolic process --- 1.19 1.06 1.14 1.21 1.03 -1.08 1.41 1.17 1.04 -1.21 -1.40 -1.27
HSPH1 heat shock 105kDa/110kDa chr13q12.3  cell morphogenesis --- 1.07 1.11 -1.06 1.00 -1.02 1.10 -1.36 1.02 -1.33 -1.33 -1.16 -1.33
HSPH1 heat shock 105kDa/110kDa chr13q12.3  cell morphogenesis --- -1.12 -1.07 1.03 1.00 1.10 1.01 -1.03 -1.05 -1.07 -1.43 -1.06 -1.17
HTATIP2 HIV-1 Tat interactive proteichr11p15.1  angiogenesis --- -1.10 -1.10 1.02 1.07 -1.06 -1.24 1.03 -1.03 -1.02 1.13 1.07 1.13
HTATIP2 HIV-1 Tat interactive proteichr11p15.1  angiogenesis --- -1.06 -1.00 -1.06 -1.02 -1.05 -1.07 1.02 1.08 1.13 1.14 -1.05 -1.02
HTATIP2 HIV-1 Tat interactive proteichr11p15.1  angiogenesis --- 1.02 -1.06 -1.04 1.12 -1.10 1.11 -1.11 -1.04 1.36 1.59 -1.01 1.22
HTATIP2 HIV-1 Tat interactive proteichr11p15.1  angiogenesis --- -1.04 -1.02 1.11 1.05 1.24 1.04 1.09 -1.12 1.13 1.19 1.10 1.14
HTATSF1 HIV-1 Tat specific factor 1 chrXq26.3  transcription, DNA-dependent --- 1.07 1.25 1.21 -1.22 1.24 1.11 1.00 1.12 -1.16 -1.14 -1.28 -1.57
HTATSF1 HIV-1 Tat specific factor 1 chrXq26.3  transcription, DNA-dependent --- 1.09 1.13 1.03 -1.00 -1.04 1.04 -1.13 1.06 -1.47 -1.34 -1.40 -1.62
HTN1 histatin 1 chr4q13  biomineral tissue development --- 1.01 1.37 -2.17 -8.90 -1.81 1.57 2.36 1.63 1.74 1.32 1.17 -1.18
HTR2B 5-hydroxytryptamine (serot chr2q36.3-q37.1  neural crest cell migration GPCRDB_Class_A_Rhodopsin-like // GenM -1.03 -1.07 -1.11 -1.04 -1.06 -1.09 1.24 1.00 -1.34 -2.06 -1.85 -1.31
HTR2C 5-hydroxytryptamine (serot chrXq24  behavioral fear response GPCRDB_Class_A_Rhodopsin-like // GenM 1.56 2.46 4.13 7.74 2.16 7.00 -3.61 2.17 1.06 -1.27 -1.06 1.45
HTR4 5-hydroxytryptamine (serot chr5q31-q33  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM 2.56 1.77 -1.44 2.02 2.01 1.32 -2.83 -3.19 4.40 2.07 -2.04 -3.25
HTR6 5-hydroxytryptamine (serot chr1p36-p35  G-protein coupled receptor signaling pathGPCRDB_Class_A_Rhodopsin-like // GenM 1.10 -1.14 -1.77 -2.82 -1.27 -1.03 -8.30 -1.68 2.29 1.88 2.51 2.36
HTR7P1 5-hydroxytryptamine (serot chr12p13.1 0 --- -1.29 -1.02 -1.19 -1.48 1.59 1.29 -1.52 -1.15 -3.60 -1.97 -2.74 -4.39
HTRA2 HtrA serine peptidase 2 chr2p12  proteolysis --- 1.05 -1.07 -1.11 1.14 1.03 1.03 1.14 1.11 1.15 1.14 1.14 1.34
HTRA3 HtrA serine peptidase 3 chr4p16.1  regulation of cell growth --- 1.46 1.37 1.28 1.20 -1.48 -1.23 -1.02 -1.24 1.28 -1.05 1.52 1.50
HTT huntingtin chr4p16.3  urea cycle --- -1.10 1.00 1.01 1.00 1.03 -1.30 1.39 1.21 -1.57 -1.52 -2.94 -2.41
HTT huntingtin chr4p16.3  urea cycle --- 1.08 -1.10 -1.12 -1.13 -1.06 -1.01 -1.08 -1.03 1.32 1.24 -1.07 -1.05
HUS1 HUS1 checkpoint homolog chr7p13-p12  cell cycle checkpoint --- 1.06 1.03 1.06 1.02 -1.20 -1.08 -1.28 -1.05 -1.89 -1.97 -1.26 -1.58
HUS1 HUS1 checkpoint homolog chr7p13-p12  cell cycle checkpoint --- 1.06 1.04 1.02 1.01 -1.04 -1.14 1.15 1.20 1.41 1.21 1.07 1.10
HUS1B HUS1 checkpoint homolog chr6p25.3  DNA damage checkpoint --- 1.28 1.41 2.30 2.88 1.44 1.26 -1.28 -1.36 1.25 1.10 -1.21 1.39
HUWE1 HECT, UBA and WWE domchrXp11.22  protein polyubiquitination --- -1.12 -1.08 1.04 1.05 1.09 -1.02 1.09 1.01 1.01 -1.03 -1.20 -1.08
HUWE1 HECT, UBA and WWE domchrXp11.22  protein polyubiquitination --- 1.10 -1.17 1.14 -1.12 -1.06 -1.12 -1.59 -1.35 1.00 1.09 1.09 -1.05
HYAL1 hyaluronoglucosaminidase chr3p21.3-p21.2  response to reactive oxygen species --- -1.00 -1.05 -1.04 1.30 1.02 -1.13 1.22 1.20 1.56 1.28 2.14 2.55
HYAL2 hyaluronoglucosaminidase 2chr3p21.3  response to reactive oxygen species --- -1.00 1.02 -1.06 1.02 1.27 1.03 -1.00 -1.03 1.54 1.35 1.58 1.83
HYAL3 hyaluronoglucosaminidase 3chr3p21.3  carbohydrate metabolic process --- 1.10 -1.06 1.07 1.31 1.31 1.21 1.15 1.21 -1.04 -1.01 -1.78 -1.44
HYI hydroxypyruvate isomerase chr1p34.2 0 --- -1.09 -1.09 1.04 1.15 -1.02 -1.08 1.23 1.27 2.11 1.21 -1.10 -1.10
HYI hydroxypyruvate isomerase chr1p34.2 0 --- -1.14 -1.18 1.08 1.07 1.01 -1.08 1.49 1.52 2.06 1.32 -1.31 -1.37
HYI hydroxypyruvate isomerase chr1p34.2 0 --- -1.04 -1.07 -1.01 1.27 1.13 1.04 1.21 1.31 2.36 1.34 -1.10 -1.09
HYLS1 hydrolethalus syndrome 1 chr11q24.2 0 --- 1.52 1.26 -1.01 -1.03 -1.12 -1.15 -1.70 -1.25 -2.59 -3.00 -1.95 -2.06
HYOU1 hypoxia up-regulated 1 chr11q23.1-q23.3  cell morphogenesis --- 1.04 1.01 1.16 1.06 1.10 1.11 1.01 -1.11 1.33 1.35 1.41 1.37
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HYPK huntingtin interacting proteichr15q15.3 0 --- -1.02 -1.04 1.04 -1.06 -1.04 1.07 -1.20 1.05 1.07 1.07 1.16 1.17
HYPK /// MIRhuntingtin interacting proteichr15q15.3  lipid metabolic process --- -1.31 -1.26 1.19 1.10 1.23 -1.07 -1.08 1.10 -1.32 -1.16 -2.20 -1.26
IAH1 isoamyl acetate-hydrolyzingchr2p25.1  lipid metabolic process --- -1.01 -1.05 1.04 1.09 1.09 -1.04 1.15 1.11 1.35 1.27 1.27 1.40
IARS isoleucyl-tRNA synthetase chr9q21  translation --- 1.01 1.07 -1.05 -1.01 -1.04 -1.00 -1.04 -1.05 -1.11 -1.04 -1.06 -1.09
IARS2 isoleucyl-tRNA synthetase 2chr1q41  translation --- 1.01 1.02 1.03 1.06 -1.00 -1.01 1.05 -1.03 1.16 1.22 -1.09 1.02
IBA57 IBA57, iron-sulfur cluster a chr1q42.13  glycine catabolic process --- -1.14 1.02 1.20 1.35 -1.17 -1.22 1.09 1.10 -1.35 -1.31 -1.07 1.15
IBA57 IBA57, iron-sulfur cluster a chr1q42.13  glycine catabolic process --- 1.02 1.02 1.05 -1.09 1.05 1.00 1.38 1.05 -1.27 -1.54 -2.45 -1.87
IBTK inhibitor of Bruton agammachr6q14.1  negative regulation of protein phosphoryl--- -1.88 -1.03 1.56 -1.69 -1.12 -1.17 1.30 -1.33 2.69 1.50 3.26 4.13
ICA1 islet cell autoantigen 1, 69kDchr7p22  transport --- 1.02 1.19 -1.21 -1.08 -1.93 -1.29 1.62 1.05 -1.37 -1.24 1.05 -1.41
ICA1 islet cell autoantigen 1, 69kDchr7p22  transport --- -1.09 -1.02 -1.26 -1.24 -1.01 1.03 -1.18 1.05 1.17 1.07 -1.37 -1.67
ICA1 islet cell autoantigen 1, 69kDchr7p22  transport --- -1.24 1.04 -1.05 -1.40 1.20 -1.07 1.31 1.32 -1.33 -1.33 -1.37 -1.14
ICA1 islet cell autoantigen 1, 69kDchr7p22  transport --- 1.19 -1.82 1.31 2.14 -3.24 -1.31 2.50 1.61 3.60 4.62 -1.85 -1.50
ICA1L islet cell autoantigen 1,69kDchr2q33.2 0 --- -1.17 -1.03 -1.22 -1.05 -1.05 1.02 -1.40 1.17 -1.19 -1.68 -2.84 -3.68
ICA1L islet cell autoantigen 1,69kDchr2q33.2 0 --- 1.54 1.41 -1.06 1.12 1.04 1.09 -1.07 1.06 -1.28 1.15 -2.66 -2.25
ICA1L islet cell autoantigen 1,69kDchr2q33.2 0 --- -1.05 1.09 -1.20 1.06 1.07 -1.01 1.09 1.15 -1.62 -1.15 -1.70 -2.03
ICAM1 intercellular adhesion molecchr19p13.3-p13.2  ovarian follicle development --- 1.05 -1.03 1.06 1.03 1.07 1.12 1.34 1.20 3.23 1.99 2.65 2.63
ICAM1 intercellular adhesion molecchr19p13.3-p13.2  ovarian follicle development --- 1.09 1.03 1.07 1.18 1.09 1.24 1.70 1.38 3.52 2.59 3.72 3.30
ICAM1 intercellular adhesion molecchr19p13.3-p13.2  ovarian follicle development --- -1.09 1.08 1.13 -1.03 1.15 1.43 1.57 1.12 4.68 3.09 4.49 3.87
ICAM2 intercellular adhesion molecchr17q23.3  cell adhesion --- 1.10 1.18 -1.05 1.01 1.18 -1.26 1.42 1.04 1.16 1.02 1.22 1.14
ICAM2 intercellular adhesion molecchr17q23.3  cell adhesion --- 1.07 1.03 1.02 -1.12 1.51 1.18 1.03 -1.05 2.15 1.72 1.18 1.53
ICAM3 intercellular adhesion molecchr19p13.3-p13.2  cell adhesion --- -1.17 -1.12 1.01 -1.08 1.07 -1.05 1.09 1.02 1.90 1.65 1.75 2.01
ICK intestinal cell (MAK-like) kchr6p12.1  protein phosphorylation --- 1.05 -1.16 -1.08 1.00 1.05 1.13 -1.42 -1.03 -3.95 -2.57 -3.74 -3.72
ICMT isoprenylcysteine carboxyl mchr1p36.21  in utero embryonic development --- 1.04 -1.02 1.06 1.09 1.04 1.04 1.08 -1.01 -1.01 -1.11 -1.25 -1.23
ICMT isoprenylcysteine carboxyl mchr1p36.21  in utero embryonic development --- 1.00 1.01 1.11 1.18 1.17 1.08 1.28 1.13 -2.31 -1.90 -1.63 -1.78
ICOSLG inducible T-cell co-stimulat chr21q22.3  defense response --- 1.04 -1.20 -1.01 1.21 1.18 -1.16 1.02 1.19 -2.03 -2.47 -2.33 -1.35
ICOSLG inducible T-cell co-stimulat chr21q22.3  defense response --- 1.30 -1.80 1.25 1.24 -1.18 -1.36 -1.06 -1.11 -1.88 -1.61 -1.38 -2.33
ICOSLG inducible T-cell co-stimulat chr21q22.3  defense response --- 1.12 1.06 1.16 1.33 -1.13 -1.06 -1.03 -1.25 -2.01 -4.12 -2.02 -4.72
ICOSLG inducible T-cell co-stimulat chr21q22.3  defense response --- 1.15 1.19 -1.16 1.13 1.12 -1.03 -1.03 1.25 -2.48 -2.35 -1.85 -1.78
ICT1 immature colon carcinoma tchr17q25.1  translation --- -1.04 -1.04 -1.06 1.03 1.17 1.03 1.10 -1.11 1.38 1.18 1.41 1.39
ID1 inhibitor of DNA binding 1 chr20q11  negative regulation of transcription from --- 1.03 -1.01 1.01 -1.25 1.06 -1.05 1.19 -1.06 1.93 1.47 1.80 1.35
ID2 inhibitor of DNA binding 2 chr2p25  negative regulation of transcription from --- 1.01 -1.02 1.06 1.03 1.13 1.10 1.00 -1.10 -3.79 -2.96 -2.95 -2.22
ID2 inhibitor of DNA binding 2 chr2p25  negative regulation of transcription from --- -1.09 -1.00 1.04 1.25 1.21 1.09 -1.48 -1.38 -6.01 -3.06 -2.59 -4.87
ID2 /// ID2B inhibitor of DNA binding 2 chr2p25 /// chr3p14. negative regulation of transcription from --- 1.15 1.08 -1.16 -1.38 1.39 1.21 -1.23 -1.35 -3.60 -3.01 -3.60 -2.56
ID3 inhibitor of DNA binding 3 chr1p36.13-p36.12  negative regulation of transcription from --- -1.03 1.04 -1.01 -1.12 1.09 -1.02 -1.19 -1.23 -1.58 -1.50 -1.19 -1.58
ID4 inhibitor of DNA binding 4 chr6p22.3  G1 --- 3.51 3.09 -1.42 1.14 -1.95 -1.06 -14.39 -1.36 -3.22 -1.79 -5.33 -2.60
ID4 inhibitor of DNA binding 4 chr6p22.3  G1 --- 1.16 1.07 -1.40 -1.13 -1.30 -1.27 1.63 1.61 -2.89 -2.58 -4.16 -3.38
IDE insulin-degrading enzyme chr10q23-q25  ATP catabolic process --- -1.04 -1.04 1.02 1.11 1.00 -1.02 -1.11 -1.02 -1.28 -1.15 -1.35 -1.31
IDH2 isocitrate dehydrogenase 2 (chr15q26.1  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP 1.06 -1.03 -1.01 1.19 -1.00 1.09 -1.27 -1.17 1.47 1.85 1.23 1.58
IDH2 isocitrate dehydrogenase 2 (chr15q26.1  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP 1.02 1.01 1.41 1.05 1.16 1.14 -1.04 1.08 1.24 1.51 1.12 1.40
IDH3A isocitrate dehydrogenase 3 (chr15q25.1-q25.2  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP 1.05 1.07 -1.02 -1.07 1.03 1.00 -1.11 -1.13 -1.25 -1.17 -1.08 -1.18
IDH3A isocitrate dehydrogenase 3 (chr15q25.1-q25.2  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP 1.10 1.05 1.04 1.04 1.01 1.04 -1.11 -1.01 -1.06 -1.11 1.24 1.26
IDH3B isocitrate dehydrogenase 3 (chr20p13  tricarboxylic acid cycle Krebs-TCA_Cycle // GenMAPP -1.11 -1.19 -1.01 1.13 1.03 -1.01 1.08 1.06 1.22 1.13 1.17 1.34
IDH3B isocitrate dehydrogenase 3 (chr20p13  tricarboxylic acid cycle Krebs-TCA_Cycle // GenMAPP -1.11 -1.11 -1.07 1.03 1.04 -1.05 1.03 1.04 1.21 1.11 1.23 1.35
IDH3B isocitrate dehydrogenase 3 (chr20p13  tricarboxylic acid cycle Krebs-TCA_Cycle // GenMAPP 1.06 -1.03 -1.17 -1.08 -1.37 -1.05 1.14 1.08 -1.11 1.11 -1.08 1.09
IDI1 isopentenyl-diphosphate delchr10p15.3  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP /// Ci 1.41 -1.61 -1.32 1.12 1.37 1.07 1.35 1.44 -1.21 -1.62 -2.71 -1.93
IDI1 isopentenyl-diphosphate delchr10p15.3  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP /// Ci -1.12 -1.03 -1.00 -1.08 -1.01 -1.10 1.05 -1.10 2.02 1.54 2.35 2.43
IDI1 isopentenyl-diphosphate delchr10p15.3  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP /// Ci -1.11 1.03 -1.04 -1.07 -1.13 -1.06 1.13 -1.01 1.78 1.40 2.15 2.37
IDI2 isopentenyl-diphosphate delchr10p15.3  lipid metabolic process --- -1.17 -1.14 1.04 -1.04 1.28 1.02 -1.31 -1.07 1.06 -1.03 1.24 1.42
IDI2-AS1 IDI2 antisense RNA 1 chr10p15.3 0 Cholesterol_Biosynthesis // GenMAPP /// Ci 1.33 2.56 1.11 1.37 2.24 2.06 -1.73 -1.09 2.17 1.86 5.10 1.85
IDNK idnK, gluconokinase homol chr9q21.32  carbohydrate metabolic process --- 1.10 1.08 -1.02 1.21 1.03 -1.01 -1.22 1.03 -1.93 -1.77 -2.59 -1.91
IDS iduronate 2-sulfatase chrXq28  carbohydrate metabolic process --- -1.09 -1.14 1.02 1.12 1.01 -1.03 1.26 -1.05 1.09 1.25 1.20 1.24
IDS iduronate 2-sulfatase chrXq28  carbohydrate metabolic process --- -1.03 -1.11 1.07 1.11 -1.02 -1.03 1.17 -1.08 1.23 1.21 1.06 1.19
IER2 immediate early response 2 chr19p13.2 0 --- -1.25 -1.03 -1.13 -1.15 1.10 -1.11 1.16 -1.01 1.16 -1.08 1.32 1.31
IER3 immediate early response 3 chr6p21.3  cell cycle checkpoint --- 1.01 -1.00 -1.08 -1.00 1.07 1.04 1.53 1.32 2.90 2.46 2.71 2.60
IER3IP1 immediate early response 3 chr18q12  regulation of fibroblast apoptotic process --- 1.16 1.05 1.03 -1.04 -1.00 -1.12 -1.11 -1.06 -1.02 -1.00 1.09 -1.03
IER5 immediate early response 5 chr1q25.3 0 --- 1.04 1.01 -1.02 1.02 -1.15 1.01 1.19 1.20 1.18 -1.12 1.21 1.05
IFFO2 intermediate filament familychr1p36.13 0 --- 1.04 1.05 1.72 1.58 -1.12 -1.14 -1.29 -1.12 1.86 1.75 1.94 2.46
IFI27 interferon, alpha-inducible pchr14q32  apoptotic process --- -1.17 -1.16 -1.15 -1.37 1.01 1.03 3.39 2.12 3.43 2.65 1.80 1.11
IFI44 interferon-induced protein 4chr1p31.1  response to virus --- 1.17 1.10 1.13 1.02 1.24 1.19 3.81 2.83 2.08 1.70 1.86 1.22
IFI44 interferon-induced protein 4chr1p31.1  response to virus --- 1.07 1.66 -1.04 1.84 1.25 -1.74 2.25 1.59 1.11 1.13 1.32 -1.96
IFI44L interferon-induced protein 4chr1p31.1  immune response --- 1.07 1.04 1.19 -1.02 1.24 1.15 1.56 1.33 1.12 1.12 -1.31 -1.69
IFI6 interferon, alpha-inducible pchr1p35  release of cytochrome c from mitochondr--- 1.09 1.04 1.49 1.05 1.87 1.82 1.15 1.13 2.64 1.13 2.21 -1.11
IFIH1 interferon induced with heli chr2q24  detection of virus --- -1.06 -1.15 1.03 -1.08 -1.13 1.02 1.79 1.93 1.25 1.13 1.27 1.02
IFIH1 interferon induced with heli chr2q24  detection of virus --- 1.07 -1.03 -1.06 1.28 1.08 1.02 1.47 1.26 3.28 1.70 -1.04 -1.21
IFIT1 interferon-induced protein wchr10q23.31  response to virus --- 1.01 -1.02 -1.02 -1.00 1.17 1.10 5.08 3.92 2.45 2.08 2.15 1.35
IFIT2 interferon-induced protein wchr10q23.31  apoptotic process --- 1.30 1.26 -1.12 -1.07 1.14 1.04 3.33 2.93 2.24 2.01 2.08 1.30
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IFIT2 interferon-induced protein wchr10q23.31  apoptotic process --- -1.13 1.05 1.20 1.01 -1.66 1.14 5.34 4.23 3.11 2.18 2.29 1.36
IFIT3 interferon-induced protein wchr10q24  negative regulation of cell proliferation --- -1.03 -1.08 -1.03 1.01 1.03 1.02 4.67 3.70 2.52 1.86 2.12 1.42
IFIT3 interferon-induced protein wchr10q24  negative regulation of cell proliferation --- -1.72 -1.64 1.09 -1.05 1.19 1.04 5.66 3.58 2.77 1.78 2.41 2.21
IFIT5 interferon-induced protein wchr10q23.31  innate immune response --- 1.07 1.02 -1.02 -1.00 -1.02 1.10 -1.06 1.04 -2.22 -2.07 -2.29 -2.49
IFIT5 interferon-induced protein wchr10q23.31  innate immune response --- -1.07 -1.09 1.07 1.05 1.11 1.09 1.09 -1.00 -1.56 -1.59 -2.28 -2.15
IFITM1 interferon induced transmemchr11p15.5  ossification --- -1.04 -1.09 1.07 1.11 1.01 1.01 1.29 1.18 2.27 1.67 1.72 1.75
IFITM1 /// IFIinterferon induced transmemchr11p15.5  ossification --- -1.17 -1.07 -1.08 1.02 -1.02 -1.08 1.41 1.30 2.34 1.91 1.75 1.97
IFITM2 interferon induced transmemchr11p15.5  immune response --- -1.05 -1.00 -1.05 -1.03 1.04 -1.06 1.19 1.11 1.70 1.36 1.26 1.29
IFITM3 interferon induced transmemchr11p15.5  immune response --- -1.09 -1.00 -1.04 -1.04 1.01 -1.09 1.26 1.12 1.78 1.30 1.20 1.23
IFNA16 interferon, alpha 16 chr9p22  defense response --- 1.58 1.39 -7.45 -2.41 -1.26 1.16 1.71 1.92 22.89 12.79 -1.05 -1.64
IFNAR1 interferon (alpha, beta and ochr21q22.11  cell surface receptor signaling pathway --- -1.07 -1.11 -1.06 -1.08 1.01 -1.01 -1.00 1.06 -2.79 -1.99 -2.27 -2.44
IFNAR1 interferon (alpha, beta and ochr21q22.11  cell surface receptor signaling pathway --- 1.10 -1.11 1.04 -1.00 1.15 1.59 -1.01 -1.20 1.05 1.38 1.47 1.25
IFNAR1 interferon (alpha, beta and ochr21q22.11  cell surface receptor signaling pathway --- 1.19 1.09 1.12 1.15 1.05 1.06 -1.21 -1.14 -1.71 -1.65 -1.28 -1.37
IFNAR2 interferon (alpha, beta and ochr21q22.11  regulation of transcription from RNA pol--- -1.04 -1.07 -1.09 1.04 -1.19 -1.02 1.08 1.14 1.47 1.48 1.04 1.27
IFNAR2 interferon (alpha, beta and ochr21q22.11  regulation of transcription from RNA pol--- -1.26 -1.08 1.06 -1.10 1.11 1.02 1.17 1.06 1.21 1.16 1.10 1.14
IFNB1 interferon, beta 1, fibroblastchr9p21  adaptive immune response --- 5.56 6.96 1.41 -4.46 -11.87 -10.03 1.66 3.21 7.07 -1.03 7.33 1.27
IFNE interferon, epsilon chr9p21.3  defense response --- -1.26 1.11 1.04 -1.23 -1.18 -1.11 1.16 1.12 -2.63 -1.98 -7.64 -2.45
IFNGR1 interferon gamma receptor 1chr6q23.3  signal transduction --- -1.10 1.02 1.13 -1.16 1.25 -1.07 -1.01 -1.23 1.31 1.24 1.62 1.22
IFNGR1 interferon gamma receptor 1chr6q23.3  signal transduction --- 1.17 1.14 1.02 -1.04 -1.02 -1.00 1.03 -1.05 1.34 1.28 1.58 1.21
IFNGR2 interferon gamma receptor 2chr21q22.11  cell surface receptor signaling pathway --- -1.01 1.05 1.03 -1.13 1.07 1.09 1.09 -1.00 1.60 1.39 1.41 1.25
IFNLR1 interferon, lambda receptor chr1p36.11  negative regulation of cell proliferation --- 1.12 1.17 1.36 1.35 1.11 -1.01 -1.71 -1.15 -1.38 -1.96 -1.09 -1.88
IFNW1 interferon, omega 1 chr9p22  defense response --- 1.32 -1.24 1.82 1.32 -2.13 1.38 2.32 1.86 2.53 3.18 1.24 1.60
IFRD1 interferon-related developmchr7q31.1  multicellular organismal development Hypertrophy_model // GenMAPP 1.08 1.16 1.10 -1.03 -1.01 1.05 -1.18 -1.07 1.04 1.01 1.44 1.12
IFT122 intraflagellar transport 122 hchr3q21  neural tube closure --- 1.06 1.02 -1.05 1.33 1.23 -1.11 1.01 1.13 -1.12 -1.22 -1.55 -1.24
IFT140 intraflagellar transport 140 hchr16p13.3  cilium assembly --- 1.18 1.03 1.19 -1.04 1.02 -1.02 1.02 1.06 -2.57 -2.17 -1.49 -1.19
IFT172 intraflagellar transport 172 hchr2p23.3  neural tube formation --- -1.00 -1.13 1.01 1.12 -1.03 -1.06 -1.02 1.04 -2.09 -2.09 -2.16 -1.82
IFT20 intraflagellar transport 20 hochr17q11.2  cell projection organization --- -1.02 1.02 1.09 -1.02 1.06 -1.02 1.08 -1.02 1.06 -1.02 1.32 1.28
IFT27 intraflagellar transport 27 hochr22q13.1  small GTPase mediated signal transductio--- 2.54 2.07 1.21 1.69 -1.26 1.25 1.29 1.27 -2.14 -2.07 -3.29 -1.52
IFT27 intraflagellar transport 27 hochr22q13.1  GTP catabolic process --- 1.01 -1.02 1.01 1.01 1.14 -1.08 -1.16 -1.11 -1.70 -1.79 -1.88 -1.64
IFT43 intraflagellar transport 43 hochr14q24.3  cell projection organization --- 1.00 -1.01 -1.05 -1.04 1.07 1.04 -1.04 -1.15 -1.41 -1.15 -1.25 -1.34
IFT43 intraflagellar transport 43 hochr14q24.3  cell projection organization --- -1.22 -1.19 1.19 1.22 1.29 1.27 1.10 -1.13 1.16 1.51 -1.67 -1.58
IFT43 intraflagellar transport 43 hochr14q24.3  cell projection organization --- 1.04 1.03 -1.00 -1.02 1.04 -1.05 1.02 -1.09 -1.17 -1.16 -1.13 -1.10
IFT46 intraflagellar transport 46 hochr11q23.3  flagellum assembly --- -1.10 -1.08 1.04 1.07 -1.08 -1.01 -1.10 -1.11 -1.48 -1.56 -1.76 -1.41
IFT52 intraflagellar transport 52 ho---  neural tube formation --- 1.08 1.17 -1.01 -1.10 1.10 1.23 -1.05 -1.12 -1.69 -1.36 -1.98 -2.30
IFT57 intraflagellar transport 57 hochr3q13.13  transcription, DNA-dependent --- 1.18 1.39 1.16 1.08 -1.18 1.28 -1.01 1.11 -1.51 -1.15 -1.64 -2.29
IFT57 intraflagellar transport 57 hochr3q13.13  transcription, DNA-dependent --- -1.05 -1.02 1.07 -1.11 1.06 -1.04 1.01 -1.02 -1.26 -1.30 -1.31 -1.49
IFT57 intraflagellar transport 57 hochr3q13.13  transcription, DNA-dependent --- -1.14 1.09 -1.05 -1.34 1.12 1.43 -1.11 -1.70 -1.60 -1.16 -1.68 -1.82
IFT74 intraflagellar transport 74 hochr9p21.2  positive regulation of cell adhesion media--- -1.02 -1.16 -1.04 1.17 1.03 1.03 1.01 1.38 -1.55 -1.77 -1.56 -1.22
IFT74 intraflagellar transport 74 hochr9p21.2  positive regulation of cell adhesion media--- 1.03 -1.31 -1.03 1.33 1.01 1.04 1.08 1.37 -1.31 -1.60 -1.54 -1.17
IFT80 intraflagellar transport 80 hochr3q25.33  osteoblast differentiation --- 1.03 -1.01 1.03 1.02 -1.31 1.00 -1.13 -1.30 -1.54 -1.23 -2.10 -2.12
IFT80 intraflagellar transport 80 hochr3q25.33  osteoblast differentiation --- 1.11 1.13 -1.03 1.09 -1.16 -1.18 -1.40 -1.12 -2.11 -1.66 -2.39 -2.72
IFT80 intraflagellar transport 80 hochr3q25.33  osteoblast differentiation --- -1.34 -1.43 1.46 1.09 1.47 1.23 -1.29 1.08 -2.26 -2.56 -3.27 -2.28
IFT88 intraflagellar transport 88 hochr13q12.1  eye development --- 1.14 1.06 1.09 -1.01 -1.15 -1.13 -1.03 1.08 -3.03 -3.05 -3.90 -3.80
IGF1R insulin-like growth factor 1 chr15q26.3  protein phosphorylation --- 1.11 -1.03 1.08 1.07 1.05 1.20 -1.08 -1.08 -1.13 -1.13 -1.73 -1.79
IGF1R insulin-like growth factor 1 chr15q26.3  protein phosphorylation --- 1.03 -1.24 -1.28 1.16 1.71 -1.05 1.23 2.03 4.65 7.31 -1.93 1.12
IGF1R insulin-like growth factor 1 chr15q26.3  protein phosphorylation --- 1.05 -1.01 -1.01 -1.07 1.02 1.11 -1.15 -1.17 -1.29 -1.05 -1.26 -1.28
IGF2BP1 insulin-like growth factor 2 chr17q21.32  RNA localization --- 1.15 1.14 1.17 1.01 1.26 1.31 -1.26 1.03 -1.79 -1.52 -1.57 -1.97
IGF2BP3 insulin-like growth factor 2 chr7p11  translation --- 1.19 1.20 -1.05 1.04 -1.21 -1.16 -1.28 -1.02 -1.52 -1.30 -1.37 -1.35
IGFBP1 insulin-like growth factor bichr7p13-p12  regulation of cell growth Smooth_muscle_contraction // GenMAPP -1.86 -1.57 -1.22 -1.17 1.39 1.48 -1.24 -1.02 -1.20 -1.02 -2.29 -3.31
IGFBP2 insulin-like growth factor bichr2q33-q34  regulation of cell growth Smooth_muscle_contraction // GenMAPP -1.46 -1.42 -1.28 -2.66 5.09 3.74 1.80 -2.60 -1.73 -2.37 -1.84 -2.66
IGFBP3 insulin-like growth factor bichr7p13-p12  regulation of cell growth Smooth_muscle_contraction // GenMAPP -1.08 -1.06 1.00 1.06 -1.01 1.03 1.07 -1.02 1.35 1.42 -1.61 -1.26
IGFBP3 insulin-like growth factor bichr7p13-p12  regulation of cell growth Smooth_muscle_contraction // GenMAPP -1.15 -1.22 1.05 -1.00 1.11 1.11 1.21 1.03 1.24 1.62 -2.00 -1.42
IGFBP4 insulin-like growth factor bichr17q12-q21.1  skeletal system development Smooth_muscle_contraction // GenMAPP -1.05 -1.22 -1.06 -1.03 1.02 1.03 1.25 1.12 1.66 1.46 1.60 1.69
IGFBP5 insulin-like growth factor bichr2q33-q36  regulation of cell growth --- 1.49 -1.21 -1.04 1.14 1.05 -1.05 1.86 1.77 2.61 2.80 7.36 8.79
IGFBP5 insulin-like growth factor bichr2q33-q36  regulation of cell growth --- 1.16 1.51 1.34 1.45 1.12 1.11 -1.04 1.40 2.61 2.62 2.44 3.75
IGFBP5 insulin-like growth factor bichr2q33-q36  regulation of cell growth --- 1.36 1.37 -1.79 -1.60 -2.52 1.13 -1.97 -1.47 2.66 2.99 4.58 5.92
IGFBP5 insulin-like growth factor bichr2q33-q36  regulation of cell growth --- 3.40 3.03 -1.46 -1.92 -1.59 -3.61 2.03 1.44 2.49 2.94 2.01 2.48
IGFBP5 insulin-like growth factor bichr2q33-q36  regulation of cell growth --- 1.16 -1.08 1.40 1.14 -1.02 1.27 -1.25 -1.57 2.26 2.11 4.01 4.49
IGFBP5 insulin-like growth factor bichr2q33-q36  regulation of cell growth --- 1.87 1.14 -3.08 -1.30 1.73 -1.05 -1.01 -3.15 1.33 1.34 5.19 5.63
IGFBP6 insulin-like growth factor bichr12q13  regulation of cell growth Smooth_muscle_contraction // GenMAPP -1.06 -1.18 1.00 -1.03 1.09 1.04 1.46 1.25 1.71 1.41 1.58 1.75
IGFL1 IGF-like family member 1 chr19q13.32 0 --- 1.18 1.13 -1.25 -1.35 -1.05 1.11 1.00 1.00 1.73 1.52 2.54 2.69
IGFLR1 IGF-like family receptor 1 chr19q13.12 0 --- 1.23 1.17 -1.15 -1.02 1.09 -1.10 -1.12 -1.31 2.21 1.72 1.07 1.49
IGHA1 /// IGHimmunoglobulin heavy conschr14q32.33  immune response --- -5.54 1.45 3.22 1.64 -1.57 -3.65 -1.34 3.27 3.72 2.33 -1.06 1.33
IGHMBP2 immunoglobulin mu bindingchr11q13.3  negative regulation of transcription from --- 1.14 -1.22 1.07 1.26 -1.13 -1.18 -1.05 -1.07 1.12 1.11 1.53 1.85
IGHMBP2 immunoglobulin mu bindingchr11q13.3  negative regulation of transcription from --- -1.08 -1.05 -1.07 -1.02 1.10 -1.12 1.19 1.23 1.72 1.42 1.74 2.10
IGHV3-54 /// immunoglobulin heavy vari --- 0 --- -1.84 -2.26 -1.06 -1.46 1.07 -1.02 1.59 -1.18 3.39 2.20 -1.03 1.23
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IGHV5-78 immunoglobulin heavy vari chr14q32.33 0 --- 1.17 -1.74 -1.34 1.00 1.71 1.39 -4.07 1.43 1.13 5.86 5.09 4.64
IGIP IgA-inducing protein homolchr5q31 0 --- -1.02 1.01 1.13 -1.11 1.10 1.08 -1.08 1.09 -1.41 -1.23 -1.29 -1.11
IGLJ3 immunoglobulin lambda joichr22q11.2 0 --- -1.07 -1.13 1.23 1.05 -1.37 -1.37 -1.12 1.01 1.10 1.32 1.43 1.10
IGLV1-44 immunoglobulin lambda va chr22q11.2 0 --- 1.08 1.19 1.63 2.64 1.08 -1.59 1.18 1.04 1.15 1.15 -1.67 -1.58
IGSF10 immunoglobulin superfamilchr3q25.1  ossification --- 1.02 1.02 1.01 1.01 -1.03 -1.09 -1.02 -1.05 -1.35 -1.12 -2.05 -1.46
IGSF10 immunoglobulin superfamilchr3q25.1  ossification --- 1.03 1.04 -1.11 -1.08 -1.06 -1.01 -1.25 -1.18 -4.08 -2.92 -7.71 -6.00
IGSF3 immunoglobulin superfamilchr1p13 0 --- -1.03 1.10 -1.47 -1.51 -1.88 -1.46 1.85 1.45 3.10 3.04 2.70 1.99
IGSF3 immunoglobulin superfamilchr1p13 0 --- 1.16 1.19 2.12 3.50 1.91 1.31 2.66 3.49 12.27 7.49 1.69 1.23
IGSF3 immunoglobulin superfamilchr1p13 0 --- -1.16 -1.05 1.17 1.07 -1.02 1.03 -1.18 1.13 -1.25 -1.09 -1.55 -1.43
IGSF8 immunoglobulin superfamilchr1q23.1  cellular component movement --- 1.04 1.03 1.18 1.14 1.28 1.23 1.59 1.32 2.74 2.30 2.73 3.28
IK IK cytokine, down-regulato chr5q31.3  immune response --- 1.02 -1.02 -1.01 -1.02 1.05 -1.02 1.05 -1.02 1.00 -1.05 1.01 -1.03
IKBIP IKBKB interacting protein chr12q23.1  induction of apoptosis --- 1.03 -1.07 1.01 -1.04 1.02 1.17 -1.16 -1.11 -1.64 -1.75 -1.06 -1.08
IKBIP IKBKB interacting protein chr12q23.1  induction of apoptosis --- -1.03 -1.06 1.24 1.19 1.11 1.00 1.20 1.26 1.86 1.63 1.91 1.83
IKBKAP inhibitor of kappa light polychr9q31  transcription, DNA-dependent --- 1.05 1.02 1.12 1.12 1.02 1.05 -1.27 -1.13 -1.21 -1.11 -1.09 1.01
IKBKAP inhibitor of kappa light polychr9q31  transcription, DNA-dependent --- 1.00 1.01 1.17 1.14 1.21 1.02 1.02 -1.03 -1.63 -1.73 -2.04 -1.51
IKBKB inhibitor of kappa light polychr8p11.2  B cell homeostasis Apoptosis // GenMAPP -1.05 -1.01 -1.07 1.14 1.04 -1.01 -1.03 1.08 -1.26 -1.14 -1.45 -1.17
IKBKE inhibitor of kappa light polychr1q32.1  toll-like receptor signaling pathway Apoptosis_KEGG // GenMAPP 1.05 1.23 1.02 1.07 -1.17 -1.19 -1.09 1.04 -1.02 -1.06 -1.68 -1.22
IKBKG inhibitor of kappa light polychrXq28  activation of MAPK activity Apoptosis // GenMAPP /// Apoptosis_GenM -1.06 -1.07 -1.28 -1.07 -1.14 -1.09 1.01 1.27 -1.05 1.16 -1.54 -1.39
IKBKG inhibitor of kappa light polychrXq28  activation of MAPK activity Apoptosis // GenMAPP /// Apoptosis_GenM 1.04 -1.01 1.08 1.20 1.07 1.04 -1.06 1.09 -1.04 1.05 -1.57 -1.40
IKZF2 IKAROS family zinc finger chr2q34  transcription, DNA-dependent --- 1.16 -1.23 -1.24 -1.34 1.06 1.81 -1.07 1.14 1.42 -1.43 1.12 -1.13
IKZF2 IKAROS family zinc finger chr2q34  transcription, DNA-dependent --- -1.28 -1.66 1.46 1.67 -5.29 1.14 1.55 -1.30 1.00 1.28 -2.55 1.09
IKZF2 IKAROS family zinc finger chr2q34  transcription, DNA-dependent --- 1.04 1.03 1.16 1.19 1.04 1.01 1.14 1.08 1.79 1.63 2.07 2.05
IKZF4 IKAROS family zinc finger chr12q13  transcription, DNA-dependent --- 1.02 -1.06 1.07 -1.04 -1.06 1.08 -1.12 1.01 -1.28 -1.07 -1.74 -1.59
IKZF4 IKAROS family zinc finger chr12q13  transcription, DNA-dependent --- -1.44 -1.29 1.13 1.01 1.19 1.34 1.05 1.12 -1.08 -1.27 -1.50 -1.58
IKZF5 IKAROS family zinc finger chr10q26  transcription, DNA-dependent --- 1.18 1.11 -1.06 -1.31 -1.03 -1.01 1.17 1.21 1.83 1.41 1.94 1.29
IKZF5 IKAROS family zinc finger chr10q26  transcription, DNA-dependent --- 1.34 1.34 -1.11 1.02 -1.43 1.17 -1.37 -1.05 -2.42 -1.38 -1.29 -1.35
IL10RA interleukin 10 receptor, alphchr11q23  signal transduction --- -1.40 1.04 1.11 1.17 1.03 -1.38 1.38 1.51 -1.07 1.40 -1.32 1.36
IL10RB interleukin 10 receptor, betachr21q22.11  inflammatory response --- -1.09 -1.09 1.08 -1.07 1.20 1.09 1.12 -1.00 1.31 1.37 1.08 1.19
IL10RB-AS1 IL10RB antisense RNA 1 (hchr21q22.11 0 --- 1.16 1.03 1.31 1.48 1.02 -1.19 -1.16 -1.08 1.48 1.33 -1.12 1.03
IL11 interleukin 11 chr19q13.3-q13.4  cell-cell signaling --- -1.33 -1.17 1.49 1.82 -1.61 -1.73 3.51 1.70 3.33 1.85 6.44 6.66
IL11 interleukin 11 chr19q13.3-q13.4  cell-cell signaling --- -1.07 -3.23 -1.01 -1.23 -1.02 1.11 1.59 -1.52 4.35 2.17 1.22 1.34
IL12A interleukin 12A (natural killchr3q25.33  positive regulation of T cell mediated cyt --- -1.30 -1.60 -3.98 1.18 3.00 2.25 -2.34 -4.97 1.53 -1.34 3.22 3.54
IL12RB1 interleukin 12 receptor, betachr19p13.1  positive regulation of T cell mediated cyt --- -1.27 -1.44 -1.13 -1.02 -1.48 -2.57 -3.22 -1.63 -1.01 -1.33 2.59 1.74
IL13RA1 interleukin 13 receptor, alphchrXq24  cell surface receptor signaling pathway --- -1.14 -1.14 -1.04 1.10 1.12 1.18 1.20 1.15 -1.04 1.17 1.28 1.38
IL13RA1 interleukin 13 receptor, alphchrXq24  cell surface receptor signaling pathway --- -1.01 -1.10 1.10 1.23 1.10 1.04 1.12 1.05 1.13 1.30 1.24 1.36
IL15RA interleukin 15 receptor, alphchr10p15.1  signal transduction --- -1.14 1.07 1.09 -1.01 -1.11 -1.15 1.29 1.23 2.44 1.76 2.14 1.72
IL17D interleukin 17D chr13q11  inflammatory response --- -1.40 -1.71 -1.15 -1.36 -1.18 -1.14 -1.12 1.00 -1.91 -1.78 -3.24 -2.40
IL17RA interleukin 17 receptor A chr22q11.1  cell surface receptor signaling pathway --- -1.05 -1.04 1.04 1.03 1.06 1.05 1.11 1.08 -1.17 -1.00 1.13 1.28
IL17RA interleukin 17 receptor A chr22q11.1  cell surface receptor signaling pathway --- 1.04 1.02 1.19 1.10 1.00 -1.07 1.01 -1.06 1.68 1.32 1.30 1.09
IL17RA interleukin 17 receptor A chr22q11.1  cell surface receptor signaling pathway --- -1.38 -1.35 -1.01 1.12 -1.07 1.01 -1.69 -1.07 -1.45 -1.44 -1.92 -2.03
IL17RB interleukin 17 receptor B chr3p21.1  regulation of cell growth --- 1.15 1.03 -1.12 1.03 -1.02 -1.07 -1.09 -1.09 -1.23 -1.40 -1.90 -1.51
IL17RB interleukin 17 receptor B chr3p21.1  regulation of cell growth --- -1.03 1.06 -1.09 1.01 -1.07 1.01 -1.09 -1.05 -1.18 -1.38 -1.63 -1.38
IL17RB interleukin 17 receptor B chr3p21.1  regulation of cell growth --- 1.25 1.11 -1.00 1.13 -1.07 1.01 1.20 1.17 -1.48 -1.57 -1.52 -1.50
IL17RC interleukin 17 receptor C chr3p25.3|3p25.3-p2 positive regulation of cytokine production--- 1.19 -1.08 1.04 1.19 -1.33 -1.04 -1.15 1.09 -1.77 -1.11 -2.34 -1.76
IL17RD interleukin 17 receptor D chr3p14.3  signal transduction --- -1.02 1.24 -1.88 -1.21 1.31 2.15 1.24 1.69 1.83 2.38 -1.26 1.19
IL17RD interleukin 17 receptor D chr3p14.3  signal transduction --- 1.08 -1.16 1.27 1.24 1.11 -1.08 -1.51 1.13 1.97 2.01 1.44 1.12
IL18BP interleukin 18 binding protechr11q13  response to lipopolysaccharide --- 1.24 1.09 1.13 1.25 1.24 -1.02 -1.12 -1.04 -1.57 -1.30 -1.50 -1.84
IL1A interleukin 1, alpha chr2q14  fever generation Hypertrophy_model // GenMAPP 1.61 1.57 -1.30 -1.09 1.51 1.56 1.36 1.01 12.49 7.84 23.38 15.29
IL1A interleukin 1, alpha chr2q14  fever generation Hypertrophy_model // GenMAPP -1.07 1.15 1.09 -1.60 1.29 1.12 -1.04 -1.56 -1.81 -1.35 3.76 6.07
IL1B interleukin 1, beta chr2q14  MAPK cascade Smooth_muscle_contraction // GenMAPP -1.02 1.54 1.11 1.35 1.36 1.09 1.61 1.23 8.90 5.14 10.49 6.51
IL1B interleukin 1, beta chr2q14  MAPK cascade Smooth_muscle_contraction // GenMAPP 1.37 2.43 -1.10 1.04 1.34 1.94 1.51 1.19 7.09 4.91 11.93 7.66
IL1RAP interleukin 1 receptor acces chr3q28  protein complex assembly --- 1.37 1.42 1.28 1.03 -1.05 1.01 1.20 1.01 2.62 2.98 6.24 4.07
IL1RAP interleukin 1 receptor acces chr3q28  protein complex assembly --- 1.16 1.03 1.09 1.45 1.26 1.12 1.39 1.45 5.46 3.57 4.13 4.29
IL1RAPL1 interleukin 1 receptor acces chrXp22.1-p21.3  heterophilic cell-cell adhesion --- 1.55 1.87 -1.31 -1.14 -1.04 -1.19 2.04 1.63 -2.15 -1.68 -1.06 -1.27
IL20 interleukin 20 chr1q32  positive regulation of tyrosine phosphory --- 2.17 1.77 -1.26 -1.19 -5.20 -2.09 3.05 1.89 -1.01 -4.08 5.66 2.70
IL20RA interleukin 20 receptor, alphchr6q23.3  cytokine-mediated signaling pathway --- -1.56 1.48 1.86 -1.58 2.10 2.05 1.80 -1.55 2.99 2.43 1.21 -1.11
IL20RB interleukin 20 receptor beta chr3q22.3  negative regulation of type IV hypersensi--- -1.12 -1.10 1.08 1.21 1.08 1.04 1.20 1.09 1.74 1.57 1.34 1.56
IL21R interleukin 21 receptor chr16p11  cytokine-mediated signaling pathway --- -3.81 1.65 2.56 3.83 -3.78 -4.24 -1.92 -1.48 1.04 1.18 1.60 3.96
IL22RA2 interleukin 22 receptor, alphchr6q25.1  regulation of tyrosine phosphorylation of --- 1.21 -2.32 -3.24 1.27 1.08 1.42 1.69 1.36 3.05 2.99 1.49 -1.24
IL23R interleukin 23 receptor chr1p31.3  positive regulation of T cell mediated cyt --- 1.55 1.06 1.04 -1.65 -1.13 -1.27 -1.77 2.23 1.41 -1.06 -9.66 -1.81
IL24 interleukin 24 chr1q32  apoptotic process --- -1.39 -1.21 1.05 1.46 -1.01 -1.09 -1.33 -1.22 2.17 1.09 39.01 18.46
IL25 interleukin 25 chr14q11.2  inflammatory response to antigenic stimu--- 2.82 1.71 -1.69 -1.17 1.92 2.12 2.24 2.83 4.37 3.34 1.32 1.15
IL27RA interleukin 27 receptor, alphchr19p13.11  positive regulation of T-helper 1 type imm--- 1.04 1.13 1.13 1.24 1.47 1.17 -1.05 1.12 2.16 1.69 1.76 2.11
IL2RG interleukin 2 receptor, gammchrXq13.1  immune response Inflammatory_Response_Pathway // GenMA 1.03 -1.45 -1.24 -1.03 1.14 1.09 1.29 -1.12 7.05 5.41 11.10 9.86
IL31RA interleukin 31 receptor A chr5q11.2  MAPK cascade --- 1.87 -1.41 -1.07 1.05 1.82 1.33 3.57 1.28 2.00 1.92 -1.20 -1.90
IL32 interleukin 32 chr16p13.3  defense response --- -1.11 -1.04 1.02 1.09 1.33 1.11 1.53 1.11 3.20 2.52 3.25 3.39
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IL33 interleukin 33 chr9p24.1  negative regulation of leukocyte migratio--- 5.10 4.31 8.29 11.76 1.23 1.27 -1.11 -1.12 4.14 3.58 4.21 2.32
IL4R interleukin 4 receptor chr16p12.1-p11.2  production of molecular mediator involveInflammatory_Response_Pathway // GenMA 1.18 1.35 1.22 -1.07 1.16 1.01 1.86 1.36 3.93 2.89 1.74 2.27
IL6 interleukin 6 (interferon, be chr7p21  neutrophil apoptotic process Smooth_muscle_contraction // GenMAPP 1.97 1.21 1.16 1.18 1.20 1.17 2.71 1.24 12.08 4.92 24.86 9.43
IL6R interleukin 6 receptor chr1q21  hepatic immune response --- -1.13 -1.29 -1.13 -1.36 -1.04 1.25 -1.10 -1.02 1.18 1.32 -1.04 1.00
IL6ST interleukin 6 signal transducchr5q11.2  positive regulation of acute inflammatory--- 1.14 1.06 -1.05 1.05 -1.01 -1.10 1.39 1.27 1.22 1.08 1.23 1.06
IL7 interleukin 7 chr8q12-q13  T cell lineage commitment --- -1.18 -1.07 -1.05 -1.28 1.44 -1.09 -1.25 1.10 -1.52 1.24 -1.27 -1.06
IL7R interleukin 7 receptor chr5p13  regulation of DNA recombination --- 1.27 1.03 -1.17 -1.36 1.16 1.05 1.65 1.43 6.96 4.20 7.90 5.88
IL7R interleukin 7 receptor chr5p13  regulation of DNA recombination --- -1.06 -1.05 1.01 -1.05 -1.15 -1.04 1.50 1.31 5.28 3.80 6.55 6.30
IL8 interleukin 8 chr4q13-q21  angiogenesis --- -1.01 1.53 1.21 1.61 1.06 -1.22 1.81 2.07 6.73 3.72 3.91 1.39
IL8 interleukin 8 chr4q13-q21  angiogenesis --- 1.94 2.09 -1.09 -1.02 1.26 1.35 5.23 2.99 12.39 5.73 5.40 2.12
ILF3 interleukin enhancer bindingchr19p13.2  M phase --- 1.17 1.29 -1.02 -1.16 -1.12 -1.12 -1.19 -1.03 -1.31 -1.42 -1.62 -1.96
ILF3 interleukin enhancer bindingchr19p13.2  M phase --- 1.16 1.06 1.05 1.06 -1.04 1.12 1.03 -1.01 1.24 1.33 1.19 1.18
ILF3 interleukin enhancer bindingchr19p13.2  M phase --- 1.10 1.05 -1.00 1.04 -1.08 -1.11 1.11 1.01 1.54 1.42 1.51 1.46
ILK integrin-linked kinase chr11p15.4  regulation of cell growth Integrin-mediated_cell_adhesion_KEGG // G 1.03 -1.04 1.02 1.10 1.07 -1.01 1.24 1.12 1.60 1.28 1.29 1.34
ILKAP integrin-linked kinase-assocchr2q37.3  protein dephosphorylation --- -1.13 -1.10 1.01 1.07 1.09 -1.11 1.01 -1.03 -1.85 -1.96 -1.66 -1.62
ILVBL ilvB (bacterial acetolactate schr19p13.1  metabolic process --- -1.16 -1.20 1.04 1.15 1.01 -1.07 1.22 1.05 1.64 1.65 1.41 1.81
ILVBL ilvB (bacterial acetolactate schr19p13.1  metabolic process --- 1.09 -1.04 1.10 1.23 -1.07 -1.02 1.25 1.18 1.46 1.33 1.50 1.76
ILVBL ilvB (bacterial acetolactate schr19p13.1  metabolic process --- 1.19 -1.12 1.51 1.97 1.11 -1.16 3.80 1.88 2.90 2.16 14.52 10.95
IMMP1L IMP1 inner mitochondrial mchr11p13  proteolysis --- 1.27 1.33 1.14 -1.23 -1.14 1.03 -1.49 -1.10 -1.71 -1.66 -1.36 -1.55
IMMT inner membrane protein, michr2p11.2|2  response to cold --- 1.15 1.17 1.05 1.08 1.01 1.05 -1.03 -1.11 1.01 -1.02 -1.09 -1.26
IMP4 IMP4, U3 small nucleolar richr2q21.1  rRNA processing --- 1.01 -1.07 -1.03 1.06 -1.01 -1.03 1.18 1.10 1.68 1.42 1.47 1.59
IMPA2 inositol(myo)-1(or 4)-mono chr18p11.2  inositol biosynthetic process --- -1.05 -1.06 -1.01 1.07 -1.04 -1.10 1.04 1.02 -1.04 -1.15 -1.08 1.02
IMPACT impact RWD domain protei chr18q11.2-q12.1  negative regulation of protein phosphoryl--- 1.31 1.08 1.14 1.12 1.19 1.26 -1.02 -1.07 -1.18 -1.21 1.09 -1.32
IMPAD1 inositol monophosphatase dchr8q12.1  skeletal system development --- 1.07 1.16 -1.04 -1.17 -1.13 -1.13 1.09 -1.01 1.43 1.59 2.01 1.40
IMPAD1 inositol monophosphatase dchr8q12.1  endochondral ossification --- -1.00 1.01 1.36 1.04 1.21 1.19 -1.55 -1.01 1.52 1.55 2.20 1.93
IMPAD1 inositol monophosphatase dchr8q12.1  skeletal system development --- 1.03 1.06 -1.03 -1.02 1.00 -1.02 -1.06 -1.07 1.22 1.39 1.12 1.15
IMPDH1 IMP (inosine 5'-monophospchr7q31.3-q32  purine nucleobase metabolic process Nucleotide_Metabolism // GenMAPP -1.05 -1.02 -1.32 -1.04 1.22 1.02 1.41 1.43 1.62 1.23 1.43 1.54
IMPDH2 IMP (inosine 5'-monophospchr3p21.2  N-acetylmannosamine metabolic process --- -1.11 -1.14 -1.10 -1.08 1.03 -1.07 1.15 1.05 1.21 1.06 -1.09 1.02
INA internexin neuronal interme chr10q24.33  multicellular organismal development --- -1.07 -1.09 -1.05 -1.07 1.10 1.06 1.05 1.03 -1.70 -1.44 -1.13 -1.05
INADL InaD-like (Drosophila) chr1p31.3  cell junction assembly --- 1.51 1.75 -2.24 -1.58 -1.09 -1.24 -1.81 -1.04 1.04 1.54 -1.39 1.37
INADL InaD-like (Drosophila) chr1p31.3  cell junction assembly --- -1.24 -1.42 -1.28 -1.16 -1.08 -1.17 1.58 1.08 2.10 2.05 1.36 1.61
INADL InaD-like (Drosophila) chr1p31.3  cell junction assembly --- 1.15 1.03 1.14 1.42 1.07 1.17 1.13 1.03 -1.68 -1.25 -1.53 -1.34
INCENP inner centromere protein an chr11q12.3  M phase of mitotic cell cycle --- 1.04 1.23 1.89 1.62 -2.40 -1.63 1.61 1.87 1.42 1.10 1.72 1.03
INF2 inverted formin, FH2 and Wchr14q32.33  cellular component organization --- -1.09 -1.14 -1.03 1.34 1.07 -1.13 1.34 1.31 2.88 1.76 1.43 1.40
ING1 inhibitor of growth family, mchr13q34  protein import into nucleus --- 1.17 1.05 -1.12 -1.11 1.11 1.17 -1.08 -1.10 1.03 1.17 1.29 1.13
ING1 inhibitor of growth family, mchr13q34  protein import into nucleus --- -1.15 -1.13 -1.12 1.01 1.24 1.16 1.12 1.03 1.72 1.57 1.64 1.52
ING1 inhibitor of growth family, mchr13q34  protein import into nucleus --- -1.23 1.08 1.16 -1.11 -1.35 -1.07 1.28 -1.17 2.20 1.96 1.86 1.55
ING2 inhibitor of growth family, mchr4q35.1  transcription, DNA-dependent --- 1.06 1.01 1.08 1.03 1.03 -1.11 1.46 1.62 1.80 1.48 1.38 1.45
ING2 inhibitor of growth family, mchr4q35.1  transcription, DNA-dependent --- 1.05 1.06 1.05 -1.03 1.08 1.14 1.38 1.37 1.37 1.43 1.21 1.24
ING3 inhibitor of growth family, mchr7q31  transcription, DNA-dependent --- 1.83 1.54 1.03 -1.05 -1.04 1.17 -1.46 1.12 -8.00 -7.19 -8.57 -13.59
ING3 inhibitor of growth family, mchr7q31  transcription, DNA-dependent --- -1.23 -1.08 1.05 -1.01 -1.06 -1.04 -1.27 -1.11 -1.51 -1.40 1.02 1.10
ING5 inhibitor of growth family, mchr2q37.3  DNA replication --- -1.02 -1.35 1.01 -1.10 -1.03 -1.07 -1.30 -1.18 -1.68 -1.59 -1.49 -1.66
INHBE inhibin, beta E chr12q13.3  growth --- 1.10 1.61 1.12 -1.03 -1.11 -1.04 -1.11 -1.10 -1.21 -1.06 1.43 1.09
INIP INTS3 and NABP interactinchr9q32  DNA repair --- 1.04 1.75 -1.61 1.19 1.33 1.18 1.96 1.68 1.51 -1.24 -2.01 -3.39
INIP NULL ---  DNA repair --- -1.03 1.03 -1.07 -1.00 1.01 1.06 -1.19 -1.17 -1.78 -1.41 -1.44 -1.57
INIP INTS3 and NABP interactinchr9q32  DNA repair --- 1.13 1.28 1.09 -1.08 1.08 1.11 1.05 -1.23 -2.05 -1.48 -1.03 -1.35
INO80 INO80 homolog (S. cerevis chr15q15.1  mitotic sister chromatid segregation --- -1.03 -1.00 1.06 -1.11 1.06 1.06 -1.21 -1.37 -1.51 -2.08 -1.07 -1.22
INO80 INO80 homolog (S. cerevis chr15q15.1  mitotic sister chromatid segregation --- -1.06 1.06 1.22 -1.04 1.04 -1.03 -1.30 -1.39 -1.66 -1.62 -1.14 -1.10
INO80B INO80 complex subunit B chr2p13.1  DNA repair --- -1.05 -1.13 1.02 -1.04 -1.13 1.02 1.30 -1.01 -1.22 -1.06 -1.29 -1.35
INO80C INO80 complex subunit C chr18q12.2  DNA repair --- 1.19 1.24 -1.06 -1.13 -1.06 1.01 -1.18 -1.08 1.44 1.19 1.69 1.34
INPP4A inositol polyphosphate-4-phchr2q11.2  phospholipid metabolic process --- -1.02 1.21 1.15 -1.08 -1.01 1.05 1.03 1.77 -3.62 -2.89 -1.28 -4.68
INPP4A inositol polyphosphate-4-phchr2q11.2  phospholipid metabolic process --- 1.04 1.21 -1.08 1.03 1.15 1.12 -1.55 -1.24 -2.10 -1.87 -1.68 -1.41
INPP4A inositol polyphosphate-4-phchr2q11.2  phospholipid metabolic process --- 1.27 1.01 -1.12 -1.17 -1.03 1.08 -1.41 -1.37 -1.55 -1.24 -1.24 -1.20
INPP4B inositol polyphosphate-4-phchr4q31.21  phospholipid metabolic process --- 1.06 -1.01 1.02 1.18 -1.07 -1.06 1.38 1.36 1.48 1.33 1.67 1.86
INPP5B inositol polyphosphate-5-phchr1p34  in utero embryonic development --- -1.07 1.02 1.34 1.31 -1.23 -1.32 1.30 1.02 1.65 1.25 1.27 1.76
INPP5B inositol polyphosphate-5-phchr1p34  in utero embryonic development --- 1.14 1.07 -1.06 -1.02 -1.17 1.00 1.09 -1.01 -1.30 -1.38 -1.37 -1.16
INPP5E inositol polyphosphate-5-phchr9q34.3  lipid metabolic process --- -1.09 -1.12 1.15 -1.02 1.08 1.27 1.21 1.08 1.03 -1.05 -1.27 -1.35
INPP5F inositol polyphosphate-5-phchr10q26.11  cardiac muscle hypertrophy in response t --- 1.75 1.45 -1.46 -1.07 1.23 1.12 1.71 1.24 1.27 1.69 -1.46 -1.44
INPP5J inositol polyphosphate-5-phchr22q12.2  phospholipid metabolic process --- -1.32 -1.01 1.39 1.13 1.15 1.06 1.12 1.32 -1.54 -4.93 -2.02 -2.06
INPP5K inositol polyphosphate-5-phchr17p13.3  in utero embryonic development --- -1.14 -1.21 -1.10 -1.07 1.14 1.07 -1.11 -1.10 -1.70 -1.98 -1.43 -1.18
INSIG1 insulin induced gene 1 chr7q36  lipid metabolic process --- 1.03 -1.09 1.02 1.11 -1.11 1.06 1.18 1.11 1.64 1.93 2.92 3.33
INSIG1 insulin induced gene 1 chr7q36  lipid metabolic process --- 1.09 1.07 1.02 -1.03 1.04 -1.00 1.18 1.02 1.56 1.86 2.80 3.07
INSIG1 insulin induced gene 1 chr7q36  lipid metabolic process --- 1.06 1.03 -1.16 -1.06 -1.23 -1.03 -1.06 -1.08 1.12 1.44 1.42 1.45
INSIG2 insulin induced gene 2 chr2q14.2  lipid metabolic process --- 1.06 1.01 1.11 1.04 -1.03 -1.04 1.22 1.03 1.39 1.81 1.27 1.74
INSL4 insulin-like 4 (placenta) chr9p24  signal transduction --- -1.10 -1.07 1.01 1.10 -1.18 -1.08 -1.48 -1.40 -1.93 -1.62 -2.31 -2.74
INTS1 integrator complex subunit chr7p22.3  blastocyst growth --- 1.08 1.07 1.06 1.29 1.02 -1.12 1.21 1.06 1.28 1.09 -1.49 -1.37
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INTS10 integrator complex subunit chr8p21.3  snRNA processing --- 1.27 1.01 1.23 -1.01 1.47 1.42 -1.15 -1.17 -1.61 -1.40 -1.54 -1.48
INTS10 integrator complex subunit chr8p21.3  snRNA processing --- -1.33 -1.09 1.03 1.05 1.15 1.25 -1.13 -1.08 -1.74 -1.89 -2.14 -1.62
INTS10 integrator complex subunit chr8p21.3  snRNA processing --- 1.04 1.06 1.04 -1.05 1.05 1.01 1.06 1.01 1.09 -1.01 1.27 1.23
INTS10 integrator complex subunit chr8p21.3  snRNA processing --- -1.09 -1.01 1.17 1.22 1.05 1.25 1.05 1.20 -1.40 -1.62 -1.62 -1.57
INTS3 integrator complex subunit chr1q21.3  cell cycle checkpoint --- -1.00 1.07 1.20 1.01 1.08 1.06 -1.18 -1.24 -1.22 -1.25 -1.08 -1.18
INTS3 integrator complex subunit chr1q21.3  cell cycle checkpoint --- 1.14 1.13 1.01 -1.13 -1.07 1.00 -1.39 -1.14 -1.66 -1.71 -1.17 -1.31
INTS4 integrator complex subunit 4chr11q14.1  snRNA processing --- -1.07 1.08 1.04 -1.11 -1.23 -1.21 1.45 1.17 1.64 1.32 1.44 1.09
INTS5 integrator complex subunit chr11q12.3  snRNA processing --- -1.03 1.00 -1.11 -1.27 -1.07 1.00 -1.03 -1.04 -1.44 -1.32 1.01 1.01
INTS5 integrator complex subunit chr11q12.3  snRNA processing --- -1.07 -1.09 -1.03 -1.11 -1.03 1.06 -1.17 -1.10 -1.38 -1.32 -1.10 -1.12
INTS6 integrator complex subunit chr13q14.3  snRNA processing --- 1.01 1.04 -1.00 -1.04 1.01 1.04 -1.38 1.05 1.01 -1.03 1.20 1.03
INTS6 integrator complex subunit chr13q14.3  snRNA processing --- 1.08 1.05 1.03 -1.05 -1.11 -1.01 -1.24 1.18 1.14 1.22 1.50 1.48
INTS7 integrator complex subunit chr1q32.3  DNA damage checkpoint --- 1.20 1.11 1.12 1.02 -1.09 1.08 -1.18 -1.15 -1.89 -1.41 -1.34 -1.23
INTS7 integrator complex subunit chr1q32.3  DNA damage checkpoint --- 1.27 1.16 -1.03 -1.05 -1.04 -1.03 1.32 1.26 -1.15 -1.20 1.32 1.19
INTS8 integrator complex subunit chr8q22.1  snRNA processing --- 1.07 1.03 -1.01 -1.00 -1.05 -1.05 -1.05 1.04 -1.11 -1.17 -1.26 -1.16
INTS9 integrator complex subunit chr8p21.1  snRNA processing --- -1.14 -1.07 1.03 1.08 -1.06 -1.08 1.06 -1.01 -2.09 -1.79 -2.70 -1.94
INVS inversin chr9q31  kidney development --- 1.09 1.00 1.07 1.18 1.05 1.07 1.13 1.05 -1.65 -1.47 -1.83 -1.78
IP6K1 inositol hexakisphosphate k chr3p21.31  phosphorylation --- -1.17 -1.30 1.01 1.09 -1.02 -1.10 1.05 1.11 -1.46 -1.34 -1.23 -1.05
IP6K2 inositol hexakisphosphate k chr3p21.31  phosphate ion transport --- -1.01 -1.06 1.01 1.11 1.13 -1.04 1.37 1.17 1.25 1.05 1.11 1.03
IP6K2 inositol hexakisphosphate k chr3p21.31  phosphate ion transport --- -1.04 1.01 1.01 -1.08 1.02 1.03 -1.35 -1.24 -1.49 -1.60 -1.05 -1.07
IPMK inositol polyphosphate multchr10q21.1  neural tube formation --- -1.16 -1.15 1.04 1.02 1.51 -1.15 1.38 1.79 -1.06 1.71 2.87 1.54
IPO11 /// IPO importin 11 /// IPO11-LRRCchr5q12.1  ribosomal protein import into nucleus --- -1.01 -1.01 1.08 1.05 1.07 1.01 1.03 1.01 -1.13 -1.07 1.31 1.17
IPO11 /// IPO importin 11 /// IPO11-LRRCchr5q12.1  ribosomal protein import into nucleus --- -1.01 -1.03 -1.02 -1.03 1.03 1.01 -1.26 -1.00 -1.20 -1.12 1.17 1.14
IPO13 importin 13 chr1p34.1  protein import into nucleus --- -1.05 -1.10 -1.04 1.17 -1.06 -1.07 -1.08 1.07 -1.02 -1.36 1.20 1.43
IPO5 importin 5 chr13q32.2  NLS-bearing substrate import into nucleu--- 1.04 1.17 1.10 -1.19 1.05 1.25 1.12 1.10 -1.21 -1.25 -1.28 -1.61
IPO5 importin 5 chr13q32.2  NLS-bearing substrate import into nucleu--- 1.04 1.12 1.01 -1.05 -1.14 -1.05 -1.08 -1.02 -1.87 -1.57 -1.49 -1.81
IPO5 importin 5 chr13q32.2  NLS-bearing substrate import into nucleu--- -1.04 -1.07 1.02 1.04 -1.00 -1.02 1.23 1.05 1.18 1.01 1.21 1.28
IPO8 importin 8 chr12p11.21  transport --- 1.07 1.06 -1.03 1.04 -1.04 -1.02 -1.09 -1.09 -1.15 -1.11 -1.16 -1.23
IPO9 importin 9 chr1q32.1  protein import into nucleus --- -1.09 -1.15 1.06 -1.08 -1.02 1.14 -1.16 -1.03 -1.95 -1.51 -1.48 -1.24
IPO9 importin 9 chr1q32.1  protein import into nucleus --- -1.02 -1.06 1.02 -1.02 1.01 -1.05 1.11 1.06 -1.46 -1.34 -1.51 -1.41
IPO9 importin 9 chr1q32.1  protein import into nucleus --- 1.01 -1.09 1.18 1.20 1.23 -1.05 1.11 1.19 -1.22 -1.55 -1.95 -1.50
IPO9 importin 9 chr1q32.1  protein import into nucleus --- -1.07 -1.10 1.03 1.10 -1.10 -1.03 -1.08 1.03 -1.36 -1.48 -1.20 -1.05
IPP intracisternal A particle-pro chr1p34-p32 0 --- -1.02 -1.03 -1.08 -1.36 -1.01 1.07 -1.01 1.03 -1.50 -1.35 -1.35 -1.43
IPPK inositol 1,3,4,5,6-pentakisphchr9q22.31  phosphorylation --- 1.15 1.18 1.17 1.01 1.24 -1.17 1.00 -1.15 1.09 -1.46 1.40 1.64
IPW /// LOC1 imprinted in Prader-Willi sychr15q11-q12 /// chr0 --- 3.15 2.05 1.02 -1.28 -1.95 -1.34 -1.24 -1.18 -3.87 -3.36 -2.24 -3.52
IPW /// LOC1 imprinted in Prader-Willi sychr15q11-q12 /// chr RNA splicing mRNA_processing_binding_Reactome // Ge 1.10 1.09 -1.01 -1.03 -1.41 -1.01 -1.71 -1.29 -3.03 -2.31 -4.10 -3.56
IPW /// LOC1 imprinted in Prader-Willi sychr15q11-q12 /// chr RNA splicing mRNA_processing_binding_Reactome // Ge 1.00 1.10 -1.02 1.04 -1.11 -1.15 1.20 1.16 -1.90 -1.18 -2.58 -2.56
IQCA1 IQ motif containing with AAchr2q37.3 0 --- 1.69 -1.29 -1.07 1.09 -3.59 -2.17 -1.71 -2.53 -1.17 -1.40 -1.41 1.18
IQCA1 IQ motif containing with AAchr2q37.3 0 --- 1.19 1.24 1.09 -1.00 -1.62 1.21 1.10 1.17 -1.65 -1.75 -1.22 -1.73
IQCD IQ motif containing D chr12q24.13 0 --- 1.02 1.07 1.80 1.21 -1.40 -1.45 1.62 1.21 1.01 -1.20 2.12 1.93
IQCE IQ motif containing E chr7p22.3 0 --- 1.08 -1.01 1.05 -1.12 1.21 1.06 1.13 1.04 -1.96 -1.83 -2.16 -1.70
IQCF1 IQ motif containing F1 chr3p21.2 0 --- -1.95 -1.43 -1.28 1.70 1.56 1.69 -1.44 -1.11 17.90 8.71 1.71 -1.15
IQCG IQ motif containing G chr3q29 0 --- 1.26 1.30 1.35 1.16 -1.01 -1.03 1.23 -1.16 -1.40 -1.57 -1.54 -1.18
IQCG IQ motif containing G chr3q29 0 --- -1.01 -1.01 1.21 1.27 -1.25 -1.00 1.42 1.37 -3.04 -1.66 -10.16 -4.02
IQCH-AS1 IQCH antisense RNA 1 chr15q23 0 --- -1.07 -1.29 -1.16 -1.23 -1.02 1.05 -1.38 -1.04 -4.08 -3.56 -3.47 -3.14
IQCK IQ motif containing K chr16p12.3 0 --- 1.09 -1.00 -1.03 -1.03 -1.02 -1.17 1.01 1.06 -1.36 -1.22 -1.38 -1.18
IQGAP1 IQ motif containing GTPasechr15q26.1  regulation of cytokine production G13_Signaling_Pathway // GenMAPP -1.23 -1.15 1.08 -1.05 1.19 1.05 1.25 1.05 1.19 1.13 1.20 1.32
IQGAP2 IQ motif containing GTPasechr5q13.3  signal transduction G13_Signaling_Pathway // GenMAPP 1.04 -1.17 1.28 -1.02 1.19 -1.22 -1.27 -1.28 -3.47 -1.34 -1.77 -3.76
IQGAP3 IQ motif containing GTPasechr1q21.3  G1 --- 2.08 1.39 1.49 2.11 1.14 1.02 -1.90 1.08 2.54 1.59 1.02 -1.16
IQSEC2 IQ motif and Sec7 domain 2chrXp11.22  vesicle-mediated transport --- 1.01 1.04 1.03 1.04 1.04 -1.14 1.27 1.21 1.44 1.50 1.47 1.69
IQSEC3 /// LOIQ motif and Sec7 domain 3chr12p13.33  vesicle-mediated transport --- 1.07 1.70 -1.47 -2.43 -7.89 -2.76 -3.04 2.01 4.48 2.07 -2.36 -3.04
IRAK1 interleukin-1 receptor-assocchrXq28  activation of MAPK activity --- -1.07 -1.04 -1.03 1.04 -1.02 -1.10 1.27 1.24 1.43 1.25 1.09 1.16
IRAK1BP1 interleukin-1 receptor-assocchr6q14-q15  transcription, DNA-dependent --- 1.20 -1.09 -1.30 -1.24 1.15 1.20 -1.11 1.06 -4.44 -3.22 -2.55 -2.48
IRAK1BP1 interleukin-1 receptor-assocchr6q14-q15  transcription, DNA-dependent --- 1.10 1.01 1.18 1.25 1.03 1.25 -1.03 1.05 -2.14 -1.97 -1.38 -1.57
IRAK2 interleukin-1 receptor-assocchr3p25.3  activation of MAPK activity --- 1.01 -1.03 1.00 -1.10 -1.04 1.06 1.98 1.59 3.50 2.77 2.13 1.69
IRAK3 interleukin-1 receptor-assocchr12q14.3  negative regulation of cytokine-mediated --- 1.28 1.58 1.37 1.28 -1.18 1.11 -1.29 -1.18 -1.74 -1.68 -1.63 -2.22
IREB2 iron-responsive element binchr15q25.1  regulation of translation --- 1.09 -1.17 -1.18 1.45 -1.30 -1.22 2.53 1.33 2.25 3.39 1.83 1.85
IREB2 iron-responsive element binchr15q25.1  regulation of translation --- -1.03 -1.01 -1.04 -1.00 -1.07 1.10 -1.29 -1.17 -1.30 -1.16 -1.19 -1.27
IREB2 iron-responsive element binchr15q25.1  regulation of translation --- -1.30 1.21 -1.04 -1.06 -1.31 1.09 1.15 -1.56 -3.87 -1.61 -1.63 -2.90
IRF1 interferon regulatory factor chr5q31.1  regulation of adaptive immune response Apoptosis // GenMAPP -1.13 1.02 -1.04 -1.03 1.14 1.06 1.33 1.45 1.54 1.34 1.42 1.29
IRF1 interferon regulatory factor chr5q31.1  regulation of adaptive immune response Apoptosis // GenMAPP 1.10 -1.03 1.08 1.12 -1.01 1.03 1.16 1.27 1.53 1.12 1.32 1.18
IRF2BPL interferon regulatory factor chr14q24.3 0 --- 1.11 1.13 -1.06 1.05 -1.20 1.10 -1.09 -1.08 1.30 1.20 1.10 1.02
IRF7 interferon regulatory factor chr11p15.5  negative regulation of transcription from Apoptosis // GenMAPP 1.30 1.37 1.18 1.50 -1.34 -1.43 2.01 1.83 2.93 2.01 1.78 1.73
IRF8 interferon regulatory factor chr16q24.1  negative regulation of transcription from --- 1.28 1.45 -1.89 -1.13 -1.02 -2.02 1.58 1.08 -1.07 1.22 1.02 1.26
IRF9 interferon regulatory factor chr14q11.2  protein polyubiquitination --- 1.31 1.28 1.19 1.09 1.02 -1.10 2.27 1.57 1.50 1.20 1.56 1.41
IRGQ immunity-related GTPase fachr19q13.31 0 --- -1.02 -1.06 1.12 1.08 1.09 1.12 -1.01 -1.04 -1.26 -1.21 -2.10 -2.21
IRGQ immunity-related GTPase fachr19q13.31 0 --- -1.15 -1.16 1.19 1.17 1.15 1.26 -1.11 -1.03 -1.28 1.09 -2.04 -1.73
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IRGQ immunity-related GTPase fachr19q13.31 0 --- -1.13 -1.17 1.09 1.05 1.11 1.16 -1.03 -1.10 -1.25 -1.13 -2.22 -2.17
IRS1 insulin receptor substrate 1 chr2q36  positive regulation of mesenchymal cell p--- -1.06 1.02 1.14 1.09 -1.03 1.08 -1.09 1.01 -1.52 -1.41 -1.41 -1.25
IRS1 insulin receptor substrate 1 chr2q36  positive regulation of mesenchymal cell p--- 1.06 1.15 1.09 -1.51 -1.49 -1.04 -1.80 1.02 -3.36 -3.64 -1.88 -3.38
IRS1 insulin receptor substrate 1 chr2q36  positive regulation of mesenchymal cell p--- 1.54 1.16 -1.01 -1.18 -1.10 -1.08 -1.49 -1.68 -2.49 -4.03 -2.59 -2.53
IRX5 iroquois homeobox 5 chr16q12.2  regulation of heart rate --- 1.14 1.21 -1.11 1.12 -1.37 -1.33 1.30 1.01 -1.10 -1.48 -1.23 -1.57
ISCA1 iron-sulfur cluster assemblychr9q21.33  iron-sulfur cluster assembly --- 1.03 -1.06 1.04 1.09 -1.04 1.02 -1.02 1.03 1.32 1.34 1.54 1.75
ISCA1 iron-sulfur cluster assemblychr9q21.33  iron-sulfur cluster assembly --- 1.15 1.05 1.19 1.29 -1.03 1.20 -1.08 -1.07 -1.22 -1.17 1.11 1.04
ISCA1 iron-sulfur cluster assemblychr9q21.33  iron-sulfur cluster assembly --- 1.09 -1.07 1.05 1.05 1.14 -1.01 1.13 1.08 1.40 1.23 1.49 1.49
ISG15 ISG15 ubiquitin-like modifichr1p36.33  cell-cell signaling --- 1.02 -1.07 -1.05 -1.02 1.09 -1.02 4.08 2.65 4.35 2.68 2.77 1.88
ISG20 interferon stimulated exonu chr15q26  DNA catabolic process, exonucleolytic --- -1.20 -1.21 1.08 1.27 1.01 -1.10 3.32 2.08 5.66 3.94 3.06 3.02
ISG20 interferon stimulated exonu chr15q26  DNA catabolic process, exonucleolytic --- 1.05 -1.09 1.03 -1.04 1.10 -1.00 3.29 2.18 5.06 3.23 2.91 3.09
ISL1 ISL LIM homeobox 1 chr5q11.1  negative regulation of transcription from --- 1.01 1.00 -1.13 -1.07 -1.11 -1.04 -1.51 -1.05 -2.34 -1.95 -2.35 -2.84
ISL2 ISL LIM homeobox 2 chr15q23  regulation of transcription, DNA-depende--- 1.06 -1.13 1.20 1.40 1.08 -1.17 1.06 -1.08 1.83 1.28 1.34 1.29
ISM2 isthmin 2 chr14q24.3 0 --- 1.25 -1.73 1.15 3.95 1.37 -2.37 -3.68 1.09 7.70 10.07 4.32 3.19
ISOC2 isochorismatase domain conchr19q13.42  metabolic process --- -1.17 -1.28 -1.06 -1.01 1.12 -1.00 -1.04 1.01 1.25 1.13 1.42 1.74
IST1 increased sodium tolerance chr16q22.2  cytokinesis --- 1.23 -1.09 -1.40 -1.05 1.11 1.13 1.08 1.12 1.79 2.04 1.53 1.87
ISY1 ISY1 splicing factor homolochr3q21.3  mRNA splicing, via spliceosome --- -1.16 -1.45 1.19 -1.26 1.24 1.21 -1.02 -1.09 1.20 1.08 1.52 1.46
ISY1-RAB43 ISY1-RAB43 readthrough / chr3q /// chr3q21.3  mRNA splicing, via spliceosome --- 1.35 1.18 -1.07 -1.08 1.12 1.22 -1.13 1.00 3.04 2.89 1.94 1.89
ISYNA1 inositol-3-phosphate syntha chr19p13.11  inositol biosynthetic process --- -1.14 -1.33 -1.02 1.56 1.16 -1.06 1.21 1.15 2.05 1.79 -1.17 -1.18
ISYNA1 inositol-3-phosphate syntha chr19p13.11  inositol biosynthetic process --- 1.02 1.03 1.10 1.42 -1.08 -1.19 1.36 1.37 1.19 1.10 -1.51 -1.36
ITCH itchy E3 ubiquitin protein li chr20q11.22  protein polyubiquitination --- -1.07 1.07 1.24 1.27 1.02 1.14 1.28 1.33 1.58 1.43 3.12 3.10
ITCH itchy E3 ubiquitin protein li chr20q11.22  protein polyubiquitination --- -1.06 -1.03 1.24 1.14 1.27 1.09 1.22 1.29 1.49 1.40 3.32 3.05
ITCH itchy E3 ubiquitin protein li chr20q11.22  protein polyubiquitination --- -1.12 -1.15 1.26 1.30 1.17 1.01 -1.21 -1.27 1.07 1.11 2.25 2.35
ITFG1 integrin alpha FG-GAP repechr16q12.1 0 --- 1.04 1.07 1.08 -1.01 -1.00 -1.04 -1.03 -1.04 -1.06 -1.03 1.39 1.32
ITFG1 integrin alpha FG-GAP repechr16q12.1 0 --- 1.16 1.05 1.05 -1.11 1.11 1.17 -1.13 -1.05 -1.78 -1.45 -2.35 -1.92
ITFG1 integrin alpha FG-GAP repechr16q12.1 0 --- 1.22 1.34 1.03 -1.03 -1.17 1.01 -1.31 -1.16 -1.83 -1.93 -1.79 -1.66
ITFG2 integrin alpha FG-GAP repechr12p13.33 0 --- 1.03 -1.49 1.28 -1.34 1.00 1.06 1.13 1.22 -1.51 -1.83 -1.39 -1.75
ITFG2 /// LOCintegrin alpha FG-GAP repechr12p13.33 0 --- -1.02 1.08 1.17 1.18 1.02 1.11 1.19 1.12 -1.09 -1.18 -1.49 -1.19
ITFG2 /// LOCintegrin alpha FG-GAP repechr12p13.33 0 --- 1.08 1.10 1.08 1.22 1.14 1.05 1.05 1.47 -1.43 -1.97 -1.54 -1.41
ITGA1 integrin, alpha 1 chr5q11.2  activation of MAPK activity Integrin-mediated_cell_adhesion_KEGG // G -1.11 -1.16 -1.08 -1.03 -1.05 1.02 1.34 1.17 -1.05 -1.12 -1.68 -1.47
ITGA11 integrin, alpha 11 chr15q23  cell adhesion Integrin-mediated_cell_adhesion_KEGG // G 1.27 -2.49 1.05 1.35 -1.19 -1.02 1.29 -1.39 -1.54 -1.25 -3.06 -1.77
ITGA2 integrin, alpha 2 (CD49B, a chr5q11.2  cell adhesion Integrin-mediated_cell_adhesion_KEGG // G 1.21 -1.09 -1.13 1.07 1.17 1.23 1.90 1.58 2.02 2.11 1.60 1.84
ITGA2 integrin, alpha 2 (CD49B, a chr5q11.2  cell adhesion Integrin-mediated_cell_adhesion_KEGG // G 1.26 1.26 1.06 -1.02 -1.20 1.10 1.44 1.11 1.67 1.57 1.68 1.53
ITGA2B integrin, alpha 2b (platelet gchr17q21.32  platelet degranulation Integrin-mediated_cell_adhesion_KEGG // G 1.28 -1.33 -4.38 -1.53 1.44 1.05 -1.44 1.28 2.41 1.86 1.98 2.15
ITGA3 integrin, alpha 3 (antigen CDchr17q21.33  neuron migration Integrin-mediated_cell_adhesion_KEGG // G -1.09 -1.10 -1.12 1.19 1.02 -1.10 1.00 1.21 1.82 1.73 1.58 2.02
ITGA5 integrin, alpha 5 (fibronectinchr12q11-q13  angiogenesis Integrin-mediated_cell_adhesion_KEGG // G -1.08 -1.18 -1.01 1.06 1.15 -1.09 1.37 1.19 2.29 2.03 2.18 2.71
ITGA7 integrin, alpha 7 chr12q13  cell adhesion Integrin-mediated_cell_adhesion_KEGG // G 1.43 1.38 -1.40 -1.09 -1.70 -1.80 -1.03 -1.10 -2.18 -1.55 -1.26 -1.31
ITGB1 integrin, beta 1 (fibronectin chr10p11.2  G1 Integrin-mediated_cell_adhesion_KEGG // G 1.38 1.67 -1.24 -1.08 1.27 1.21 -1.65 1.19 1.14 -1.23 -1.38 -1.33
ITGB1 integrin, beta 1 (fibronectin chr10p11.2  G1 Integrin-mediated_cell_adhesion_KEGG // G 1.17 1.07 1.11 1.06 1.19 1.04 1.18 1.02 1.15 1.17 1.40 1.22
ITGB1BP1 integrin beta 1 binding protechr2p25.2  angiogenesis --- 1.05 -1.03 -1.05 1.01 -1.18 1.05 1.02 1.06 -1.28 -1.37 -1.42 -1.37
ITGB3 integrin, beta 3 (platelet gly chr17q21.32  positive regulation of protein phosphoryl Integrin-mediated_cell_adhesion_KEGG // G 2.03 1.94 2.09 2.08 -3.57 1.25 1.13 -1.59 5.29 5.98 6.20 4.80
ITGB4 integrin, beta 4 chr17q25  cell adhesion --- -1.24 -1.35 1.24 1.42 1.32 1.27 1.06 -1.00 1.24 1.17 1.31 1.64
ITGB4 integrin, beta 4 chr17q25  cell communication Integrin-mediated_cell_adhesion_KEGG // G -1.21 1.00 -1.31 1.00 -1.70 -1.87 -1.80 -1.18 1.11 1.33 -1.19 1.22
ITGB4 integrin, beta 4 chr17q25  cell communication Integrin-mediated_cell_adhesion_KEGG // G -1.34 -1.94 1.68 1.43 -1.04 1.25 1.06 -1.31 1.35 1.17 1.19 1.64
ITGB4 integrin, beta 4 chr17q25  cell communication Integrin-mediated_cell_adhesion_KEGG // G 1.01 -1.10 -1.03 1.16 1.00 1.03 1.57 1.44 1.94 1.42 1.39 1.61
ITGB6 integrin, beta 6 chr2q24.2  inflammatory response Integrin-mediated_cell_adhesion_KEGG // G 1.00 1.27 -1.50 1.29 -2.36 -1.22 -1.71 -1.41 1.97 1.61 1.55 1.73
ITGB8 integrin, beta 8 chr7p21.1  ganglioside metabolic process Integrin-mediated_cell_adhesion_KEGG // G -1.20 1.35 -1.33 -1.20 1.08 1.35 1.01 1.02 -1.83 -2.12 1.99 1.43
ITGB8 integrin, beta 8 chr7p21.1  ganglioside metabolic process Integrin-mediated_cell_adhesion_KEGG // G 1.47 1.08 -1.10 -1.04 1.09 1.58 1.87 1.83 1.31 1.29 1.84 1.72
ITGB8 integrin, beta 8 chr7p21.1  ganglioside metabolic process Integrin-mediated_cell_adhesion_KEGG // G -1.12 -1.07 1.68 -1.00 1.32 1.29 1.68 1.13 1.34 -1.13 2.59 2.10
ITGBL1 integrin, beta-like 1 (with E chr13q33  cell adhesion --- -1.36 1.34 2.13 -1.06 1.25 -1.51 -2.24 1.29 -4.30 -3.70 -5.62 -3.33
ITM2A integral membrane protein 2chrXq13.3-Xq21.2 0 --- -1.16 -1.19 -1.52 -1.59 1.27 1.04 1.34 1.17 -1.07 -1.03 -1.72 -1.32
ITM2C integral membrane protein 2chr2q37  negative regulation of neuron projection d--- -1.08 -1.13 1.01 -1.15 -1.05 -1.11 1.09 -1.06 -1.07 1.00 1.18 1.14
ITPK1 inositol-tetrakisphosphate 1 chr14q31  signal transduction --- 1.01 1.00 -1.11 -1.01 1.08 -1.05 1.13 1.05 1.63 1.33 1.14 1.17
ITPKA inositol-trisphosphate 3-kin chr15q15.1  inositol metabolic process --- 1.61 1.61 -1.04 -1.38 -4.09 -1.88 -1.44 1.22 1.62 2.08 1.40 1.83
ITPKB inositol-trisphosphate 3-kin chr1q42.13  MAPK cascade --- 2.26 1.70 1.82 1.47 -1.41 -1.41 1.14 -1.09 -1.31 -3.10 -3.09 -20.96
ITPKC inositol-trisphosphate 3-kin chr19q13.1  phosphorylation --- 1.22 1.26 1.07 1.18 -1.43 -1.11 -1.06 1.05 1.52 1.19 1.20 1.33
ITPR1 inositol 1,4,5-trisphosphate chr3p26.1  response to hypoxia Calcium_regulation_in_cardiac_cells // GenM 1.06 -1.05 1.19 -1.19 1.15 1.18 1.04 -1.04 -1.77 -1.64 -1.73 -1.54
ITPR1-AS1 ITPR1 antisense RNA 1 (he--- 0 --- -1.64 -1.52 -1.32 -1.11 1.69 2.62 1.02 -1.23 1.23 1.34 1.31 1.52
ITPR2 inositol 1,4,5-trisphosphate chr12p11  response to hypoxia Calcium_regulation_in_cardiac_cells // GenM 1.23 1.22 -1.06 -1.02 -1.16 1.05 1.06 1.07 -1.85 -1.36 -1.56 -1.87
ITPR2 inositol 1,4,5-trisphosphate chr12p11  response to hypoxia Calcium_regulation_in_cardiac_cells // GenM -1.25 -1.10 1.15 1.06 1.10 -1.06 -1.21 -1.33 -2.09 -1.11 -1.25 -1.54
ITPR2 inositol 1,4,5-trisphosphate chr12p11  response to hypoxia Calcium_regulation_in_cardiac_cells // GenM 1.23 -1.02 1.25 1.42 -1.08 -1.07 1.09 1.02 1.03 -1.19 -1.20 -1.32
ITPRIP inositol 1,4,5-trisphosphate chr10q25.1  negative regulation of protein kinase activ--- 1.27 1.12 1.10 -1.04 1.05 1.09 1.78 1.33 1.51 1.32 1.00 -1.27
ITPRIP inositol 1,4,5-trisphosphate chr10q25.1  negative regulation of protein kinase activ--- -1.08 -1.11 1.04 1.21 1.06 -1.06 1.51 1.29 2.84 1.94 1.48 1.47
ITPRIPL2 inositol 1,4,5-trisphosphate chr16p12.3 0 --- -1.02 -1.03 1.01 -1.03 -1.03 -1.02 1.09 1.12 -1.22 -1.24 -1.02 -1.06
ITPRIPL2 inositol 1,4,5-trisphosphate chr16p12.3 0 --- -1.20 -1.08 1.12 1.13 -1.13 -1.02 1.10 1.34 -1.34 -1.45 -1.00 1.03
ITSN1 intersectin 1 (SH3 domain pchr21q22.1-q22.2  endocytosis --- 1.04 1.04 -1.04 -1.01 -1.12 1.10 -1.35 -1.19 -1.54 -1.25 -1.32 -1.22
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ITSN1 intersectin 1 (SH3 domain pchr21q22.1-q22.2  endocytosis --- -1.04 1.00 -1.01 -1.00 -1.03 1.02 -1.13 -1.10 -1.05 -1.02 -1.29 -1.19
ITSN1 intersectin 1 (SH3 domain pchr21q22.1-q22.2  endocytosis --- -1.05 -1.04 -1.05 -1.04 1.06 1.03 -1.02 -1.02 -1.13 -1.16 -1.20 -1.22
IVD isovaleryl-CoA dehydrogen chr15q14-q15  leucine catabolic process --- -1.01 -1.07 1.13 1.30 -1.02 -1.01 1.20 1.20 -1.44 -1.61 -2.22 -1.82
IVD isovaleryl-CoA dehydrogen chr15q14-q15  leucine catabolic process --- -1.09 -1.13 1.09 -1.12 -1.02 -1.02 1.22 1.14 -1.17 -1.01 -1.64 -1.49
IVD isovaleryl-CoA dehydrogen chr15q14-q15  leucine catabolic process --- 1.24 1.01 1.08 1.21 -1.00 1.00 1.10 1.09 -1.44 -1.59 -2.02 -1.80
IVNS1ABP influenza virus NS1A bindinchr1q25.1-q31.1  transcription from RNA polymerase III p --- 1.02 1.07 1.08 1.05 1.03 1.02 1.16 1.13 -1.35 -1.11 -1.27 -1.15
IVNS1ABP influenza virus NS1A bindinchr1q25.1-q31.1  transcription from RNA polymerase III p --- 1.04 1.01 1.01 1.08 1.07 1.02 1.22 1.13 1.19 1.15 1.09 1.22
IVNS1ABP influenza virus NS1A bindinchr1q25.1-q31.1  transcription from RNA polymerase III p --- 1.02 1.03 -1.01 1.05 -1.04 1.04 1.05 1.02 -1.32 -1.16 -1.24 -1.16
IWS1 IWS1 homolog (S. cerevisiachr2q14.3  transcription, DNA-dependent --- -1.12 -1.06 -1.03 1.02 -1.02 -1.05 1.06 1.07 1.21 1.03 1.24 1.30
IZUMO1 izumo sperm-egg fusion 1 chr19q13.33  cell adhesion --- -1.05 1.41 1.47 1.20 -1.54 -2.92 1.13 -1.03 2.10 1.35 1.06 -1.46
JAG1 jagged 1 chr20p12.1-p11.23  angiogenesis --- 1.52 1.32 -1.03 -1.13 1.23 1.23 1.44 1.11 1.98 1.89 1.84 1.60
JAG1 jagged 1 chr20p12.1-p11.23  angiogenesis --- 1.05 -1.06 -1.06 -1.19 -1.10 -1.04 1.27 1.04 1.81 1.82 1.59 1.37
JAGN1 jagunal homolog 1 (Drosophchr3p25.2 0 --- -1.10 -1.12 -1.04 -1.03 1.11 -1.01 -1.00 -1.06 -1.14 -1.17 -1.36 -1.20
JAK1 Janus kinase 1 chr1p32.3-p31.3  protein phosphorylation TGF_Beta_Signaling_Pathway // GenMAPP 1.10 1.13 -1.01 -1.07 -1.03 -1.01 -1.19 -1.07 -1.51 -1.32 -1.37 -1.53
JAK3 Janus kinase 3 chr19p13.1  negative regulation of dendritic cell cytok--- 1.50 1.52 -2.00 -1.01 1.43 -1.32 -1.25 1.40 2.64 2.65 3.16 4.65
JAM2 junctional adhesion moleculchr21q21.2  negative regulation of cell adhesion --- -1.10 1.02 -1.25 1.20 -1.38 1.21 -1.17 1.60 1.75 1.87 3.16 3.07
JAM3 junctional adhesion moleculchr11q25  angiogenesis --- 1.03 -1.13 1.13 -1.31 1.06 1.57 -1.72 -1.52 -1.95 -2.23 -3.18 -2.15
JARID2 jumonji, AT rich interactivechr6p24-p23  negative regulation of transcription from --- 1.22 1.19 1.07 1.08 -1.17 -1.10 -1.28 -1.04 -1.24 -1.09 1.28 1.31
JAZF1 JAZF zinc finger 1 chr7p15.2-p15.1  negative regulation of transcription from --- 1.18 1.04 -1.11 1.06 -1.03 -1.13 1.26 1.11 1.28 1.32 1.56 1.21
JAZF1 JAZF zinc finger 1 chr7p15.2-p15.1  negative regulation of transcription from --- 1.09 1.09 1.05 -1.13 -1.06 1.04 1.10 1.08 -1.17 -1.23 -1.35 -1.28
JDP2 Jun dimerization protein 2 chr14q24.3  negative regulation of transcription from --- -1.18 -1.10 1.09 -1.20 1.46 1.52 1.03 1.20 -1.20 1.01 -1.07 -1.01
JHDM1D jumonji C domain containinchr7q34  transcription, DNA-dependent --- 1.51 1.59 1.20 -1.34 -1.29 -1.00 1.22 1.04 1.45 1.63 1.91 1.82
JHDM1D jumonji C domain containinchr7q34  transcription, DNA-dependent --- -1.07 -1.07 -1.08 -1.06 1.15 1.21 1.20 -1.06 2.17 1.75 1.30 1.20
JMJD1C jumonji domain containing chr10q21.3  transcription, DNA-dependent --- -1.14 -1.04 -1.13 -1.24 1.85 1.30 1.17 1.10 -1.04 -1.09 -1.15 1.17
JMJD1C-AS1 JMJD1C antisense RNA 1 chr10q21.3 0 --- -1.19 -1.40 1.10 1.22 -1.16 1.46 1.14 1.03 1.87 2.59 -1.14 1.31
JMJD6 jumonji domain containing chr17q25  blood vessel development --- 1.02 -1.08 -1.02 -1.02 -1.09 -1.07 1.03 1.08 2.11 1.85 1.98 2.26
JMJD6 jumonji domain containing chr17q25  blood vessel development --- -1.17 -1.24 -1.01 -1.04 1.10 -1.06 1.20 1.14 2.32 1.97 2.31 2.66
JMJD7 /// JMJjumonji domain containing chr15q11.2-q21.3 /// lipid metabolic process --- 1.11 -1.02 1.13 1.28 -1.03 -1.14 1.48 1.42 -1.22 -1.75 -1.84 -1.34
JMY junction mediating and reguchr5q14.1  DNA repair --- -1.03 1.00 -1.11 -1.04 1.10 -1.04 1.02 1.08 1.30 1.20 1.46 1.44
JOSD2 Josephin domain containingchr19q13.33  proteolysis --- 1.08 -1.03 -1.01 -1.08 -1.12 -1.19 1.00 -1.23 -1.26 -1.36 -1.85 -1.82
JPH1 junctophilin 1 chr8q21  muscle organ development --- 1.13 1.15 1.01 1.09 1.07 1.01 -1.14 -1.18 -1.03 1.11 1.26 1.16
JPH2 junctophilin 2 chr20q13.12  elevation of cytosolic calcium ion concen--- 1.14 1.02 -1.10 -1.28 -1.03 1.04 -1.21 1.11 1.20 1.35 1.34 1.49
JPH3 junctophilin 3 chr16q24.3  learning --- -1.62 -1.15 -1.26 -1.10 -1.17 1.10 1.02 1.30 -1.61 -1.42 -1.50 -1.33
JPX JPX transcript, XIST activa chrXq13.2 0 --- 1.07 1.02 1.16 1.10 1.19 1.11 1.30 1.40 -1.40 -1.62 -1.37 -1.28
JRK jerky homolog (mouse) chr8q24.3 0 --- -1.23 -1.33 -1.03 1.13 1.03 1.06 -1.31 -1.19 -1.48 -1.44 -2.24 -1.52
JRK jerky homolog (mouse) chr8q24.3 0 --- -1.06 -1.10 1.32 1.08 -1.02 1.02 1.26 1.13 -1.44 -1.63 -1.74 -1.74
JRK jerky homolog (mouse) chr8q24.3 0 --- -1.21 -1.32 1.10 -1.01 1.06 -1.06 1.08 1.06 -1.67 -1.67 -1.70 -1.85
JRK jerky homolog (mouse) chr8q24.3 0 --- -1.08 -1.04 1.21 1.19 1.02 -1.08 1.06 -1.01 -1.56 -1.59 -1.94 -1.73
JRK jerky homolog (mouse) chr8q24.3 0 --- -1.01 -1.08 -1.03 1.16 1.18 1.05 1.22 1.12 2.23 1.97 3.26 3.62
JUN jun proto-oncogene chr1p32-p31  angiogenesis Apoptosis // GenMAPP /// Apoptosis_GenM -1.05 -1.11 -1.05 -1.01 1.12 1.13 1.32 1.10 2.89 3.37 3.53 2.93
JUN jun proto-oncogene chr1p32-p31  angiogenesis Apoptosis // GenMAPP /// Apoptosis_GenM -1.05 -1.13 -1.02 1.10 1.10 1.09 1.67 1.24 3.43 3.31 3.82 3.48
JUN jun proto-oncogene chr1p32-p31  angiogenesis Apoptosis // GenMAPP /// Apoptosis_GenM -1.16 -1.29 -1.07 1.14 1.15 -1.08 1.51 1.48 3.05 2.50 2.27 2.57
JUN jun proto-oncogene chr1p32-p31  angiogenesis Apoptosis // GenMAPP /// Apoptosis_GenM -1.00 -1.00 1.08 1.01 -1.09 1.05 1.45 1.31 3.57 3.69 4.31 3.58
JUNB jun B proto-oncogene chr19p13.2  vasculogenesis --- -1.11 1.09 -1.03 -1.02 1.04 1.16 1.15 1.08 1.37 1.23 1.71 1.62
JUND jun D proto-oncogene chr19p13.2  osteoblast development Hypertrophy_model // GenMAPP -1.04 1.05 1.19 -1.10 -1.82 -1.27 1.33 1.46 1.29 1.16 1.37 1.74
JUND jun D proto-oncogene chr19p13.2  osteoblast development Hypertrophy_model // GenMAPP 1.14 1.09 -1.27 1.01 -1.47 -1.09 -1.12 1.03 -1.05 1.05 1.06 1.10
JUND jun D proto-oncogene chr19p13.2  osteoblast development Hypertrophy_model // GenMAPP 1.06 -1.10 -1.03 -1.06 1.02 -1.14 1.10 1.02 -1.21 -1.51 1.10 1.11
JUP junction plakoglobin chr17q21  negative regulation of transcription from --- 1.03 1.06 1.05 -1.11 -1.08 -1.01 -1.07 -1.01 -1.19 -1.15 -1.19 -1.40
JUP /// KRT17junction plakoglobin /// kerachr17q21 /// chr17q2 negative regulation of transcription from --- -1.09 -1.07 -1.06 -1.04 1.13 -1.00 1.42 1.13 2.66 1.92 3.16 3.01
JUP /// KRT17junction plakoglobin /// kerachr17q21 /// chr17q2 negative regulation of transcription from --- 1.00 -1.03 -1.01 1.05 1.11 1.07 1.44 1.14 3.04 2.37 3.61 3.40
KAL1 Kallmann syndrome 1 sequechrXp22.32  cellular component movement --- 1.01 1.06 1.10 1.20 1.06 1.12 -1.17 -1.16 -1.85 -1.55 -1.51 -1.50
KALRN kalirin, RhoGEF kinase chr3q21.2  protein phosphorylation --- -1.14 -1.00 1.06 1.02 -1.02 -1.19 -1.84 1.01 -1.79 -1.61 -1.71 -2.02
KALRN kalirin, RhoGEF kinase chr3q21.2  protein phosphorylation --- 2.14 1.07 -1.30 -1.64 -1.80 -1.52 3.34 2.66 2.56 2.98 -1.68 1.76
KANK1 KN motif and ankyrin repeachr9p24.3  transcription, DNA-dependent --- 1.12 1.11 1.03 -1.03 -1.01 1.00 -1.36 1.03 1.54 1.18 -1.39 -1.46
KANK2 KN motif and ankyrin repeachr19p13.2  negative regulation of transcription from --- 1.05 -1.03 1.01 -1.01 -1.02 -1.08 1.02 -1.02 -1.49 -1.53 -2.01 -2.26
KANK3 KN motif and ankyrin repeachr19p13.2 0 mRNA_processing_binding_Reactome // Ge -1.03 1.08 -1.11 -1.45 1.14 1.05 -1.05 -1.20 -2.03 -1.86 -2.03 -1.97
KANSL1 KAT8 regulatory NSL compchr17q21.31  chromatin modification --- 1.04 1.10 -1.09 -1.10 1.05 1.12 -1.03 -1.14 -1.25 -1.22 -1.03 -1.38
KANSL1 KAT8 regulatory NSL compchr17q21.31  chromatin modification --- 1.14 -1.30 -1.09 -1.24 1.01 1.09 -1.02 1.13 -3.02 -2.56 -1.24 -1.66
KANSL1-AS1KANSL1 antisense RNA 1 chr17q21.31 0 --- 1.29 1.22 1.02 -1.02 -1.21 -1.17 1.35 1.03 -1.72 -1.66 -1.69 -1.39
KANSL1L KAT8 regulatory NSL compchr2q34 0 --- 1.05 1.17 -1.12 -1.03 1.28 1.22 -1.10 -1.11 -1.73 -1.64 -1.98 -1.80
KANSL1L KAT8 regulatory NSL compchr2q34 0 --- 1.26 1.01 1.17 1.24 1.25 1.33 -1.09 -1.12 -2.78 -2.08 -2.51 -2.20
KARS lysyl-tRNA synthetase chr16q23.1  translation --- -1.10 -1.05 -1.03 -1.07 -1.08 -1.06 1.19 1.10 1.39 1.23 1.18 1.25
KARS lysyl-tRNA synthetase chr16q23.1  translation --- -1.16 -1.18 1.00 1.01 1.03 -1.05 1.12 1.06 1.54 1.28 1.32 1.42
KAT2B K(lysine) acetyltransferase 2chr3p24  chromatin remodeling --- 1.51 1.45 1.10 -1.10 -1.07 -1.20 -1.14 -1.08 -1.44 -1.40 -1.59 -2.22
KAT5 K(lysine) acetyltransferase 5chr11q13  negative regulation of transcription from --- -1.04 -1.05 -1.05 -1.11 -1.01 1.04 -1.01 -1.01 -1.05 -1.05 1.01 1.07
KAT5 K(lysine) acetyltransferase 5chr11q13  negative regulation of transcription from --- 1.02 -1.04 -1.12 -1.15 1.10 1.03 1.13 -1.07 1.05 -1.07 1.10 1.16
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KAT5 K(lysine) acetyltransferase 5chr11q13  negative regulation of transcription from --- -1.11 -1.05 -1.02 1.01 1.10 1.01 1.12 -1.07 1.05 -1.11 1.19 1.27
KAT6B K(lysine) acetyltransferase 6chr10q22.2  nucleosome assembly --- 1.15 1.17 1.26 1.11 1.01 1.01 1.03 1.03 -1.79 -1.42 -1.15 -1.26
KAT8 K(lysine) acetyltransferase chr16p11.2  transcription, DNA-dependent --- 1.04 1.05 1.02 1.13 1.05 1.03 1.13 1.04 1.56 1.29 1.36 1.54
KATNA1 katanin p60 (ATPase contai chr6q25.1  microtubule bundle formation --- 1.10 1.03 1.04 -1.07 -1.00 -1.08 1.02 -1.14 1.31 1.22 1.11 -1.01
KATNAL1 katanin p60 subunit A-like chr13q12.3  DNA repair --- -1.07 1.01 1.06 1.02 -1.03 -1.16 -1.31 -1.14 -1.31 -1.12 1.16 1.30
KATNAL2 katanin p60 subunit A-like 2chr18q21.1  DNA repair --- -1.28 1.02 -1.12 -1.22 -1.68 -1.31 -1.76 -1.35 -3.36 -3.26 -6.40 -1.63
KATNB1 katanin p80 (WD repeat conchr16q21  protein targeting --- 1.05 1.11 1.10 1.15 1.04 -1.17 1.10 1.13 1.17 1.12 -1.43 -1.57
KATNB1 katanin p80 (WD repeat conchr16q21  protein targeting --- 1.09 -1.17 1.41 1.85 -1.09 -1.56 1.19 1.35 1.18 -1.04 -1.55 -1.26
KATNBL1 katanin p80 subunit B-like 1chr15q14 0 --- 1.18 1.24 1.05 -1.24 1.08 1.00 -1.33 -1.39 -1.84 -1.87 -1.84 -2.14
KAZALD1 Kazal-type serine peptidase chr10q24.31  ossification --- 1.03 -1.25 -1.16 1.11 -1.38 -1.53 -1.17 1.18 1.90 1.44 1.12 1.14
KAZALD1 Kazal-type serine peptidase chr10q24.31  ossification --- 1.15 1.17 -1.11 1.22 1.25 -1.13 -1.00 1.09 2.23 1.42 1.52 1.67
KB-431C1.4 / NULL /// NULL --- 0 --- 1.33 1.24 1.13 -1.08 -1.04 -1.09 -1.19 -1.21 -1.29 -1.17 -1.35 -1.65
KBTBD2 kelch repeat and BTB (POZchr7p14.3 0 --- 1.03 1.23 1.20 -1.12 1.19 1.16 1.46 1.17 -1.14 -1.01 1.69 1.27
KBTBD2 kelch repeat and BTB (POZchr7p14.3 0 --- -1.04 1.12 1.20 1.10 1.19 1.13 1.20 1.14 1.63 1.70 1.72 1.71
KBTBD2 kelch repeat and BTB (POZchr7p14.3 0 --- -1.08 -1.01 1.04 -1.03 1.03 -1.03 1.23 1.07 1.33 1.27 1.34 1.34
KBTBD3 kelch repeat and BTB (POZchr11q22.3 0 --- 1.13 1.14 1.34 1.25 1.08 1.00 -1.52 -1.04 1.21 1.06 1.43 1.32
KBTBD6 kelch repeat and BTB (POZchr13q14.11 0 --- 1.19 1.22 -1.00 -1.04 -1.11 -1.01 -1.32 -1.10 -1.23 -1.23 -1.31 -1.46
KBTBD7 kelch repeat and BTB (POZchr13q14.11 0 --- 1.24 1.11 1.34 1.02 -1.02 1.41 -1.25 -1.30 -1.82 -1.68 -1.27 -1.34
KBTBD7 kelch repeat and BTB (POZchr13q14.11 0 --- 1.08 1.14 -1.06 -1.06 -1.06 -1.01 -1.26 -1.32 -1.69 -1.54 -1.43 -1.36
KCMF1 potassium channel modulatochr2p11.2 0 --- 1.18 1.06 1.21 1.06 -1.39 1.10 -1.41 -1.09 1.07 1.28 -1.27 -1.03
KCMF1 potassium channel modulatochr2p11.2 0 --- 1.05 -1.01 -1.02 1.09 -1.01 1.03 1.14 1.07 1.88 1.66 1.84 1.92
KCMF1 potassium channel modulatochr2p11.2 0 --- 1.01 1.01 1.02 -1.01 -1.17 -1.08 -1.12 -1.05 1.33 1.45 1.03 1.02
KCNA1 potassium voltage-gated chachr12p13.32  transport --- -1.15 -2.01 1.38 -1.43 -1.23 -3.38 2.00 2.02 -1.07 -1.54 -1.13 1.83
KCNAB1 potassium voltage-gated chachr3q26.1  transport --- -1.11 -1.65 -1.16 -1.24 -1.00 1.39 -1.52 -1.09 -1.34 -1.22 -2.72 -2.06
KCNC4 potassium voltage-gated chachr1p21  transport --- 1.12 1.07 -1.01 1.09 1.46 1.33 -1.15 1.17 1.92 1.54 1.89 1.75
KCND3 potassium voltage-gated chachr1p13.3  transport --- 1.34 1.71 3.69 7.08 -1.87 1.23 -2.23 -1.40 -1.15 -1.26 -1.26 -1.04
KCNE1 potassium voltage-gated chachr21q22.12  epithelial cell maturation --- 1.06 -3.10 1.49 -2.85 -1.10 1.19 3.28 3.28 1.72 1.10 6.55 8.34
KCNE1L KCNE1-like chrXq22.3  regulation of heart contraction --- -1.15 -1.13 -1.14 -1.12 1.70 1.12 1.93 2.13 2.55 1.92 2.30 1.73
KCNE2 potassium voltage-gated chachr21q22.12  transport --- 1.09 1.09 1.14 1.12 -1.18 -1.01 -1.08 -1.18 -1.45 -1.66 -1.11 -1.29
KCNG1 potassium voltage-gated chachr20q13  transport --- 1.09 1.20 -1.05 1.02 1.15 1.10 1.29 1.55 1.14 -1.12 -1.74 -1.46
KCNH5 potassium voltage-gated chachr14q23.1  phosphorelay signal transduction system --- 1.11 1.02 1.05 -1.03 1.10 1.04 -1.23 -1.23 -1.03 1.08 1.91 1.93
KCNH6 potassium voltage-gated chachr17q23.3  regulation of transcription, DNA-depende--- 3.80 3.87 1.33 2.76 1.21 -1.31 2.30 1.91 1.59 1.60 1.36 -1.01
KCNH7 potassium voltage-gated chachr2q24.2  regulation of transcription, DNA-depende--- -1.55 -1.13 -1.04 1.69 -3.87 2.12 -1.54 -1.47 -1.07 -1.41 -1.04 -1.50
KCNIP2 Kv channel interacting protechr10q24  detection of calcium ion --- -3.19 -4.43 -1.03 2.30 1.01 -3.81 3.07 21.63 1.98 5.26 2.87 5.48
KCNIP2 Kv channel interacting protechr10q24  detection of calcium ion --- -1.60 -2.61 1.35 -1.35 -2.14 -1.43 1.41 1.93 -1.15 -1.14 2.46 2.71
KCNIP2-AS1 KCNIP2 antisense RNA 1 chr10q24.32 0 --- -1.63 -1.25 -1.37 -1.60 -2.17 -1.82 1.34 1.26 -1.06 1.12 1.69 1.57
KCNIP4 Kv channel interacting protechr4p15.32  transport --- 1.27 1.41 -1.08 -1.14 -1.10 1.07 -1.27 -1.10 -4.34 -2.92 -1.28 -1.76
KCNJ12 /// KCpotassium inwardly-rectifyi chr17p11.2  transport --- 1.02 -1.76 -2.39 1.37 1.15 1.22 1.32 -1.23 2.24 2.17 -1.44 1.22
KCNJ12 /// LOpotassium inwardly-rectifyi chr17p11.2  transport --- 2.02 1.29 1.18 1.05 -1.28 -1.36 1.26 1.11 2.36 2.10 1.58 1.27
KCNJ12 /// LOpotassium inwardly-rectifyi chr17p11.2  transport --- 1.49 1.70 -1.25 1.04 1.12 1.01 1.45 1.22 2.28 1.83 1.46 1.30
KCNJ14 potassium inwardly-rectifyi chr19q13  transport --- -1.61 -1.22 -1.03 -1.21 -1.40 -1.15 -1.51 -1.78 1.35 1.64 2.39 2.03
KCNJ15 potassium inwardly-rectifyi chr21q22.2  transport --- 1.13 -1.18 1.23 1.21 1.20 1.22 2.09 1.39 -1.08 -1.29 1.45 1.42
KCNJ2 potassium inwardly-rectifyi chr17q24.3  transport --- 1.32 1.25 1.01 -1.16 1.27 1.09 1.29 1.22 -1.60 -2.08 -2.33 -3.24
KCNJ3 potassium inwardly-rectifyi chr2q24.1  transport Calcium_regulation_in_cardiac_cells // GenM -1.02 -7.19 -1.89 -6.75 -1.43 -2.35 -4.12 1.48 -2.00 -2.61 1.85 1.84
KCNK1 potassium channel, subfami chr1q42-q43  potassium ion transport --- 1.53 1.25 1.06 -1.14 -1.09 1.22 -1.18 -1.12 -2.71 -1.86 -1.73 -1.11
KCNK1 potassium channel, subfami chr1q42-q43  transport --- 1.13 1.14 1.01 -1.02 -1.23 -1.04 -1.10 -1.10 1.04 1.09 1.66 1.27
KCNK1 potassium channel, subfami chr1q42-q43  transport --- -1.06 -1.09 -1.04 -1.02 -1.10 -1.06 1.03 1.16 1.29 1.20 1.34 1.29
KCNK10 potassium channel, subfami chr14q31.3  transport --- -1.76 1.06 -1.74 -2.52 1.93 3.79 -1.77 -1.88 1.08 -2.41 -1.12 1.29
KCNK3 potassium channel, subfami chr2p23  transport --- -1.02 -1.15 1.06 -1.02 1.09 -1.08 1.13 1.01 -1.01 1.42 -1.14 1.42
KCNK3 potassium channel, subfami chr2p23  transport --- -1.09 -1.34 1.05 1.40 -1.24 -1.28 1.14 1.02 2.92 2.45 1.03 1.54
KCNK5 potassium channel, subfami chr6p21  transport --- -1.15 -1.13 1.05 1.04 -1.03 1.07 -1.26 1.02 -1.01 1.21 1.36 1.31
KCNK6 potassium channel, subfami chr19q13.1  transport --- -1.02 1.08 1.12 1.00 -1.36 -1.15 -1.12 -1.01 1.82 1.55 1.88 2.46
KCNMA1 potassium large conductanc chr10q22.3  response to hypoxia --- -1.54 1.17 -1.34 1.09 1.19 -1.21 -4.42 1.41 4.09 7.23 -1.62 1.31
KCNMB3 potassium large conductanc chr3q26.3-q27  regulation of action potential --- -1.31 -1.14 -1.03 1.43 1.17 -1.17 -1.21 1.02 -1.74 -2.17 1.01 -1.18
KCNMB4 potassium large conductanc chr12q  regulation of action potential --- 1.10 1.23 1.16 1.08 -1.02 1.06 -1.46 -1.03 1.15 1.45 1.60 2.02
KCNMB4 potassium large conductanc chr12q  regulation of action potential --- 1.14 -1.04 1.07 1.05 1.15 -1.05 1.18 1.13 2.26 2.53 2.36 2.79
KCNQ1OT1 KCNQ1 opposite strand/antchr11p15 0 --- -1.56 -1.34 1.93 5.19 -5.50 -1.75 1.58 -1.33 2.52 9.25 -1.38 -1.38
KCNQ1OT1 KCNQ1 opposite strand/antchr11p15 0 --- 1.93 -3.51 -1.42 -1.58 1.44 3.26 -1.67 -1.53 1.84 1.38 -1.36 1.45
KCNS3 potassium voltage-gated chachr2p24  energy reserve metabolic process --- -1.03 -1.32 -1.16 -1.11 1.11 1.80 1.23 1.18 1.41 1.86 2.60 2.38
KCNT1 potassium channel, subfami chr9q34.3  transport --- -1.09 1.31 -1.45 -1.38 1.12 -1.74 -1.66 -1.49 1.29 1.72 -1.54 -1.76
KCNT2 potassium channel, subfami chr1q31.3  transport --- 1.27 1.39 1.06 -1.13 -1.23 -1.05 -1.26 1.11 -2.93 -1.95 -3.23 -4.62
KCTD1 potassium channel tetramerichr18q11.2  transcription, DNA-dependent --- -1.14 -1.11 -1.02 1.03 -1.24 1.04 -1.31 -1.09 -1.55 -1.34 -1.12 -1.26
KCTD10 potassium channel tetramerichr12q24.11  protein ubiquitination --- 1.18 1.14 -1.05 1.00 -1.13 -1.02 -1.04 1.05 1.17 1.06 1.39 1.57
KCTD10 potassium channel tetramerichr12q24.11  protein ubiquitination --- -1.03 -1.09 1.01 1.05 1.05 1.07 -1.11 -1.00 1.20 1.24 1.06 1.11
KCTD11 potassium channel tetramerichr17p13.1  cell cycle --- -1.08 -1.03 -1.28 -1.18 -1.03 1.04 1.24 1.21 1.36 1.69 1.33 2.00
KCTD12 potassium channel tetramerichr13q22.3  regulation of G-protein coupled receptor --- 1.16 1.21 1.01 1.02 1.05 1.08 -1.28 -1.22 -1.27 -1.15 -1.38 -1.43
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KCTD13 potassium channel tetramerichr16p11.2  DNA replication --- 1.08 1.02 1.03 -1.07 1.02 1.07 1.13 1.16 1.67 1.54 1.58 1.50
KCTD13 potassium channel tetramerichr16p11.2  DNA replication --- -1.00 -1.09 1.25 1.09 1.04 1.03 -1.06 1.13 1.52 1.25 1.64 1.58
KCTD14 /// Npotassium channel tetramerichr11q14.1  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.01 1.00 1.04 1.10 -1.11 -1.01 1.15 1.11 -1.05 1.14 -1.35 -1.31
KCTD14 /// Npotassium channel tetramerichr11q14.1  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.05 -1.25 -1.15 -1.06 1.03 -1.07 1.07 1.14 -1.08 1.04 -1.52 -1.37
KCTD17 potassium channel tetramerichr22q12.3  protein homooligomerization --- -1.08 1.03 -1.10 -1.08 1.06 -1.13 -1.43 -1.13 1.08 1.14 -1.75 -2.27
KCTD18 potassium channel tetramerichr2q33.1  protein homooligomerization --- 1.40 1.18 1.08 1.03 -1.22 1.00 -1.39 -1.35 -1.81 -1.33 -1.72 -1.67
KCTD2 potassium channel tetramerichr17q25.1  protein homooligomerization --- -1.13 -1.23 1.25 1.14 1.03 1.06 1.04 -1.08 1.12 1.09 1.30 1.55
KCTD2 potassium channel tetramerichr17q25.1  protein homooligomerization --- -1.00 -1.12 1.03 1.13 1.18 1.28 -1.22 -1.09 1.06 1.10 1.27 1.54
KCTD20 potassium channel tetramerichr6p21.31  protein homooligomerization --- -1.12 -1.16 1.09 1.04 1.12 1.08 1.04 -1.08 1.33 1.28 1.02 1.20
KCTD3 potassium channel tetramerichr1q41  protein homooligomerization --- 1.16 1.16 -1.08 -1.03 -1.14 1.05 -1.02 -1.07 -1.95 -1.36 -1.85 -2.15
KCTD6 potassium channel tetramerichr3p14.3  protein homooligomerization --- 1.08 1.09 1.08 1.04 -1.01 -1.01 1.04 1.00 -1.22 -1.04 -1.23 -1.26
KCTD6 potassium channel tetramerichr3p14.3  protein homooligomerization --- 1.25 1.43 1.18 1.18 -1.02 -1.03 1.21 1.01 -1.52 -1.10 -1.11 -1.06
KCTD7 /// RApotassium channel tetramerichr7q11.21  transport --- -1.11 -1.15 -1.01 1.13 1.10 -1.01 -1.10 -1.03 -1.48 -1.11 -1.69 -1.28
KCTD7 /// RApotassium channel tetramerichr7q11.21  transport --- -1.10 -1.11 -1.05 -1.08 -1.02 1.04 -1.04 -1.06 1.13 1.12 1.27 1.18
KCTD9 potassium channel tetramerichr8p21.1  intracellular signal transduction --- 1.18 1.17 -1.07 -1.03 -1.16 -1.01 -1.14 -1.00 1.02 1.50 1.25 1.08
KDELC2 KDEL (Lys-Asp-Glu-Leu) cchr11q22.3 0 --- 1.24 1.27 1.07 -1.09 -1.14 -1.09 -1.15 -1.00 -1.32 -1.09 -1.45 -1.69
KDELR1 KDEL (Lys-Asp-Glu-Leu) echr19q13.3  protein retention in ER lumen --- -1.02 -1.08 -1.02 -1.13 1.12 1.06 -1.02 -1.01 1.04 1.26 1.47 1.25
KDELR1 KDEL (Lys-Asp-Glu-Leu) echr19q13.3  protein retention in ER lumen --- -1.03 1.02 -1.11 -1.12 -1.04 -1.03 -1.04 -1.08 1.17 1.09 1.20 1.16
KDELR2 KDEL (Lys-Asp-Glu-Leu) echr7p22.1  protein retention in ER lumen --- -1.08 -1.04 -1.06 -1.02 1.00 -1.01 1.02 -1.01 1.33 1.21 1.28 1.37
KDELR2 KDEL (Lys-Asp-Glu-Leu) echr7p22.1  protein retention in ER lumen --- 1.18 1.15 1.05 -1.11 1.02 1.00 -1.01 -1.10 1.67 1.47 2.37 2.26
KDELR2 KDEL (Lys-Asp-Glu-Leu) echr7p22.1  protein retention in ER lumen --- -1.04 1.02 -1.09 -1.11 -1.07 -1.06 -1.18 -1.18 1.07 1.03 1.27 1.25
KDELR3 KDEL (Lys-Asp-Glu-Leu) echr22q13.1  protein retention in ER lumen --- 1.03 1.03 1.11 1.20 1.12 1.06 -1.15 -1.25 2.21 2.04 3.60 3.77
KDELR3 KDEL (Lys-Asp-Glu-Leu) echr22q13.1  protein retention in ER lumen --- -1.10 1.02 1.13 1.04 1.01 1.01 1.16 1.04 2.30 2.17 3.27 3.59
KDELR3 KDEL (Lys-Asp-Glu-Leu) echr22q13.1  protein retention in ER lumen --- 1.60 1.40 -1.21 1.31 1.21 1.08 1.44 1.20 3.58 3.07 3.46 3.84
KDM2A lysine (K)-specific demethychr11q13.2  transcription, DNA-dependent --- -1.06 1.06 -1.06 -1.06 -1.03 -1.07 -1.15 -1.09 -1.02 1.04 1.37 1.28
KDM2B lysine (K)-specific demethychr12q24.31  negative regulation of transcription from --- 1.01 1.02 -1.02 1.00 1.04 1.01 -1.09 -1.17 -1.10 -1.01 -1.17 -1.25
KDM3A lysine (K)-specific demethychr2p11.2  transcription, DNA-dependent --- -1.04 -1.10 1.07 1.05 -1.04 1.02 1.11 1.02 -1.02 1.27 1.65 1.99
KDM3B lysine (K)-specific demethychr5q31  transcription, DNA-dependent --- 1.19 1.16 -1.04 -1.20 -1.19 1.04 -1.20 -1.05 -1.89 -1.83 -2.20 -3.05
KDM3B lysine (K)-specific demethychr5q31  transcription, DNA-dependent --- 1.22 1.31 1.05 -1.17 -1.17 1.02 -1.11 -1.07 -2.06 -1.97 -2.02 -2.72
KDM4A lysine (K)-specific demethychr1p34.1  transcription, DNA-dependent --- 1.07 -1.00 1.01 -1.09 1.05 -1.08 -1.13 1.06 -1.48 -1.52 -1.31 -1.21
KDM4B lysine (K)-specific demethychr19p13.3  transcription, DNA-dependent --- -1.06 -1.00 1.01 1.06 1.02 -1.05 1.11 1.08 1.06 1.27 1.09 1.48
KDM4B lysine (K)-specific demethychr19p13.3  transcription, DNA-dependent --- 1.03 -1.01 1.05 1.19 -1.08 -1.00 1.07 1.16 1.03 1.21 -1.03 1.43
KDM4B lysine (K)-specific demethychr19p13.3  transcription, DNA-dependent --- -1.06 1.00 1.02 1.11 -1.06 1.08 1.09 1.06 -1.19 1.11 1.02 1.35
KDM4C lysine (K)-specific demethychr9p24.1  transcription, DNA-dependent --- -1.22 1.07 -1.25 -1.32 -1.20 1.39 -1.26 -1.42 1.37 1.48 1.13 1.48
KDM5A lysine (K)-specific demethychr12p11  transcription, DNA-dependent --- -1.08 -1.11 -1.37 -1.44 -1.02 -1.01 -1.39 1.01 -1.69 -1.65 -2.01 -1.63
KDM5A lysine (K)-specific demethychr12p11  transcription, DNA-dependent --- -1.16 -1.12 1.24 -1.03 1.10 1.05 -1.23 -1.04 -1.77 -1.77 -1.50 -1.71
KDM5A lysine (K)-specific demethychr12p11  transcription, DNA-dependent --- 1.01 -1.06 1.11 1.10 1.10 -1.04 1.33 1.27 1.48 1.26 1.12 1.17
KDM5A lysine (K)-specific demethychr12p11  transcription, DNA-dependent --- -1.10 -1.08 1.10 1.00 -1.05 -1.03 1.01 1.06 -2.02 -1.47 -1.55 -1.73
KDM5A lysine (K)-specific demethychr12p11  transcription, DNA-dependent --- 1.15 1.07 1.23 1.19 -1.06 1.17 -1.34 -1.23 -1.52 -1.26 -1.27 -1.40
KDM5C lysine (K)-specific demethychrXp11.22-p11.21  negative regulation of transcription from --- -1.11 -1.04 1.14 -1.02 -1.04 1.03 1.16 1.05 1.45 1.37 1.27 1.38
KDM6A lysine (K)-specific demethychrXp11.2  in utero embryonic development --- -2.22 -3.07 -1.09 1.19 -1.16 -2.17 1.90 1.36 1.96 1.73 -1.59 -1.32
KDM6A lysine (K)-specific demethychrXp11.2  in utero embryonic development --- 1.64 -1.04 1.97 1.46 -4.09 -1.77 -4.66 -2.59 2.62 1.59 2.26 3.40
KDM6B lysine (K)-specific demethychr17p13.1  negative regulation of transcription from --- -1.15 -1.08 1.07 1.02 1.06 -1.03 1.13 1.08 1.47 1.34 1.92 1.69
KDM6B lysine (K)-specific demethychr17p13.1  negative regulation of transcription from --- -1.07 -1.11 1.06 -1.03 1.11 1.13 1.02 -1.13 1.17 1.27 1.72 1.35
KDM6B lysine (K)-specific demethychr17p13.1  negative regulation of transcription from --- -1.05 -1.06 1.13 1.13 1.14 1.02 1.20 1.10 1.66 1.37 2.01 1.87
KDM8 lysine (K)-specific demethychr16p12.1  G2 --- 1.03 1.02 1.34 1.11 -1.06 -1.10 -1.26 -1.01 -1.78 -1.57 -1.15 -1.68
KDSR 3-ketodihydrosphingosine r chr18q21.3  lipid metabolic process --- 1.02 -1.01 1.07 -1.04 -1.21 1.00 -1.30 -1.16 -1.59 -1.34 -1.48 -1.29
KDSR 3-ketodihydrosphingosine r chr18q21.3  lipid metabolic process --- 1.30 1.12 -1.00 1.01 1.04 1.08 -1.14 -1.13 -1.38 -1.09 -1.22 -1.37
KGFLP2 keratinocyte growth factor-lchr9p12  fibroblast growth factor receptor signalin --- 2.81 2.49 -1.53 -1.51 1.06 -1.13 -1.98 1.12 -2.62 -3.10 -9.68 -2.30
KHDRBS1 KH domain containing, RN chr1p32  G2 --- -1.04 -1.01 1.08 1.02 1.08 1.05 -1.14 -1.12 -1.33 -1.27 -1.38 -1.47
KHDRBS1 KH domain containing, RN chr1p32  G2 --- -1.05 -1.06 1.00 1.04 1.08 1.06 1.05 -1.08 -1.05 -1.02 -1.27 -1.21
KHDRBS1 KH domain containing, RN chr1p32  G2 --- -1.04 -1.02 -1.14 -1.12 -1.06 -1.15 1.02 1.15 1.21 1.52 1.42 1.50
KHDRBS3 KH domain containing, RN chr8q24.2  transcription, DNA-dependent --- -1.03 -1.05 1.06 -1.08 1.19 1.06 -1.03 -1.05 1.31 1.09 1.26 1.14
KHK ketohexokinase (fructokinaschr2p23.3  carbohydrate metabolic process --- 1.29 -3.01 -2.22 -1.25 4.76 1.56 3.14 1.90 -2.52 -1.18 -1.29 -1.33
KHNYN KH and NYN domain contachr14q12 0 --- 1.06 1.27 1.19 1.06 1.08 1.17 -1.01 1.43 1.20 1.21 1.56 1.62
KHSRP KH-type splicing regulatorychr19p13.3  RNA splicing, via transesterification reac--- -1.02 1.04 -1.04 1.00 -1.10 -1.05 -1.03 -1.07 -1.10 -1.16 -1.18 -1.30
KHSRP KH-type splicing regulatorychr19p13.3  RNA splicing, via transesterification reac--- 1.12 1.00 1.00 -1.27 -1.21 -1.09 -1.17 -1.25 -1.33 -1.63 -1.18 1.05
KIAA0020 KIAA0020 chr9p24.2 0 --- -1.04 -1.06 1.07 -1.02 -1.03 -1.02 1.11 1.09 1.22 1.19 1.46 1.43
KIAA0040 KIAA0040 chr1q24-q25 0 --- -1.11 -1.11 -1.03 1.13 -1.09 -1.13 1.06 1.07 1.55 1.34 -1.25 -1.28
KIAA0040 KIAA0040 chr1q24-q25 0 --- 1.05 -1.02 1.01 1.03 1.00 1.01 1.23 1.25 1.48 1.28 -1.01 1.03
KIAA0101 KIAA0101 chr15q22.31  DNA replication --- -1.12 -1.07 -1.02 -1.16 -1.01 1.07 -1.15 -1.08 -1.87 -1.41 -2.52 -2.15
KIAA0101 KIAA0101 chr15q22.31  DNA replication --- 1.04 1.10 -1.01 -1.09 -1.08 1.07 -1.14 -1.11 -1.22 -1.01 -1.46 -1.39
KIAA0141 KIAA0141 chr5q31.3  apoptotic process --- 1.07 -1.01 -1.01 1.25 -1.12 1.00 1.12 1.13 -1.43 -1.21 -2.83 -2.78
KIAA0146 KIAA0146 chr8q11.21 0 --- -1.09 -1.12 1.04 -1.01 1.11 1.08 -1.04 -1.27 1.83 1.75 1.28 1.32
KIAA0146 /// KIAA0146 /// uncharacterizchr8q11.21  double-strand break repair via homologou--- 1.27 1.30 1.12 1.04 1.02 1.06 1.41 1.14 1.84 1.86 1.88 1.59
KIAA0195 KIAA0195 chr17q25.1 0 --- 1.02 1.09 1.10 1.32 1.03 -1.06 1.09 1.26 1.10 -1.08 -1.19 -1.12
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KIAA0196 KIAA0196 chr8q24.13  cell death --- 1.23 1.10 1.06 1.03 1.15 1.21 -1.04 -1.10 -2.25 -1.80 -2.35 -2.42
KIAA0226 KIAA0226 chr3q29  endocytosis --- -1.02 1.11 1.64 1.52 -1.42 1.02 1.55 1.13 2.85 1.55 1.77 1.37
KIAA0232 KIAA0232 chr4p16.1 0 --- 1.36 1.07 1.33 1.00 -1.03 1.04 -1.25 -1.07 -1.98 -1.67 -1.13 -1.46
KIAA0319 KIAA0319 chr6p22.3-p22.2  neuron migration --- 1.05 1.27 -1.24 -1.25 1.03 1.33 1.52 1.32 -1.35 -1.64 -3.99 -1.88
KIAA0319L KIAA0319-like chr1p34.2 0 --- -1.06 -1.12 1.13 1.21 1.19 1.09 1.18 1.17 -1.05 -1.09 1.27 1.46
KIAA0368 KIAA0368 chr9q31.3  ER-associated protein catabolic process --- -1.06 -1.02 -1.03 1.13 -1.04 -1.06 1.03 1.08 -1.10 -1.20 -1.28 -1.10
KIAA0368 KIAA0368 chr9q31.3  ER-associated protein catabolic process --- -1.03 -1.12 1.03 -1.02 1.08 1.21 1.00 -1.02 -1.93 -1.67 -1.53 -1.64
KIAA0391 KIAA0391 chr14q13.2  tRNA processing --- -1.10 -1.24 1.11 -1.02 1.02 -1.01 -1.01 -1.12 1.28 1.30 1.15 1.28
KIAA0485 uncharacterized LOC57235 --- 0 --- 1.34 1.10 -1.04 -1.20 1.22 1.25 -1.28 -1.38 -2.32 -1.95 -2.60 -3.32
KIAA0513 KIAA0513 chr16q24.1 0 --- 1.85 1.09 -1.18 -1.02 -1.98 -1.12 1.36 1.54 2.48 2.89 1.90 1.82
KIAA0586 KIAA0586 chr14q23.1  smoothened signaling pathway --- -1.05 -1.10 -1.08 1.07 -1.04 -1.16 -1.23 1.06 -1.24 -1.18 -1.18 1.02
KIAA0586 KIAA0586 chr14q23.1  smoothened signaling pathway --- -1.10 -1.19 -1.05 1.03 -1.11 -1.06 1.05 -1.07 -1.33 -1.24 -1.03 1.08
KIAA0753 KIAA0753 chr17p13.1 0 --- 1.12 -1.05 1.11 1.20 1.07 1.12 -1.19 -1.16 -1.48 -1.19 -1.53 -1.49
KIAA0754 KIAA0754 chr1p34.3 0 --- -1.02 -1.44 1.08 1.25 -1.16 1.30 -1.07 1.21 -2.20 -2.23 -2.00 -1.42
KIAA0825 KIAA0825 chr5q15 0 --- -1.43 -1.17 1.57 -1.29 1.08 1.46 -1.51 1.07 -3.57 -2.70 -1.83 -3.97
KIAA0895L KIAA0895-like chr16q22.1  exocytosis --- -1.00 1.16 1.02 1.47 1.08 -1.06 1.05 1.03 1.16 1.48 -1.41 1.28
KIAA0907 KIAA0907 chr1q22 0 --- 1.11 1.16 1.08 1.13 -1.05 1.11 -1.14 -1.07 1.17 1.15 1.61 1.37
KIAA0907 KIAA0907 chr1q22 0 --- -1.13 1.15 1.62 1.38 1.07 1.11 1.16 1.00 -1.86 -1.53 -1.87 -1.95
KIAA0922 KIAA0922 chr4q31.3 0 --- -1.04 -1.04 1.22 1.07 1.06 -1.05 1.17 1.12 -1.41 -1.44 -1.22 -1.29
KIAA0947 KIAA0947 chr5p15.32  lipid transport --- 1.00 1.06 -1.04 -1.01 -1.03 1.06 1.01 -1.04 -1.10 -1.02 -1.03 -1.13
KIAA1009 KIAA1009 chr6q14.3  cell cycle --- 1.54 1.44 1.28 1.07 -1.23 -1.08 -1.09 1.09 -5.24 -4.33 -5.26 -8.53
KIAA1009 KIAA1009 chr6q14.3  cell cycle --- 1.22 1.12 1.05 1.04 1.13 1.09 1.11 1.02 -1.82 -1.82 -2.98 -3.47
KIAA1024 KIAA1024 chr15q25.1 0 --- 1.24 1.13 1.22 1.02 1.18 1.22 -1.02 -1.03 -1.51 -1.97 -1.10 -1.37
KIAA1033 KIAA1033 chr12q24.11  endosomal transport --- 1.04 1.15 1.01 -1.09 -1.20 -1.23 -1.10 -1.03 -2.06 -1.73 -1.10 -1.31
KIAA1033 KIAA1033 chr12q24.11  endosomal transport --- -1.10 -1.07 -1.01 1.04 1.11 -1.02 1.17 1.08 -1.14 -1.28 -1.20 -1.07
KIAA1033 KIAA1033 chr12q24.11  endosomal transport --- -1.04 -1.06 1.06 -1.02 1.02 -1.00 -1.22 -1.16 -1.54 -1.20 -1.22 -1.23
KIAA1107 KIAA1107 chr1p22.1 0 --- 1.83 1.78 -1.09 -2.20 -1.03 1.27 -1.18 -1.10 -2.73 -3.02 -1.64 -1.88
KIAA1107 KIAA1107 chr1p22.1 0 --- 1.02 -1.28 1.43 -1.58 1.41 1.28 1.03 1.17 -2.89 -1.97 -2.60 -3.23
KIAA1109 KIAA1109 chr4q27  regulation of cell growth --- 1.18 1.13 -1.02 1.09 -1.23 -1.06 -1.31 -1.06 -1.52 -1.38 -1.61 -1.77
KIAA1109 KIAA1109 chr4q27  regulation of cell growth --- -1.41 -1.02 1.31 1.33 1.04 1.03 1.12 -1.05 -2.99 -2.92 -3.39 -3.73
KIAA1143 KIAA1143 chr3p21.31 0 --- 1.08 1.12 1.00 -1.04 1.00 -1.01 1.06 1.12 1.12 1.19 1.30 1.19
KIAA1143 KIAA1143 chr3p21.31 0 --- 1.12 1.10 -1.05 -1.10 -1.06 1.05 -1.18 -1.10 -1.78 -1.52 -2.19 -2.08
KIAA1199 KIAA1199 chr15q24 0 --- 1.26 1.38 1.73 2.57 -3.27 -1.31 -1.75 -1.70 5.54 3.69 2.97 2.47
KIAA1211 KIAA1211 chr4q12 0 --- 1.25 1.23 -1.01 1.25 -1.05 1.15 -1.08 1.38 -1.33 -1.20 -1.93 -1.98
KIAA1211L KIAA1211-like chr2q11.2 0 --- -1.29 -1.24 1.02 -1.44 -1.97 -1.82 1.16 1.42 -1.98 -1.85 -7.34 -3.46
KIAA1217 KIAA1217 chr10p12.31  multicellular organismal development --- -1.17 -1.07 1.00 1.03 -1.11 -1.03 -1.20 1.02 -2.50 -2.26 -3.33 -2.70
KIAA1217 KIAA1217 chr10p12.31  embryonic skeletal system development --- -1.60 -2.15 -1.43 -1.11 3.22 2.37 1.12 1.18 31.97 16.93 -6.02 1.29
KIAA1217 KIAA1217 chr10p12.31  multicellular organismal development --- 1.38 1.32 -1.18 -1.02 -1.03 1.33 1.19 -1.02 -2.68 -1.56 -3.29 -2.62
KIAA1217 KIAA1217 chr10p12.31  multicellular organismal development --- -1.02 -1.02 1.20 -1.11 1.01 -1.06 -1.09 -1.02 -1.28 1.15 -1.65 -1.41
KIAA1217 KIAA1217 chr10p12.31  multicellular organismal development --- -1.11 -1.30 1.31 -1.05 1.09 1.09 1.04 1.02 -1.50 -1.31 1.09 1.06
KIAA1217 KIAA1217 chr10p12.31  multicellular organismal development --- 1.01 1.17 1.12 -1.16 1.09 -1.05 -1.29 -1.08 -2.37 -2.23 -2.42 -2.70
KIAA1217 KIAA1217 chr10p12.31  multicellular organismal development --- -1.06 1.25 -1.34 1.01 1.05 -1.19 1.06 -1.57 -2.45 -1.51 -3.21 -2.31
KIAA1244 KIAA1244 chr6q23.3  negative regulation of phosphatase activit--- -1.11 -1.20 1.02 -1.04 1.01 1.06 -1.03 1.01 1.24 1.62 1.29 1.72
KIAA1244 KIAA1244 chr6q23.3  negative regulation of phosphatase activit--- 1.09 -1.04 -1.08 -1.24 1.45 1.40 -1.23 -1.05 -1.05 1.23 1.28 2.09
KIAA1244 KIAA1244 chr6q23.3  negative regulation of phosphatase activit--- 1.32 1.30 1.07 -1.05 -1.08 1.15 -1.08 -1.11 1.27 1.67 1.43 1.38
KIAA1244 KIAA1244 chr6q23.3  negative regulation of phosphatase activit--- -1.97 -1.68 -2.37 -6.29 5.33 9.92 -2.75 -3.38 1.95 1.95 1.63 1.97
KIAA1257 /// KIAA1257 /// uncharacterizchr3q21.3 0 --- -1.98 -1.65 1.44 1.11 1.08 -1.01 1.46 -1.02 -1.93 -2.17 -2.20 -1.48
KIAA1279 KIAA1279 chr10q22.1  mitochondrial transport --- 1.09 1.07 1.02 1.03 1.04 1.08 -1.31 -1.15 -1.40 -1.23 -1.19 -1.22
KIAA1324 KIAA1324 chr1p13.3  autophagy --- -1.15 -1.06 -1.03 -1.04 1.06 1.02 -1.17 -1.23 -1.07 1.47 1.07 -1.43
KIAA1324L KIAA1324-like chr7q21.12 0 --- 1.14 1.05 1.31 1.07 -1.43 -1.29 -1.12 -1.11 -1.82 -1.18 -1.95 -2.10
KIAA1324L KIAA1324-like chr7q21.12 0 --- 1.29 1.09 -1.00 -1.11 1.00 -1.02 -1.01 1.05 -1.37 -1.33 -2.37 -2.58
KIAA1377 KIAA1377 chr11q22.1 0 --- -1.03 1.41 1.54 2.02 1.08 1.13 1.18 1.09 -2.19 -1.39 -1.84 -1.58
KIAA1377 KIAA1377 chr11q22.1 0 --- -1.19 -1.14 1.02 -1.03 1.24 1.06 -1.19 -1.11 -2.14 -1.95 -2.40 -1.73
KIAA1377 KIAA1377 chr11q22.1 0 --- 1.02 -1.06 -1.16 -1.18 1.23 1.06 -1.57 -1.41 -1.94 -1.69 -3.25 -2.14
KIAA1407 KIAA1407 chr3q13.31 0 --- 1.33 1.23 -1.28 -1.06 -1.07 1.06 -1.13 -1.05 -2.75 -2.39 -1.80 -2.09
KIAA1429 KIAA1429 chr8q22.1  mRNA processing --- -1.05 -1.13 1.06 1.12 1.02 -1.00 1.09 1.05 -1.09 1.01 1.05 1.20
KIAA1429 KIAA1429 chr8q22.1  mRNA processing --- 1.22 1.12 1.13 -1.04 -1.04 1.14 1.03 -1.37 -3.84 -2.26 -2.28 -1.75
KIAA1430 KIAA1430 chr4q35.1 0 --- 1.09 1.06 -1.10 -1.10 -1.02 1.14 -1.23 -1.06 -1.28 1.00 -1.15 -1.55
KIAA1430 KIAA1430 chr4q35.1 0 --- 1.29 1.22 -1.18 -1.14 -1.24 -1.02 -1.27 -1.03 -1.52 -1.17 -1.24 -1.38
KIAA1430 KIAA1430 chr4q35.1 0 --- 1.48 2.07 1.59 2.84 1.07 -1.17 -1.37 1.02 -1.26 -1.29 -1.24 -2.11
KIAA1432 KIAA1432 chr9p24.1 0 --- 1.28 1.02 1.34 1.64 -1.20 -1.75 -1.00 1.18 1.41 1.12 1.04 -1.19
KIAA1462 KIAA1462 chr10p11.23  cell adhesion --- -2.63 -1.11 -3.07 -1.49 3.03 1.42 1.02 -2.05 3.40 1.38 1.97 2.77
KIAA1467 KIAA1467 chr12p13.1 0 --- -1.02 -1.10 -1.08 -1.08 1.00 1.07 1.19 1.01 1.26 1.59 -1.16 -1.11
KIAA1468 KIAA1468 chr18q21.33 0 --- 1.17 1.20 1.15 -1.01 -1.19 1.00 -1.06 -1.11 -1.37 -1.39 -1.34 -1.74
KIAA1468 KIAA1468 chr18q21.33 0 --- -1.02 -1.09 1.11 1.13 1.07 1.08 -1.35 -1.02 -1.40 -1.20 -1.40 -1.43
KIAA1524 KIAA1524 chr3q13.13 0 --- 1.00 -1.08 -1.04 -1.21 -1.33 1.17 -1.09 -1.00 -1.80 -1.27 -1.59 -2.29

108 of 293



ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

KIAA1549 KIAA1549 chr7q34  activation of MAPKK activity MAPK_Cascade // GenMAPP 1.00 -1.20 1.16 -1.09 1.05 1.04 -1.12 -1.07 -1.58 -1.63 -1.52 -1.50
KIAA1549 KIAA1549 chr7q34  activation of MAPKK activity MAPK_Cascade // GenMAPP 1.11 1.28 1.20 1.01 -1.01 -1.07 1.10 -1.04 -1.70 -1.81 -1.59 -1.56
KIAA1549L KIAA1549-like chr11p13 0 --- 1.16 2.02 1.14 -1.59 -4.93 -2.38 3.45 4.37 4.00 2.96 1.14 2.15
KIAA1586 KIAA1586 chr6p12.1 0 --- 1.26 1.40 1.05 1.01 1.24 1.12 1.07 1.05 -1.56 -1.47 -1.10 -1.18
KIAA1598 KIAA1598 chr10q25.3  cytoskeleton organization --- -1.03 1.06 1.05 1.08 -1.02 -1.00 -1.03 -1.09 -1.33 -1.23 -1.44 -1.57
KIAA1644 KIAA1644 --- 0 --- 1.17 1.02 -1.03 -1.20 -1.04 1.15 1.31 1.16 -1.11 -1.19 -1.27 -1.36
KIAA1644 KIAA1644 --- 0 --- -1.17 -1.14 1.06 -1.10 -1.03 -1.07 1.27 1.18 1.12 1.08 -1.85 -1.48
KIAA1652 KIAA1652 protein --- 0 --- -1.05 -1.13 1.07 -1.04 1.31 1.22 1.17 1.07 1.42 1.44 -1.19 -1.18
KIAA1671 /// KIAA1671 /// uncharacterizchr22q11.23 0 --- -1.02 -1.10 1.06 1.24 -1.08 -1.01 1.12 1.10 1.48 1.30 -1.07 1.14
KIAA1704 /// KIAA1704 /// uncharacterizchr13q13-q14 0 --- 1.23 1.06 1.09 -1.11 1.13 1.17 -1.14 -1.10 -1.63 -1.41 -1.20 -1.40
KIAA1704 /// KIAA1704 /// uncharacterizchr13q13-q14 0 --- 1.05 -1.30 1.13 1.32 1.02 -1.17 -1.11 1.12 -1.22 -1.04 -1.51 -1.34
KIAA1704 /// KIAA1704 /// uncharacterizchr13q13-q14 0 --- -1.13 -1.04 1.05 -1.02 -1.02 -1.10 1.02 1.16 -1.64 -1.15 -1.32 -1.20
KIAA1715 KIAA1715 chr2q31  multicellular organismal development --- -1.01 1.01 -1.01 1.10 -1.08 -1.01 -1.02 -1.29 -1.09 1.18 1.13 1.35
KIAA1715 KIAA1715 chr2q31  multicellular organismal development --- 1.27 -1.21 1.17 1.20 -1.30 -1.01 1.02 -1.22 -1.31 -1.09 -1.88 -2.60
KIAA1731 KIAA1731 chr11q21 0 --- -1.21 -1.06 1.15 1.06 1.09 1.11 1.03 1.06 -1.37 -1.31 -1.43 -1.50
KIAA1737 KIAA1737 chr14q24.3 0 --- 1.47 1.50 1.13 -1.05 1.02 1.05 -1.05 -1.18 -1.56 -1.54 -1.64 -1.88
KIAA1804 mixed lineage kinase 4 chr1q42  activation of MAPKK activity --- 1.01 1.06 1.04 1.09 -1.07 1.05 -1.24 -1.12 -1.20 -1.01 -1.11 -1.25
KIAA1841 KIAA1841 chr2q14 0 --- 1.14 1.18 -1.06 -1.06 -1.02 1.10 -1.48 -1.02 -2.54 -1.63 -2.08 -2.16
KIAA1919 KIAA1919 chr6q22  transport --- -1.11 1.06 1.08 -1.09 -1.24 -1.20 1.02 1.05 1.26 1.38 2.14 1.70
KIAA1919 KIAA1919 chr6q22  transport --- 1.27 1.34 1.12 1.19 1.35 1.12 -1.18 1.06 -1.56 -1.24 -1.63 -1.50
KIAA1958 KIAA1958 chr9q32 0 --- 1.20 1.30 1.26 1.15 -1.06 -1.11 1.17 1.19 -1.09 -1.04 -1.24 -1.15
KIAA1967 KIAA1967 chr8p22  mRNA processing --- -1.05 -1.05 -1.05 -1.10 1.05 1.02 -1.10 -1.02 -1.53 -1.28 -1.32 -1.18
KIAA1984 KIAA1984 chr9q34.3 0 --- 1.09 -1.21 -1.11 1.06 1.33 1.16 1.54 1.23 1.44 1.12 1.94 2.15
KIAA2013 KIAA2013 chr1p36.22 0 --- -1.24 -1.27 1.02 -1.16 1.31 1.25 1.32 1.03 1.29 1.35 -1.37 -1.19
KIAA2013 KIAA2013 chr1p36.22 0 --- 1.04 -1.03 1.10 1.19 1.02 -1.03 1.20 1.20 1.44 1.31 1.30 1.61
KIAA2013 KIAA2013 chr1p36.22 0 --- 1.09 -1.00 1.03 -1.02 1.06 1.14 1.01 -1.01 1.19 1.27 1.37 1.27
KIAA2018 KIAA2018 chr3q13.2 0 --- -1.02 1.03 1.08 -1.35 1.16 1.06 -1.26 1.13 -1.34 -1.61 -2.45 -2.19
KIAA2018 KIAA2018 chr3q13.2 0 --- -1.09 -1.07 -1.00 -1.13 -1.03 -1.07 -1.07 1.16 -2.17 -1.98 -1.88 -1.84
KIAA2026 KIAA2026 chr9p24.1 0 --- 1.95 1.61 -1.01 1.40 -1.18 -1.01 1.35 1.98 1.09 -1.04 1.23 1.50
KIDINS220 kinase D-interacting substrachr2p24  activation of MAPKK activity --- -1.24 -1.09 -1.07 -1.06 1.11 1.08 -1.21 -1.25 -1.88 -1.84 -1.64 -1.38
KIDINS220 kinase D-interacting substrachr2p24  activation of MAPKK activity --- 1.07 1.13 1.03 -1.00 -1.04 1.01 -1.31 -1.19 -2.11 -1.74 -1.88 -1.99
KIF11 kinesin family member 11 chr10q24.1  microtubule-based movement --- -1.05 1.02 -1.04 -1.04 -1.03 -1.03 -1.35 -1.17 -1.59 -1.27 -1.26 -1.34
KIF13A kinesin family member 13Achr6p23  cytokinesis --- -1.03 -1.11 -1.18 1.14 -1.04 1.09 1.49 1.36 -1.46 1.38 -2.02 -1.35
KIF13A kinesin family member 13Achr6p23  cytokinesis --- 1.00 1.12 -1.04 -1.08 -1.01 -1.08 -1.16 -1.05 -1.46 -1.30 -1.41 -1.58
KIF13A kinesin family member 13Achr6p23  cytokinesis --- 1.08 1.13 1.06 1.02 -1.08 -1.05 -1.01 -1.01 -1.31 -1.29 -1.38 -1.54
KIF13A kinesin family member 13Achr6p23  cytokinesis --- 1.14 1.17 -1.03 -1.48 1.23 1.25 -1.16 -1.22 -3.80 -2.27 -1.83 -2.08
KIF15 kinesin family member 15 chr3p21.31  microtubule-based movement --- 1.00 1.11 1.00 1.02 1.08 1.02 1.03 1.07 -1.68 -1.58 -1.03 -1.12
KIF16B kinesin family member 16Bchr20p11.23  formation of primary germ layer --- 1.00 1.03 1.14 1.12 -1.05 -1.08 1.40 1.16 1.34 1.20 1.57 1.39
KIF17 kinesin family member 17 chr1p36.12  transport --- 1.83 1.38 -6.86 1.21 1.48 -1.11 -1.12 1.30 -1.72 1.04 1.12 1.35
KIF18A kinesin family member 18Achr11p14.1  M phase of mitotic cell cycle --- 1.09 1.06 1.06 1.15 -1.02 -1.06 -1.13 -1.05 1.05 1.02 1.25 1.13
KIF18B kinesin family member 18Bchr17q21.31  mitotic cell cycle --- 1.06 1.09 -1.04 1.04 -1.08 1.06 -1.16 -1.14 1.06 1.21 1.06 1.04
KIF1B kinesin family member 1B chr1p36.2  ATP catabolic process --- 1.13 -1.00 -1.01 1.05 -1.03 -1.04 -1.29 -1.10 -1.91 -1.57 -1.31 -1.35
KIF1B kinesin family member 1B chr1p36.2  ATP catabolic process --- -1.09 1.01 1.05 -1.12 1.10 1.01 -1.13 -1.15 -1.85 -1.60 -1.28 -1.33
KIF1C kinesin family member 1C chr17p13.2  retrograde vesicle-mediated transport, Go--- -1.15 -1.12 1.06 1.05 1.05 1.08 1.11 1.11 1.10 1.07 -1.19 -1.15
KIF1C kinesin family member 1C chr17p13.2  retrograde vesicle-mediated transport, Go--- -1.04 1.00 1.04 -1.11 1.20 1.08 1.06 -1.03 -1.34 -1.34 1.64 1.42
KIF20B kinesin family member 20Bchr10q23.31  M phase of mitotic cell cycle --- 1.12 1.10 -1.10 -1.09 -1.09 1.01 -1.30 -1.12 -1.55 -1.27 -1.11 -1.16
KIF21A kinesin family member 21Achr12q12  microtubule-based movement --- 1.37 1.17 -1.21 -1.05 -1.06 1.03 -1.84 -1.18 -1.53 1.03 -1.31 -1.61
KIF21B kinesin family member 21Bchr1q32.1  microtubule-based movement --- 1.30 1.30 1.36 1.48 -1.49 -1.23 2.49 2.02 7.32 6.89 2.76 2.31
KIF22 kinesin family member 22 chr16p11.2  DNA repair --- -1.17 -1.38 -1.11 -1.00 -1.13 -1.24 -1.07 -1.17 1.25 1.17 1.40 1.03
KIF23 kinesin family member 23 chr15q23  mitotic spindle elongation --- 1.08 1.06 1.03 -1.05 -1.16 -1.23 -1.14 1.01 1.01 -1.02 1.44 1.06
KIF25-AS1 KIF25 antisense RNA 1 chr6q27 0 --- 2.68 4.22 -1.47 1.30 -3.20 -2.03 -1.36 -1.24 1.56 1.77 -1.20 -1.50
KIF26A kinesin family member 26Achr14q32.33  regulation of cell growth by extracellular --- -1.01 -1.05 -1.04 -1.00 -1.02 1.01 1.05 1.06 -1.29 -1.21 -1.54 -1.31
KIF26A kinesin family member 26Achr14q32.33  regulation of cell growth by extracellular --- -1.10 1.14 1.28 1.06 -1.20 -1.38 1.11 1.26 -1.17 -1.24 -1.41 -1.14
KIF26B kinesin family member 26Bchr1q44  microtubule-based movement --- -1.11 -1.63 -1.16 -1.03 -1.48 -1.24 -1.63 -1.12 18.85 15.81 -1.28 -1.12
KIF2A kinesin heavy chain membe chr5q12-q13  mitotic cell cycle --- -1.18 -1.26 1.05 1.05 1.07 1.11 -1.12 -1.09 -1.86 -1.37 -1.73 -1.45
KIF2C kinesin family member 2C chr1p34.1  M phase of mitotic cell cycle --- -1.04 -1.15 1.04 -1.03 1.19 1.02 -1.06 -1.11 1.71 1.60 1.92 2.05
KIF2C kinesin family member 2C chr1p34.1  M phase of mitotic cell cycle --- -1.04 -1.10 1.08 1.03 1.07 1.04 1.03 1.04 1.57 1.48 1.81 1.77
KIF3A kinesin family member 3A chr5q31  in utero embryonic development --- 1.22 1.19 -1.04 -1.05 -1.15 1.04 -1.55 -1.27 -2.06 -1.90 -1.47 -1.78
KIF3C kinesin family member 3C chr2p23  microtubule-based movement --- -1.01 -1.05 1.16 -1.17 -1.09 -1.05 -1.22 -1.25 -2.14 -1.50 -1.37 -1.53
KIF6 kinesin family member 6 chr6p21.2  microtubule-based movement --- 1.19 1.09 -1.23 1.34 1.43 -2.24 1.58 3.83 2.74 3.08 -3.43 1.22
KIF6 kinesin family member 6 chr6p21.2  microtubule-based movement --- 2.50 1.49 1.49 1.42 -2.68 -2.06 -1.20 -1.59 4.79 2.19 3.62 5.71
KIF7 kinesin family member 7 chr15q26.1  microtubule-based movement --- 1.09 1.04 1.17 1.51 1.24 1.14 1.18 1.34 -1.50 -1.59 -1.52 -1.58
KIF9 kinesin family member 9 chr3p21.31  microtubule-based movement --- -1.24 -1.33 1.12 1.23 1.35 -1.00 1.17 1.20 1.21 1.11 -1.25 -1.08
KIF9 kinesin family member 9 chr3p21.31  microtubule-based movement --- -1.05 -1.08 1.00 1.05 1.03 -1.02 1.11 1.20 1.09 1.02 -1.23 -1.16
KIFAP3 kinesin-associated protein 3chr1q24.2  protein complex assembly --- 1.01 -1.02 1.03 1.15 1.02 -1.04 1.08 1.08 -1.20 -1.02 -1.22 -1.10
KIFC1 kinesin family member C1 chr6p21.3  mitotic sister chromatid segregation --- -1.15 -1.20 1.06 1.04 1.02 1.04 -1.23 1.06 1.08 1.15 1.16 1.26
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KIFC3 kinesin family member C3 chr16q13-q21  microtubule-based process --- -1.14 -1.18 -1.05 1.08 -1.20 -1.15 1.57 1.28 1.72 1.52 1.76 1.68
KIR2DL2 killer cell immunoglobulin- chr19q13.4  regulation of immune response --- 1.29 3.54 -1.44 1.19 -1.34 -1.88 -1.25 -1.03 1.45 1.29 1.98 1.53
KIR2DL2 /// Kkiller cell immunoglobulin- chr19p13.3 /// chr19 immune response --- 1.12 1.23 -1.02 -1.20 1.30 1.13 1.02 1.19 4.03 3.57 3.03 4.03
KIR2DL2 /// Kkiller cell immunoglobulin- chr19p13.3 /// chr19 immune response --- -4.79 -3.40 -1.19 -3.86 1.28 3.05 2.44 1.30 2.89 4.74 1.21 1.13
KIR2DL2 /// Kkiller cell immunoglobulin- chr19p13.3 /// chr19 immune response --- 1.12 -1.20 -1.20 1.03 -1.43 -1.23 1.21 1.81 1.74 2.21 1.45 1.72
KIR2DL3 killer cell immunoglobulin- chr19q13.4  immune response --- 1.34 1.09 -1.11 1.21 -1.42 1.15 1.41 1.70 1.36 1.97 1.60 1.56
KIR2DL4 killer cell immunoglobulin- chr19q13.4  immune response --- 1.01 1.35 -1.83 -1.32 -1.43 -1.13 -1.82 1.06 1.44 1.31 1.91 2.26
KIR2DL4 killer cell immunoglobulin- chr19q13.4  immune response --- 1.14 1.04 -1.15 -1.14 1.06 1.04 -1.26 -1.13 1.18 1.55 3.04 2.64
KIR2DS1 killer cell immunoglobulin- chr19q13.4  immune response --- -1.41 -1.91 1.74 1.35 -1.38 -1.87 1.38 1.09 2.64 2.89 2.99 3.33
KIR2DS1 killer cell immunoglobulin- chr19q13.4  immune response --- -1.05 -1.48 1.38 2.05 1.48 1.11 -1.05 -1.00 2.49 2.33 -1.06 1.32
KIR2DS1 /// Kkiller cell immunoglobulin- chr19q13.4  immune response --- -1.28 1.01 1.39 -1.03 -1.43 -1.05 1.11 -1.14 1.80 2.32 2.22 1.45
KIR2DS4 killer cell immunoglobulin- chr19q13.4  innate immune response --- -1.92 -1.25 1.51 1.35 1.27 -1.11 4.13 2.26 -1.27 -1.05 1.97 1.84
KIR2DS5 killer cell immunoglobulin- chr19q13.4  immune response --- 1.32 1.38 -1.51 -1.46 -1.34 -1.60 1.45 1.06 4.55 3.08 2.79 4.08
KIR3DL1 killer cell immunoglobulin- chr19q13.4  immune response --- -3.70 -1.83 -1.33 -1.18 -1.62 -1.27 15.30 10.11 2.02 1.14 1.60 1.63
KIR3DL1 /// Kkiller cell immunoglobulin- chr19q13.4  immune response --- 1.46 -1.19 1.15 2.36 1.48 1.42 1.46 1.15 1.31 1.18 1.31 1.39
KIR3DL1 /// Kkiller cell immunoglobulin- chr19q13.4  immune response --- 2.45 1.98 -1.46 -1.18 1.10 1.19 -1.33 -2.36 1.61 1.60 2.42 2.17
KIR3DL1 /// Kkiller cell immunoglobulin- chr19q13.4  immune response --- -1.37 -1.08 1.32 1.16 1.55 1.03 1.08 1.07 1.40 1.98 2.62 2.86
KIR3DL2 /// Lkiller cell immunoglobulin- chr19q13.4  cellular defense response --- -1.52 -1.06 1.49 1.15 4.84 3.47 1.83 3.95 4.92 1.46 1.82 1.66
KIR3DL3 killer cell immunoglobulin- chr19q13.42  immune response --- 1.34 1.02 -1.42 -1.14 -1.16 -1.02 -1.58 -1.52 3.25 2.19 2.04 2.33
KISS1R KISS1 receptor chr19p13.3  activation of MAPKK activity --- -1.19 -1.27 -1.25 -1.09 1.10 -1.10 1.32 1.23 1.44 1.37 1.72 1.95
KIT v-kit Hardy-Zuckerman 4 fechr4q11-q12  activation of MAPK activity --- 1.53 1.63 1.22 1.34 1.52 1.74 -1.07 -1.08 -10.61 -7.43 -8.13 -6.93
KITLG KIT ligand chr12q22  neural crest cell migration --- -1.03 1.04 1.07 -1.04 -1.12 -1.03 -1.27 1.03 -1.87 -1.49 -1.89 -2.26
KITLG KIT ligand chr12q22  ovarian follicle development --- -1.41 -1.55 -1.18 -1.14 1.61 1.43 1.32 -1.12 -3.29 -1.53 -1.24 -1.04
KLC1 kinesin light chain 1 chr14q32.3  intracellular protein transport --- 1.20 1.26 1.19 1.22 1.03 1.14 1.20 1.13 1.48 1.19 1.43 1.25
KLC1 kinesin light chain 1 chr14q32.3  intracellular protein transport --- -1.07 -1.06 -1.09 -1.04 1.19 -1.04 1.12 1.06 1.13 1.03 1.00 -1.01
KLC3 kinesin light chain 3 chr19q13  axon cargo transport --- 2.95 3.53 1.08 1.54 1.60 -1.04 2.37 3.06 2.44 1.71 3.61 2.26
KLC3 kinesin light chain 3 chr19q13  axon cargo transport --- 1.01 -1.64 -1.34 1.23 -1.29 -1.29 1.43 1.17 2.35 1.45 2.75 2.75
KLF11 Kruppel-like factor 11 chr2p25  regulation of transcription involved in S p--- -1.13 -1.15 1.38 1.62 1.07 -1.27 -1.04 1.03 2.45 1.58 1.92 1.22
KLF12 Kruppel-like factor 12 chr13q22  negative regulation of transcription from --- -1.38 -1.69 1.22 1.14 1.04 1.29 1.17 1.48 -3.51 -1.67 -3.20 -1.99
KLF12 Kruppel-like factor 12 chr13q22  negative regulation of transcription from --- 1.03 -1.28 1.41 1.15 -1.21 -1.47 1.49 1.08 -1.46 -2.59 -2.24 -2.04
KLF12 Kruppel-like factor 12 chr13q22  negative regulation of transcription from --- -1.12 -1.10 1.07 -1.00 1.01 1.08 -1.03 1.02 -1.50 -1.32 -1.24 -1.25
KLF12 Kruppel-like factor 12 chr13q22  negative regulation of transcription from --- -1.09 -1.10 -1.10 -1.06 1.10 1.10 -1.00 1.02 -1.52 -1.79 -1.95 -1.82
KLF15 Kruppel-like factor 15 chr3q21.3  transcription, DNA-dependent --- 1.17 1.33 -1.22 -2.38 1.86 2.27 -1.29 1.09 1.57 1.04 1.22 1.67
KLF16 Kruppel-like factor 16 chr19p13.3  transcription, DNA-dependent --- -1.04 -1.16 1.13 1.12 1.18 1.13 1.08 -1.02 1.29 1.41 1.49 1.54
KLF16 Kruppel-like factor 16 chr19p13.3  transcription, DNA-dependent --- -1.71 -2.10 -1.37 -1.80 1.23 1.35 1.22 1.17 1.42 1.80 -1.38 -1.05
KLF3 Kruppel-like factor 3 (basic chr4p14  transcription, DNA-dependent --- 1.05 -1.06 -1.08 -1.12 1.07 1.23 -1.18 -1.57 1.27 1.12 2.07 1.82
KLF3 Kruppel-like factor 3 (basic chr4p14  transcription, DNA-dependent --- 1.16 1.12 1.09 -1.02 1.09 1.05 -1.30 -1.34 -1.45 -1.31 1.22 1.06
KLF3 Kruppel-like factor 3 (basic chr4p14  transcription, DNA-dependent --- 1.05 1.12 -1.18 -1.19 1.25 1.15 1.03 -1.40 1.09 1.13 1.20 1.66
KLF3 Kruppel-like factor 3 (basic chr4p14  transcription, DNA-dependent --- 1.24 1.39 1.18 -1.14 -1.60 -1.60 1.24 1.23 1.56 1.44 2.53 2.17
KLF4 Kruppel-like factor 4 (gut) chr9q31  negative regulation of transcription from --- 1.06 -1.01 -1.01 -1.05 -1.12 1.01 1.24 1.14 1.13 1.12 1.25 1.02
KLF4 Kruppel-like factor 4 (gut) chr9q31  negative regulation of transcription from --- -1.09 1.02 -1.03 -1.08 1.12 -1.06 1.07 1.01 1.14 -1.10 1.69 1.39
KLF5 Kruppel-like factor 5 (intestchr13q22.1  angiogenesis --- -1.11 -1.01 1.03 -1.07 1.26 1.07 1.53 1.24 1.46 1.28 1.77 1.76
KLF6 Kruppel-like factor 6 chr10p15  transcription, DNA-dependent --- 1.23 1.40 -1.09 -1.06 -1.08 1.00 -1.16 -1.01 1.42 1.34 1.88 1.35
KLF6 Kruppel-like factor 6 chr10p15  transcription, DNA-dependent --- 1.16 -1.16 1.13 1.26 1.39 1.09 1.26 1.02 2.29 1.73 3.69 2.36
KLF6 Kruppel-like factor 6 chr10p15  transcription, DNA-dependent --- 1.04 1.08 -1.11 -1.01 1.19 1.01 1.05 -1.03 1.82 1.63 2.89 2.38
KLF6 Kruppel-like factor 6 chr10p15  transcription, DNA-dependent --- 1.05 1.05 -1.03 1.15 1.18 1.10 -1.03 1.12 1.61 1.65 2.21 2.02
KLF7 Kruppel-like factor 7 (ubiquchr2q32  transcription, DNA-dependent --- 1.01 1.28 -1.05 1.15 1.20 -1.09 -1.09 1.02 2.80 2.82 1.86 2.28
KLF7 Kruppel-like factor 7 (ubiquchr2q32  transcription, DNA-dependent --- 1.02 1.04 1.04 -1.10 1.09 1.01 -1.16 -1.09 -1.02 1.16 1.56 1.63
KLF7 Kruppel-like factor 7 (ubiquchr2q32  transcription, DNA-dependent --- 1.10 1.30 1.09 1.01 1.04 1.06 -1.03 -1.02 2.30 2.37 3.45 3.67
KLHDC2 kelch domain containing 2 chr14q21.3 0 --- -1.09 -1.04 -1.03 -1.02 -1.06 -1.06 1.06 1.04 -1.35 -1.21 -1.11 -1.17
KLHDC4 kelch domain containing 4 chr16q24.3 0 --- -1.03 -1.22 1.00 1.27 1.56 1.43 1.22 1.04 -1.71 -1.45 -1.08 1.09
KLHDC4 /// Lkelch domain containing 4 /chr16q24.2 /// chr160 --- -1.17 -1.43 -1.02 1.15 1.02 1.00 1.01 1.00 -2.17 -1.45 -1.34 -1.01
KLHDC7A kelch domain containing 7Achr1p36.13 0 --- 3.26 1.53 1.77 1.93 -3.78 -1.64 3.19 -1.24 1.06 -1.10 1.50 2.92
KLHDC7B kelch domain containing 7Bchr22q13.33 0 --- 7.18 1.50 -1.38 -1.56 1.23 1.36 1.12 1.37 4.10 3.13 1.11 1.45
KLHDC8B kelch domain containing 8Bchr3p21.31 0 --- -1.05 -1.13 -1.15 1.05 -1.10 1.02 -1.27 -1.05 -1.80 -1.31 -1.25 -1.09
KLHDC9 kelch domain containing 9 chr1q23.3  GTP catabolic process --- 1.22 1.07 1.01 1.19 1.03 -1.12 1.09 1.29 -2.13 -1.78 -2.50 -2.49
KLHL1 kelch-like family member 1 chr13q21  locomotory behavior --- 1.16 1.08 -1.13 -1.15 -1.01 1.12 -1.25 -1.26 -2.51 -1.84 -2.86 -4.14
KLHL11 kelch-like family member 1 chr17q21.2 0 --- -1.29 1.00 1.67 1.70 1.19 1.55 1.26 -1.11 1.29 1.37 1.24 1.46
KLHL12 kelch-like family member 1 chr1q32.1  protein monoubiquitination --- -1.01 1.00 1.03 -1.00 1.05 -1.09 1.42 1.06 1.36 1.12 1.20 1.12
KLHL13 kelch-like family member 1 chrXq23-q24  cytokinesis --- 1.18 1.21 -1.08 -1.10 1.16 1.12 -1.04 -1.12 -1.06 1.11 -1.12 -1.24
KLHL15 kelch-like family member 1 chrXp22.1-p21  protein ubiquitination --- 1.19 1.07 1.06 1.01 1.10 1.19 -1.39 -1.18 -1.09 1.07 1.37 1.27
KLHL17 kelch-like family member 1 chr1p36.33  brain development --- 1.03 -1.07 -1.03 -1.06 -1.26 -1.15 1.25 1.13 1.44 1.28 1.01 1.25
KLHL18 kelch-like family member 1 chr3p21.31 0 --- -1.08 -1.10 1.05 1.05 1.04 1.05 -1.11 1.05 1.17 1.20 1.94 1.83
KLHL20 kelch-like family member 2 chr1q25.1  cytoskeleton organization --- 1.05 -1.13 1.10 -1.09 1.08 -1.21 1.50 1.37 2.85 2.23 2.31 2.38
KLHL20 kelch-like family member 2 chr1q25.1  cytoskeleton organization --- 1.33 1.19 1.10 1.04 -1.32 -1.07 -1.45 -1.40 -1.49 -1.07 -1.76 -1.79
KLHL20 kelch-like family member 2 chr1q25.1  cytoskeleton organization --- 1.08 1.08 1.87 2.34 -1.22 1.21 -1.00 1.29 3.86 2.09 4.59 4.41
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KLHL21 kelch-like family member 2 chr1p36.31  cytokinesis --- -1.26 -1.18 -1.12 -1.21 -1.06 -1.08 -1.03 1.28 -1.42 -1.33 -1.24 -1.17
KLHL22 kelch-like family member 2 chr22q11.21  mitotic sister chromatid segregation --- -1.17 -1.03 1.77 1.45 1.76 2.21 -1.25 -1.00 -1.86 -2.13 -2.96 -1.43
KLHL23 /// PHkelch-like family member 2 chr2q /// chr2q31.1 0 --- 1.16 1.11 1.14 -1.06 -1.06 1.04 -1.14 1.07 -1.74 -1.46 -1.59 -1.81
KLHL24 kelch-like family member 2 chr3q27.1 0 --- -1.36 -1.36 1.10 1.06 -1.05 -1.06 1.39 1.21 -1.17 -1.17 1.81 1.61
KLHL24 kelch-like family member 2 chr3q27.1 0 --- -1.11 -1.27 1.17 1.10 -1.15 1.04 1.29 1.11 -1.16 -1.15 1.37 1.25
KLHL28 kelch-like family member 2 chr14q21.2 0 --- -1.03 1.22 1.03 -1.02 1.18 -1.03 1.10 1.13 1.07 1.06 1.41 1.48
KLHL29 kelch-like family member 2 chr2p24.1 0 --- 12.20 8.43 1.53 1.24 -2.02 -1.41 -1.33 1.15 4.26 2.77 1.64 1.90
KLHL3 kelch-like family member 3 chr5q31  protein ubiquitination --- -1.08 -1.17 1.18 -1.03 -1.11 1.10 -1.39 -1.22 -2.59 -1.49 -1.76 -1.92
KLHL36 kelch-like family member 3 chr16q24.1  protein ubiquitination --- -1.00 -1.18 -1.18 -1.06 1.08 -1.05 1.63 1.04 1.97 1.70 1.98 1.95
KLHL36 kelch-like family member 3 chr16q24.1  protein ubiquitination --- -1.09 1.04 -1.08 -1.23 1.24 -1.03 -1.51 1.04 1.26 1.27 1.33 1.45
KLHL42 kelch-like family member 4 chr12p11.22  protein polyubiquitination --- 1.07 1.16 -1.03 -1.12 -1.03 1.13 -1.08 1.08 -2.24 -2.01 -2.96 -3.37
KLHL42 kelch-like family member 4 chr12p11.22  protein polyubiquitination --- -1.00 -1.03 -1.08 -1.16 1.02 1.15 -1.25 1.01 -2.24 -1.66 -2.41 -2.54
KLHL5 kelch-like family member 5 chr4p14 0 --- -1.01 1.01 1.01 -1.06 -1.16 1.06 1.06 1.10 -1.09 1.05 -1.28 -1.47
KLHL5 kelch-like family member 5 chr4p14 0 --- -1.13 -1.07 1.15 1.08 -1.01 -1.04 -1.14 -1.18 -2.17 -1.97 -2.77 -2.83
KLHL5 kelch-like family member 5 chr4p14 0 --- -1.02 -1.02 1.01 1.15 1.01 1.14 -1.16 1.06 -1.80 -1.55 -3.82 -3.02
KLHL6 kelch-like family member 6 chr3q27.3  germinal center formation --- -2.35 -1.76 -2.31 -2.39 -1.23 1.36 2.67 2.84 1.33 1.32 2.07 2.72
KLHL7 kelch-like family member 7 chr7p15.3  protein ubiquitination --- 1.04 -1.01 -1.05 -1.17 -1.11 -1.06 1.01 1.05 1.45 1.59 1.82 1.65
KLHL7 kelch-like family member 7 chr7p15.3  protein ubiquitination --- -1.07 -1.05 1.02 -1.12 1.11 1.12 -1.07 -1.10 -1.44 -1.23 -1.17 -1.27
KLHL7 kelch-like family member 7 chr7p15.3  protein ubiquitination --- 1.02 -1.02 1.13 -1.24 -1.16 1.03 -1.24 -1.07 1.10 1.43 1.54 1.45
KLHL9 kelch-like family member 9 chr9p22  cytokinesis --- 1.10 1.10 1.03 1.09 -1.02 1.04 -1.24 -1.19 -1.43 -1.23 -1.20 -1.31
KLK15 kallikrein-related peptidase chr19q13.41  proteolysis --- -1.20 -1.08 -2.64 1.79 -2.40 -1.24 -2.77 -3.09 2.83 1.12 1.29 1.67
KLK7 kallikrein-related peptidase chr19q13.41  proteolysis --- -4.48 -2.49 1.51 -2.50 -1.14 -1.56 -2.83 1.16 -1.60 -1.55 -1.51 -1.13
KLRC1 /// KLkiller cell lectin-like receptochr12p13  cellular defense response --- -1.02 1.01 1.09 1.14 1.12 1.01 1.29 1.13 -1.33 -1.38 -1.53 -1.65
KLRC3 killer cell lectin-like receptochr12p13  cellular defense response --- 1.14 1.16 -1.01 -1.23 1.00 1.05 1.26 -1.02 -1.15 -1.33 -1.24 -1.67
KLRC4-KLRKKLRC4-KLRK1 readthrougchr12p /// chr12p13. stimulatory C-type lectin receptor signali --- 1.49 1.18 1.34 1.16 1.33 1.54 -1.27 -1.08 -2.62 -2.28 -4.20 -3.24
KLRC4-KLRKKLRC4-KLRK1 readthrougchr12p /// chr12p13. stimulatory C-type lectin receptor signali --- -1.03 1.17 1.11 1.01 1.27 1.14 -1.03 1.09 -3.06 -2.84 -3.88 -4.95
KLRG1 killer cell lectin-like receptochr12p13.31  inflammatory response --- -2.37 -3.34 1.17 -2.20 -2.58 -2.41 1.46 -1.32 -5.28 1.42 1.58 2.06
KMT2A lysine (K)-specific methyltr chr11q23  DNA methylation --- -1.03 -1.06 1.07 1.04 1.11 -1.01 -1.03 1.02 -1.41 -1.29 -1.20 -1.00
KMT2A lysine (K)-specific methyltr chr11q23  DNA methylation --- 1.04 1.06 -1.01 -1.11 -1.02 1.07 -1.10 1.01 -1.83 -1.46 -1.22 -1.49
KMT2B lysine (K)-specific methyltr chr19q13.1  ovarian follicle development --- -1.08 -1.04 1.21 1.33 1.21 1.15 1.52 1.34 1.52 1.30 1.37 1.59
KMT2C lysine (K)-specific methyltr chr7q36.1  transcription, DNA-dependent --- 1.15 1.09 1.03 1.01 -1.07 1.00 -1.08 -1.06 -1.40 -1.27 -1.39 -1.41
KMT2C lysine (K)-specific methyltr chr7q36.1  transcription, DNA-dependent --- -1.00 -1.05 1.08 -1.05 1.21 -1.04 -1.25 -1.27 -1.73 -1.37 -1.02 -1.06
KMT2D lysine (K)-specific methyltr chr12q13.12  oocyte growth --- -1.06 -1.02 1.02 -1.09 -1.02 1.01 -1.07 -1.17 -1.11 -1.06 -1.05 1.02
KMT2E lysine (K)-specific methyltr chr7q22.1  neutrophil mediated immunity --- -1.16 -1.06 1.04 1.04 1.09 1.08 1.06 1.14 -1.14 -1.23 -1.24 -1.10
KMT2E lysine (K)-specific methyltr chr7q22.1  neutrophil mediated immunity --- 1.05 1.03 1.23 1.09 1.07 -1.00 -1.05 -1.12 -1.41 -1.17 -1.44 -1.32
KMT2E lysine (K)-specific methyltr chr7q22.1  neutrophil mediated immunity --- 1.27 1.06 1.04 1.16 -1.16 1.04 -1.43 -1.30 -1.71 -1.31 -1.34 -1.49
KNG1 kininogen 1 chr3q27  platelet degranulation ACE-Inhibitor_pathway_PharmGKB // GenM -1.46 -2.97 4.86 3.92 -1.11 -1.49 -3.08 -1.50 8.85 2.80 2.51 5.10
KNSTRN kinetochore-localized astrin chr15q15.1  mitotic sister chromatid segregation --- -1.02 1.02 1.03 -1.03 -1.02 -1.01 -1.07 -1.06 1.46 1.29 1.50 1.36
KNTC1 kinetochore associated 1 chr12q24.31  M phase of mitotic cell cycle --- -1.03 1.01 1.03 1.04 1.03 -1.05 1.02 -1.08 -1.76 -1.64 -1.60 -1.46
KPNA1 karyopherin alpha 1 (importchr3q21  regulation of DNA recombination --- -1.24 -1.26 1.08 1.09 1.15 1.09 -1.17 -1.22 1.07 1.14 1.16 1.41
KPNA1 karyopherin alpha 1 (importchr3q21  regulation of DNA recombination --- 1.04 -1.04 1.04 1.09 1.04 1.12 -1.11 -1.02 1.08 1.22 1.47 1.47
KPNA1 karyopherin alpha 1 (importchr3q21  regulation of DNA recombination --- 1.01 -1.07 1.20 1.04 -1.02 1.04 -1.08 -1.11 1.26 1.25 1.23 1.29
KPNA1 karyopherin alpha 1 (importchr3q21  regulation of DNA recombination --- 1.09 -1.02 -1.22 -1.05 -1.00 -1.05 -1.10 1.12 1.19 1.34 1.31 1.43
KPNA2 karyopherin alpha 2 (RAG cchr17q24.2  regulation of DNA recombination --- -1.03 1.04 1.02 -1.05 1.03 -1.04 -1.14 -1.17 1.19 1.07 1.37 1.30
KPNA4 karyopherin alpha 4 (importchr3q25.33  protein import into nucleus --- -1.14 -1.14 1.03 1.15 1.13 1.10 1.11 1.11 1.95 1.91 3.16 2.75
KPNA4 karyopherin alpha 4 (importchr3q25.33  protein import into nucleus --- 1.03 1.18 1.08 1.07 -1.16 -1.01 -1.24 -1.25 1.14 1.22 1.23 1.09
KPNB1 karyopherin (importin) beta chr17q21.32  protein import into nucleus, translocation--- -1.02 -1.03 -1.03 1.08 1.05 1.00 1.10 1.07 1.33 1.20 1.11 1.16
KRAS v-Ki-ras2 Kirsten rat sarcomchr12p12.1  MAPK cascade G_Protein_Signaling // GenMAPP /// MAPK 1.44 -1.78 -1.51 -1.50 1.18 -1.14 1.67 2.19 1.18 -1.71 1.54 -1.32
KRAS v-Ki-ras2 Kirsten rat sarcomchr12p12.1  MAPK cascade G_Protein_Signaling // GenMAPP /// MAPK -1.18 -1.06 1.25 1.08 1.08 1.10 1.09 1.28 -1.10 1.09 1.46 1.16
KRAS v-Ki-ras2 Kirsten rat sarcomchr12p12.1  MAPK cascade G_Protein_Signaling // GenMAPP /// MAPK 1.09 -1.14 -1.12 -1.22 -1.11 1.08 -1.72 1.00 -1.99 -1.39 -2.05 -2.10
KRBOX4 KRAB box domain containichrXp11.3  regulation of transcription, DNA-depende--- 1.03 1.01 -1.01 1.10 1.14 -1.02 1.13 1.25 -1.23 -1.11 -1.66 -1.53
KRBOX4 /// ZKRAB box domain containichrXp11.3  transcription, DNA-dependent --- -1.02 -1.11 -1.01 -1.03 1.04 -1.02 1.39 1.09 1.14 1.10 -1.03 1.23
KRCC1 lysine-rich coiled-coil 1 chr2p11.2 0 --- 1.04 1.05 -1.12 -1.23 -1.04 -1.24 -1.55 1.05 -2.36 -2.28 -2.37 -1.94
KRCC1 lysine-rich coiled-coil 1 chr2p11.2 0 --- 1.14 1.20 -1.03 -1.19 -1.03 -1.09 -1.29 1.01 -2.20 -2.26 -2.02 -1.84
KRCC1 lysine-rich coiled-coil 1 chr2p11.2 0 --- -1.02 1.08 1.02 -1.23 1.11 1.02 -1.28 -1.08 -2.13 -2.08 -1.70 -1.85
KREMEN2 kringle containing transmemchr16p13.3  Wnt receptor signaling pathway --- 1.26 1.40 -1.07 -1.03 1.27 1.03 -1.07 -1.17 1.27 1.39 1.31 1.66
KRIT1 KRIT1, ankyrin repeat cont chr7q21.2  angiogenesis --- -1.00 -1.00 1.19 1.09 1.02 -1.10 -1.22 -1.18 -2.62 -2.57 -1.49 -1.58
KRR1 KRR1, small subunit (SSU)chr12q21.2  rRNA processing --- 1.02 -1.00 1.10 1.15 1.06 1.09 1.18 1.03 1.18 1.14 1.27 1.18
KRT10 keratin 10 chr17q21  keratinocyte differentiation --- 1.04 -1.04 -1.18 1.00 -1.37 -1.18 -1.55 -1.21 1.24 1.29 1.18 1.10
KRT14 keratin 14 chr17q12-q21  epidermis development --- 1.16 -1.22 1.50 -1.04 1.38 1.09 -3.83 -2.00 5.96 3.89 9.95 13.99
KRT16 keratin 16 chr17q21.2  cytoskeleton organization --- 1.16 -1.08 1.06 -1.07 -1.08 1.15 -1.07 -2.12 6.43 4.73 5.32 4.40
KRT18 keratin 18 chr12q13  apoptotic process --- -1.09 -1.03 -1.01 -1.01 1.10 -1.01 1.19 1.09 1.17 -1.06 -1.21 -1.13
KRT18P38 /// keratin 18 pseudogene 38 // --- 0 --- -1.13 -1.69 -1.87 1.02 3.14 2.46 -7.86 -2.56 -4.47 -1.42 -1.17 1.47
KRT34 /// LO keratin 34 /// keratin, type I chr17q21.2  epidermis development --- -1.86 -1.30 -1.62 -1.16 1.00 1.49 3.36 2.53 7.24 5.04 7.96 3.97
KRT6A keratin 6A chr12q13.13  ectoderm development --- -1.02 3.65 -1.61 1.71 -8.55 -4.11 -16.43 -1.92 10.10 8.87 4.03 4.44
KRT7 keratin 7 chr12q13.13  regulation of translation --- -1.16 -1.18 1.01 1.02 1.18 1.06 1.30 1.23 -1.25 -1.64 -1.31 -1.34
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KRT7 keratin 7 chr12q13.13  regulation of translation --- -1.15 -1.19 1.03 1.07 1.06 -1.06 1.35 1.14 -1.18 -1.63 -1.08 -1.12
KRT7 keratin 7 chr12q13.13  DNA replication --- -1.03 -1.07 -1.06 1.00 -1.01 -1.08 1.20 1.11 -1.12 -1.45 -1.08 -1.09
KRT77 keratin 77 chr12q13.13 0 --- -1.28 2.12 1.02 -1.12 3.02 1.44 -3.56 1.12 6.39 3.53 2.28 -1.85
KRT8 keratin 8 chr12q13  apoptotic process --- -1.09 -1.07 -1.06 -1.09 1.02 -1.01 1.02 -1.03 -1.24 -1.29 -1.76 -1.44
KRT80 keratin 80 chr12q13.13 0 --- -1.19 -1.21 -1.05 1.06 1.01 1.02 1.24 1.08 1.65 1.30 1.54 1.55
KRT86 /// LO keratin 86 /// uncharacterizechr12q13  cytoskeleton organization --- -1.08 -1.09 -1.09 1.01 -1.20 -1.08 1.07 1.09 -1.17 -1.14 -1.03 -1.37
KRT8P12 keratin 8 pseudogene 12 chr3q25.33 0 --- 1.10 1.03 1.43 1.48 -1.12 1.31 -1.30 -1.23 -1.21 -1.04 -2.32 -1.60
KRTAP19-1 keratin associated protein 19chr21q22.1 0 --- -1.12 -1.23 1.37 2.07 9.20 7.39 2.08 2.51 13.92 18.77 -3.04 1.02
KRTAP19-3 keratin associated protein 19chr21q22.1 0 --- 1.83 1.11 -3.11 -1.18 1.18 1.07 1.18 -1.21 -1.24 -2.69 1.42 -1.05
KRTAP2-1 /// keratin associated protein 2-chr17q12-q21 /// chr0 --- 3.84 3.19 -1.50 2.31 3.48 -1.00 4.55 2.47 1.22 4.00 2.01 10.87
KRTAP2-3 /// keratin associated protein 2-chr17q21.2 0 --- 1.04 -1.37 -1.96 -1.12 1.55 1.20 1.61 1.94 -1.20 1.00 1.62 -1.93
KRTAP4-9 keratin associated protein 4-chr17q21.2 0 --- 1.19 2.36 -2.19 -1.04 1.41 -1.18 -1.42 1.54 1.92 1.46 1.17 -1.38
KRTAP9-3 keratin associated protein 9-chr17q12-q21 0 --- 1.77 3.75 -2.24 -7.54 -3.10 1.70 -1.41 1.51 4.55 1.06 4.54 4.24
KSR1 kinase suppressor of ras 1 chr17q11.2  protein phosphorylation --- -1.06 1.17 -1.18 -1.11 1.08 -1.05 1.25 1.09 -1.30 -1.23 -1.37 -1.09
KTN1 kinectin 1 (kinesin receptor)chr14q22.1  microtubule-based movement --- 1.01 1.05 -1.05 -1.04 1.10 1.13 1.13 1.14 -1.13 1.05 -1.30 -1.35
KTN1 kinectin 1 (kinesin receptor)chr14q22.1  microtubule-based movement --- 1.05 -1.01 -1.07 1.04 -1.08 1.01 1.06 1.13 -1.06 -1.09 -1.20 -1.20
KXD1 KxDL motif containing 1 chr19p13.11  vesicle-mediated transport --- -1.05 -1.02 1.01 1.06 1.02 -1.10 1.08 1.05 1.34 1.27 1.27 1.33
KXD1 KxDL motif containing 1 chr19p13.11  vesicle-mediated transport --- 1.04 -1.02 1.11 -1.05 1.23 -1.03 1.09 -1.11 1.55 1.49 1.47 1.46
KYNU kynureninase chr2q22.2  tryptophan catabolic process --- -1.00 1.06 -1.09 -1.08 -1.08 -1.06 1.18 1.05 1.07 1.04 -1.02 -1.11
KYNU kynureninase chr2q22.2  tryptophan catabolic process --- 1.09 1.06 -1.01 -1.03 1.05 1.11 1.16 -1.01 -1.18 1.00 -1.06 -1.22
KYNU kynureninase chr2q22.2  tryptophan catabolic process --- 1.02 -1.00 1.06 1.15 1.07 1.04 1.16 1.06 1.53 1.31 1.58 1.55
KYNU kynureninase chr2q22.2  tryptophan catabolic process --- -1.00 1.03 -1.04 -1.06 -1.06 -1.05 -1.01 -1.03 1.20 1.15 1.40 1.34
L1CAM L1 cell adhesion molecule chrXq28  chemotaxis --- 1.15 -1.04 -1.00 -1.10 1.10 -1.02 1.13 1.02 1.23 1.08 1.20 1.67
L1CAM L1 cell adhesion molecule chrXq28  chemotaxis --- 1.03 1.02 -1.02 1.08 -1.05 1.01 1.10 1.09 1.22 1.20 1.20 1.30
L2HGDH L-2-hydroxyglutarate dehydchr14q21.3  2-oxoglutarate metabolic process --- 1.33 1.42 1.07 1.04 1.36 -1.15 -1.01 1.00 1.27 1.31 1.09 -1.06
L2HGDH L-2-hydroxyglutarate dehydchr14q21.3  2-oxoglutarate metabolic process --- -1.06 -1.26 -1.22 -1.54 -1.21 -1.00 1.05 -1.25 1.27 1.47 1.50 1.34
L3HYPDH L-3-hydroxyproline dehydrachr14q23.1  metabolic process --- 1.03 -1.06 1.07 -1.02 1.00 -1.17 1.27 1.09 -1.51 -1.50 -1.43 -1.59
L3MBTL3 l(3)mbt-like 3 (Drosophila) chr6q23  transcription, DNA-dependent --- 1.20 1.37 -1.16 -1.03 -1.12 1.09 -1.18 -1.28 -1.76 -1.55 -2.18 -3.74
L3MBTL4 l(3)mbt-like 4 (Drosophila) chr18p11.31  transcription, DNA-dependent --- -2.48 1.22 2.67 2.83 1.04 -1.39 1.71 -1.41 6.14 15.50 4.57 1.72
LA16c-329F2 NULL /// NULL --- 0 --- -1.01 1.35 -1.36 -1.13 -6.14 -1.82 -1.39 -1.69 10.24 5.68 -3.90 -1.24
LA16c-360H6NULL /// NULL --- 0 --- -1.02 1.40 -1.32 1.08 1.19 1.38 1.49 1.35 1.44 1.29 1.63 1.68
LA16c-431H6NULL /// NULL --- 0 --- 1.78 2.63 1.19 1.27 -1.03 -1.03 -1.17 -2.03 2.58 2.30 1.69 1.41
LACC1 laccase (multicopper oxidorchr13q14.11 0 --- 1.20 1.08 1.20 1.20 1.07 1.14 -1.16 1.01 1.19 1.49 -1.07 -1.09
LACC1 laccase (multicopper oxidorchr13q14.11 0 --- 1.11 -1.15 -1.07 1.30 -1.19 -1.03 1.19 1.19 1.22 1.51 1.30 1.35
LACTB lactamase, beta chr15q22.1 0 --- 1.21 1.10 1.11 -1.02 1.05 -1.01 1.28 1.09 1.39 1.23 1.66 1.29
LACTB lactamase, beta chr15q22.1 0 --- 1.10 1.19 1.05 -1.24 1.00 1.02 1.28 -1.01 1.20 1.20 1.48 1.22
LACTB lactamase, beta chr15q22.1 0 --- 1.20 1.13 1.04 -1.06 1.12 1.14 1.61 1.30 1.49 1.56 -1.03 1.15
LACTB2 lactamase, beta 2 chr8q13.3 0 --- -1.00 -1.09 1.07 -1.05 1.02 1.02 -1.43 -1.19 -1.27 -1.36 -1.11 -1.06
LACTB2 lactamase, beta 2 chr8q13.3 0 --- 1.05 -1.03 -1.04 -1.03 -1.07 1.08 -1.43 1.00 -1.39 -1.49 -1.75 -1.88
LAIR2 leukocyte-associated immunchr19q13.4 0 --- -1.44 -5.13 2.27 -1.15 -2.97 -2.32 3.14 1.38 3.83 1.65 4.45 6.80
LAMA3 laminin, alpha 3 chr18q11.2  regulation of transcription, DNA-depende--- -1.42 -1.09 1.25 1.16 1.10 1.11 -1.13 1.02 -1.87 -1.36 -1.64 -1.24
LAMA4 laminin, alpha 4 chr6q21  blood vessel development --- -1.01 -1.07 1.04 1.02 1.19 -1.00 1.46 1.18 1.69 1.38 1.55 1.28
LAMA4 laminin, alpha 4 chr6q21  blood vessel development --- 1.05 1.06 1.01 1.12 1.02 -1.02 1.23 1.29 -1.49 -1.39 -1.54 -1.41
LAMA4 laminin, alpha 4 chr6q21  blood vessel development --- -1.24 1.01 1.00 -1.18 1.30 1.14 1.32 1.01 1.13 -1.06 1.47 1.49
LAMB2P1 laminin, beta 2 pseudogene chr3p21.3-p21.2 0 --- 1.96 1.55 1.32 1.45 1.05 1.10 -1.14 -1.56 2.40 2.20 2.89 3.30
LAMB3 laminin, beta 3 chr1q32  cell adhesion --- -1.07 -1.13 1.06 1.14 1.04 -1.10 1.20 1.16 1.72 1.36 1.84 1.94
LAMC1 laminin, gamma 1 (formerlychr1q31  protein complex assembly Inflammatory_Response_Pathway // GenMA -1.10 -1.10 -1.04 1.11 1.12 -1.03 1.36 1.38 1.49 1.33 1.38 1.56
LAMC2 laminin, gamma 2 chr1q25-q31  cell adhesion Inflammatory_Response_Pathway // GenMA -1.81 -1.42 1.12 1.07 1.37 1.75 -1.46 1.52 1.96 1.15 4.59 2.82
LAMP1 lysosomal-associated membchr13q34  autophagy --- -1.07 -1.02 -1.03 -1.02 -1.02 -1.03 1.03 -1.05 1.29 1.09 1.06 1.06
LAMP3 lysosomal-associated membchr3q26.3-q27  cell proliferation --- -2.43 -2.22 1.26 1.51 1.11 1.33 1.54 1.22 1.31 1.01 -1.58 -1.84
LAMTOR3 late endosomal/lysosomal a chr4q23  phosphorylation --- 1.26 1.01 1.06 1.05 -1.06 -1.07 -1.08 -1.25 -1.91 -1.46 -2.07 -1.98
LAMTOR5 late endosomal/lysosomal a chr1p13.3  regulation of cell size --- 1.02 1.07 1.04 -1.06 -1.01 -1.17 1.09 1.05 1.40 1.22 1.38 1.32
LAMTOR5 late endosomal/lysosomal a chr1p13.3  regulation of cell size --- 1.03 1.05 -1.06 1.07 -1.11 -1.05 -1.11 -1.04 1.20 1.21 1.16 1.16
LANCL1 LanC lantibiotic synthetase chr2q33-q35  G-protein coupled receptor signaling path--- 1.14 1.15 -1.02 1.00 1.07 -1.12 1.06 1.03 -1.56 -1.81 -1.76 -1.97
LANCL1 LanC lantibiotic synthetase chr2q33-q35  G-protein coupled receptor signaling path--- 1.11 1.06 -1.09 -1.07 -1.07 1.04 -1.04 -1.09 -1.50 -1.15 -1.63 -1.63
LANCL2 LanC lantibiotic synthetase chr7q31.1-q31.33  metabolic process --- -1.08 1.02 1.05 -1.12 1.12 1.03 -1.14 -1.07 -3.00 -2.59 -2.52 -3.01
LANCL3 LanC lantibiotic synthetase chrXp21.1  metabolic process --- 1.79 1.14 -1.20 1.31 -1.01 1.29 -1.09 -2.17 1.37 1.40 1.84 1.03
LAPTM4B lysosomal protein transmemchr8q22.1  transport --- -1.05 -1.03 -1.03 -1.07 1.01 -1.01 1.11 1.04 1.18 1.17 1.00 1.01
LARGE-AS1 LARGE antisense RNA 1 --- 0 --- -1.07 -1.69 -1.33 1.17 -3.97 -1.03 1.85 2.75 -1.34 -1.09 1.53 1.93
LARP1 La ribonucleoprotein domaichr5q33.2  positive regulation of macroautophagy --- -1.04 -1.01 -1.08 -1.05 -1.02 -1.03 1.01 -1.10 1.05 1.00 1.02 -1.04
LARP1B La ribonucleoprotein domaichr4q28.2 0 --- 1.06 1.05 1.09 1.07 1.05 -1.05 -1.00 1.01 1.26 1.16 1.45 1.33
LARP1B La ribonucleoprotein domaichr4q28.2 0 --- -1.05 -1.26 -1.12 -1.14 1.01 -1.04 1.11 1.13 -2.63 -1.66 -2.50 -1.89
LARP1B La ribonucleoprotein domaichr4q28.2 0 --- -1.01 1.11 1.13 1.08 -1.19 -1.18 -1.42 -1.02 1.21 1.11 1.32 1.33
LARP4 La ribonucleoprotein domaichr12q13.12  cytoskeleton organization --- 1.13 1.04 1.04 1.16 -1.15 1.23 -1.32 -1.07 -2.12 -2.11 -1.51 -2.01
LARP4 La ribonucleoprotein domaichr12q13.12  cytoskeleton organization --- -1.14 -1.04 -1.05 1.07 1.07 -1.05 1.26 1.03 -1.01 1.12 1.31 1.34
LARP4 La ribonucleoprotein domaichr12q13.12  cytoskeleton organization --- -1.06 -1.22 -1.03 -1.02 1.28 1.17 1.07 -1.00 1.22 1.17 1.13 1.14

112 of 293



ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

LARP4B La ribonucleoprotein domaichr10p15.3  regulation of translation --- -1.06 -1.01 1.00 -1.00 -1.03 -1.06 -1.00 1.10 -1.16 -1.11 1.37 1.33
LARP4B La ribonucleoprotein domaichr10p15.3  regulation of translation --- 1.18 1.11 1.06 1.10 1.26 1.18 -1.34 -1.28 -1.55 -1.41 1.01 -1.07
LARP6 La ribonucleoprotein domaichr15q23  RNA processing --- -1.05 -1.11 -1.13 -1.16 1.02 -1.13 1.52 1.30 1.71 1.93 1.62 1.63
LARP7 La ribonucleoprotein domaichr4q25  RNA processing --- 1.18 1.15 1.24 1.02 1.05 1.03 -1.07 -1.09 -1.48 -1.30 -1.34 -2.14
LARS leucyl-tRNA synthetase chr5q32  translation --- 1.02 -1.01 1.00 1.01 1.05 1.04 1.01 -1.02 1.10 1.16 1.19 1.25
LAS1L LAS1-like (S. cerevisiae) chrXq12  rRNA processing --- 1.02 -1.49 1.05 -1.22 -1.24 -1.21 1.47 1.40 1.22 -1.19 -1.87 -1.60
LATS1 large tumor suppressor kina chr6q25.1  G2 --- 1.56 1.17 1.25 1.56 -1.18 1.45 -2.43 -1.44 -1.04 -1.59 1.54 1.11
LATS2 large tumor suppressor kina chr13q11-q12  G1 --- -1.02 1.06 -1.00 1.04 -1.00 1.02 -1.11 -1.04 -1.05 -1.03 1.45 1.36
LATS2 large tumor suppressor kina chr13q11-q12  G1 --- -1.07 -1.20 1.39 1.42 -1.57 1.08 3.71 2.05 5.53 4.74 5.02 4.24
LAYN layilin chr11q23.1 0 --- -1.51 -1.56 -1.59 -3.36 1.09 1.60 -2.85 -2.49 3.06 1.77 1.90 2.56
LBP lipopolysaccharide binding chr20q11.23  toll-like receptor signaling pathway --- 1.33 3.02 -1.21 -3.07 5.00 1.53 -1.23 1.44 2.24 -1.39 5.95 6.09
LBR lamin B receptor chr1q42.1  cholesterol biosynthetic process --- 1.07 1.07 -1.06 -1.08 -1.10 1.12 -1.11 -1.14 -1.14 -1.02 -1.19 -1.30
LBX1 ladybird homeobox 1 chr10q24  heart looping --- 1.30 1.21 -1.15 -1.01 1.07 1.66 -1.17 -1.39 -1.35 -1.94 -1.75 -1.56
LBX2-AS1 LBX2 antisense RNA 1 chr2p13.1 0 --- 1.09 1.21 -1.09 -1.08 1.13 -1.11 1.52 1.57 -1.79 -1.79 -1.75 -1.42
LCA5 Leber congenital amaurosis chr6q14.1  transport --- 1.82 1.17 1.28 1.06 -1.23 -1.23 -1.21 1.10 -2.69 -2.56 -1.70 -3.53
LCA5 Leber congenital amaurosis chr6q14.1  transport --- -1.02 -1.42 1.07 1.02 -1.21 1.40 1.03 1.15 -1.72 -2.07 -1.74 -2.03
LCAT lecithin-cholesterol acyltranchr16q22.1  lipid metabolic process Statin_Pathway_PharmGKB // GenMAPP -1.73 -1.79 -1.22 2.65 -1.79 -1.98 2.47 -1.82 2.34 6.59 3.05 1.78
LCAT lecithin-cholesterol acyltranchr16q22.1  lipid metabolic process Statin_Pathway_PharmGKB // GenMAPP -2.39 -1.97 -1.11 1.20 -1.01 1.02 3.16 2.83 2.95 1.07 4.12 4.65
LCLAT1 lysocardiolipin acyltransferachr2p23.1  lipid metabolic process --- -1.04 1.04 -1.02 -1.06 -1.01 -1.02 -1.16 -1.09 -1.29 -1.21 -1.24 -1.39
LCMT2 leucine carboxyl methyltranchr15q15.3  tRNA processing --- 1.02 -1.02 1.03 -1.12 1.06 1.06 -1.17 -1.04 -2.22 -2.14 -1.82 -1.84
LCN10 lipocalin 10 chr9q34.3  transport --- 1.40 -1.09 1.28 1.61 1.07 1.09 -1.55 -1.27 -1.11 -1.45 -1.50 -1.20
LCOR ligand dependent nuclear re chr10q24  negative regulation of transcription from --- -1.12 -1.10 1.01 -1.07 1.08 1.13 -1.10 -1.16 -1.04 -1.03 1.10 1.25
LCORL ligand dependent nuclear re chr4p15.31  transcription, DNA-dependent --- 1.30 1.31 1.02 -1.06 1.10 1.14 -1.41 -1.10 -1.88 -1.73 -1.34 -1.22
LCORL ligand dependent nuclear re chr4p15.31  transcription, DNA-dependent --- -1.06 1.10 1.01 -1.02 -1.13 -1.03 -1.06 1.07 1.37 1.67 1.59 1.49
LDB1 LIM domain binding 1 chr10q24-q25  transcription-dependent tethering of RNA--- 1.06 -1.06 -1.09 -1.15 1.12 1.12 1.03 1.02 -1.24 -1.33 -1.19 -1.41
LDB1 LIM domain binding 1 chr10q24-q25  transcription-dependent tethering of RNA--- -1.04 -1.19 1.02 1.03 1.25 1.21 -1.18 -1.16 -1.69 -1.97 -1.27 -1.50
LDB3 LIM domain binding 3 chr10q22.3-q23.2  sarcomere organization --- 1.74 2.72 1.74 1.66 -1.69 -1.41 -3.38 -1.25 4.71 4.16 1.82 -1.11
LDHB lactate dehydrogenase B chr12p12.2-p12.1  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.05 -1.01 -1.04 1.01 -1.02 -1.05 1.05 -1.01 1.31 1.07 1.01 -1.00
LDHB lactate dehydrogenase B chr12p12.2-p12.1  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.06 1.06 -1.08 -1.03 -1.03 -1.06 1.11 1.03 1.33 1.08 1.04 1.04
LDLR low density lipoprotein recechr19p13.2  retinoid metabolic process Statin_Pathway_PharmGKB // GenMAPP /// 1.11 -1.08 1.04 -1.00 1.04 -1.03 1.20 -1.04 2.13 1.79 2.32 1.99
LDLR low density lipoprotein recechr19p13.2  retinoid metabolic process Statin_Pathway_PharmGKB // GenMAPP /// -1.01 1.05 1.13 1.12 1.29 1.07 1.28 1.10 3.33 2.79 2.46 2.38
LDLR low density lipoprotein recechr19p13.2  retinoid metabolic process Statin_Pathway_PharmGKB // GenMAPP /// -1.10 -1.10 1.06 1.23 1.15 -1.11 1.27 1.38 3.02 2.18 1.99 2.10
LDLRAD4 low density lipoprotein recechr18p11.21 0 --- 1.55 1.40 -1.04 1.42 -1.09 1.05 -1.96 -1.86 -2.76 -3.16 -3.59 -4.53
LDLRAD4 low density lipoprotein recechr18p11.21 0 --- 1.25 1.31 1.04 -1.37 -1.20 1.17 -1.02 -1.04 -3.35 -1.40 -2.17 -2.86
LDLRAP1 low density lipoprotein recechr1p36-p35  lipid metabolic process --- 1.09 -1.11 1.04 1.09 1.21 1.03 1.05 -1.04 -1.25 -1.44 -1.85 -1.60
LDLRAP1 low density lipoprotein recechr1p36-p35  lipid metabolic process --- -1.14 -1.15 1.01 1.15 1.23 1.02 1.18 1.09 -1.12 -1.09 -1.66 -1.42
LDOC1 leucine zipper, down-regulachrXq27  negative regulation of cell proliferation --- 1.05 1.04 1.01 1.04 -1.02 -1.09 1.05 1.14 -1.01 -1.02 -1.33 -1.21
LDOC1L leucine zipper, down-regulachr22q13.31 0 --- -1.02 1.01 -1.01 1.06 1.07 1.01 1.07 1.02 -1.02 -1.06 -1.22 -1.14
LEAP2 liver expressed antimicrobiachr5q31.1  defense response to bacterium --- 1.27 1.10 -1.31 -1.42 -1.38 1.04 -1.17 -1.20 1.13 1.29 1.34 1.26
LECT2 leukocyte cell-derived chemchr5q31.1  skeletal system development --- 3.01 -1.02 -2.83 -5.01 -2.05 -5.51 4.57 1.44 5.67 7.45 10.25 22.87
LEF1-AS1 LEF1 antisense RNA 1 chr4q25 0 TGF_Beta_Signaling_Pathway // GenMAPP 3.04 2.12 -1.13 -2.48 -1.06 -1.33 -1.52 2.09 2.03 1.11 2.38 1.11
LEFTY2 left-right determination fact chr1q42.1  platelet degranulation --- -1.66 1.13 1.33 -11.56 -1.12 1.27 -3.34 -1.87 3.17 2.58 3.12 10.85
LEMD1 LEM domain containing 1 chr1q32.1 0 --- 2.23 1.03 1.48 1.40 1.15 1.19 1.33 -1.65 3.61 2.83 3.18 3.30
LEMD2 LEM domain containing 2 chr6p21.31  skeletal muscle cell differentiation --- -1.06 -1.28 1.67 2.20 -2.83 -1.73 -1.05 1.72 2.84 2.17 2.36 1.85
LEMD3 LEM domain containing 3 chr12q14  negative regulation of transforming grow--- -1.03 1.02 1.01 -1.06 -1.08 1.00 -1.06 -1.07 -1.33 -1.20 1.04 -1.08
LENG1 leukocyte receptor cluster (Lchr19q13.4 0 --- -1.21 1.01 -1.16 -1.14 1.12 -1.10 -1.03 1.08 1.35 1.10 1.40 1.49
LENG9 leukocyte receptor cluster (Lchr19q13.4  RNA metabolic process --- -1.02 -1.05 -1.12 -1.21 -1.10 -1.09 -1.06 1.15 -1.57 -1.31 -1.30 -1.32
LEO1 Leo1, Paf1/RNA polymeraschr15q21.2  endodermal cell fate commitment --- -1.08 -1.06 1.04 -1.06 1.05 -1.01 1.26 1.14 1.21 1.22 1.16 1.21
LEPR leptin receptor chr1p31  energy reserve metabolic process --- -1.16 -1.87 -1.18 1.06 1.64 1.50 1.13 1.06 1.09 1.02 1.53 1.26
LEPR leptin receptor chr1p31  energy reserve metabolic process --- 1.04 -1.06 1.08 -1.05 1.15 1.07 1.02 1.38 1.63 1.56 2.11 2.16
LEPR leptin receptor chr1p31  energy reserve metabolic process --- -1.01 -1.15 -1.02 1.08 1.10 1.07 1.19 1.31 1.55 1.53 2.29 2.13
LEPR leptin receptor chr1p31  energy reserve metabolic process --- -1.22 -1.19 1.01 1.05 1.19 1.15 1.09 1.15 1.37 1.55 2.32 2.28
LEPRE1 leucine proline-enriched prochr1p34.1  negative regulation of cell proliferation --- -1.13 -1.24 1.04 1.12 -1.05 -1.30 1.05 -1.03 1.10 -1.01 1.25 1.52
LEPREL1 leprecan-like 1 chr3q28  negative regulation of cell proliferation --- -1.11 -1.19 1.06 1.09 1.09 -1.02 1.59 1.22 1.42 1.24 1.20 1.25
LEPREL4 leprecan-like 4 chr17q21.2  synaptonemal complex assembly --- -1.08 -1.12 -1.01 1.23 -1.01 -1.10 1.13 1.18 1.42 1.25 1.27 1.49
LEPROT leptin receptor overlapping chr1p31.3  negative regulation of JAK-STAT cascad--- 1.04 1.10 -1.02 -1.08 -1.06 1.07 -1.36 -1.12 -3.22 -2.76 -4.15 -4.53
LEPROT leptin receptor overlapping chr1p31.3  negative regulation of JAK-STAT cascad--- 1.06 1.13 1.08 -1.00 -1.00 -1.07 -1.07 -1.04 -1.74 -1.49 -1.73 -1.74
LEPROT leptin receptor overlapping chr1p31.3  negative regulation of JAK-STAT cascad--- -1.06 1.01 1.01 -1.22 -1.00 -1.02 -1.16 -1.07 -1.99 -1.65 -1.64 -1.74
LEPROTL1 leptin receptor overlapping chr8p21 0 --- -1.03 -1.10 1.07 1.02 1.05 1.03 1.08 1.03 1.11 1.10 1.42 1.25
LETM1 leucine zipper-EF-hand con chr4p16.3  cristae formation --- -1.05 1.06 -1.28 -1.13 -1.35 -1.15 -1.26 1.05 1.31 1.18 1.51 1.49
LETM2 leucine zipper-EF-hand con chr8p11.23 0 --- 1.48 1.19 1.07 -1.29 1.06 1.47 -1.02 -1.22 1.41 1.61 1.18 -1.14
LETM2 leucine zipper-EF-hand con chr8p11.23 0 --- -1.03 1.10 1.07 1.09 -1.03 -1.17 2.25 1.27 6.97 4.74 6.81 6.24
LETMD1 LETM1 domain containing chr12q13.12 0 --- -1.06 -1.14 1.07 1.08 1.06 1.03 1.35 1.14 -1.04 1.02 1.18 1.36
LFNG LFNG O-fucosylpeptide 3-bchr7p22.2  ovarian follicle development --- -1.01 -1.18 1.10 1.20 -1.02 1.03 -1.31 -1.27 -1.96 -1.89 -2.09 -1.74
LGALS1 lectin, galactoside-binding, chr22q13.1  plasma cell differentiation --- -1.09 -1.08 -1.04 -1.09 1.14 1.00 1.07 -1.02 1.57 1.36 1.77 1.85
LGALS12 lectin, galactoside-binding, chr11q13  apoptotic process --- 1.85 1.07 -1.20 -8.75 -1.76 3.37 -3.06 -1.24 1.36 2.11 -6.31 -5.38
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LGALS13 lectin, galactoside-binding, chr19q13.1  lipid metabolic process --- -4.08 -2.83 6.36 8.15 -1.31 -1.32 1.61 3.34 4.06 10.35 1.52 1.27
LGALS7 /// L lectin, galactoside-binding, chr19q13.2  apoptotic process --- 2.10 1.88 3.19 4.17 1.02 -1.66 2.41 3.31 -1.37 -1.29 1.12 1.83
LGALS8 lectin, galactoside-binding, chr1q43  plasma cell differentiation --- -1.08 -1.18 -1.06 -1.06 1.12 -1.08 1.13 1.03 -1.25 -1.57 -1.16 1.14
LGALS8 lectin, galactoside-binding, chr1q43  plasma cell differentiation --- -1.08 -1.02 1.05 1.03 1.01 -1.01 1.06 -1.02 -1.01 -1.11 -1.03 1.02
LGALS8 lectin, galactoside-binding, chr1q43  plasma cell differentiation --- -1.03 -1.06 -1.04 1.07 -1.03 -1.06 1.13 1.04 -1.08 -1.06 -1.23 -1.01
LGALS8 lectin, galactoside-binding, chr1q43  plasma cell differentiation --- -1.03 -1.03 1.12 1.11 1.04 -1.04 1.11 1.05 1.43 1.19 -1.01 1.20
LGALSL lectin, galactoside-binding-lchr2p14 0 --- -1.04 1.01 1.03 1.04 -1.13 -1.04 1.07 1.05 1.32 1.15 1.24 1.08
LGI2 leucine-rich repeat LGI famchr4p15.2 0 --- -1.06 1.26 -2.39 -3.43 1.96 1.51 1.70 2.53 3.91 6.43 1.54 1.87
LGR4 leucine-rich repeat containinchr11p14-p13  osteoblast differentiation --- 1.14 1.13 1.02 1.01 -1.12 -1.12 -1.13 -1.02 -1.15 -1.12 1.30 1.21
LGR5 leucine-rich repeat containinchr12q22-q23  signal transduction --- 2.23 3.16 -1.59 -2.20 -1.17 -1.15 -1.38 1.16 -3.26 -4.76 -4.68 -7.59
LGR6 leucine-rich repeat containinchr1q32.1  signal transduction GPCRDB_Other // GenMAPP 1.26 1.03 1.25 1.06 1.19 -1.03 1.23 1.26 -1.20 -1.40 -4.49 -2.51
LGSN lengsin, lens protein with gl chr6pter-q22.33  glutamine biosynthetic process --- 1.08 -1.28 1.16 1.09 1.01 -1.07 1.73 1.45 -2.28 -1.92 -2.23 -2.62
LHFPL2 lipoma HMGIC fusion partnchr5q14.1 0 --- 1.05 1.13 -1.08 -1.27 -1.00 -1.10 -1.03 1.06 1.32 1.34 1.36 1.36
LHFPL3-AS1 LHFPL3 antisense RNA 1 chr7q22.1 0 --- 1.13 -1.04 -1.52 1.36 1.06 1.30 1.80 -1.27 4.96 4.85 1.06 1.50
LHFPL3-AS2 LHFPL3 antisense RNA 2 --- 0 --- 2.48 3.63 -1.04 1.34 -1.04 1.38 1.66 1.48 2.80 2.67 -1.84 -1.53
LHPP phospholysine phosphohisti chr10q26.13  protein dephosphorylation --- -1.10 -1.12 1.10 -1.00 1.11 1.02 1.33 1.20 1.47 1.57 1.11 1.29
LHX4 LIM homeobox 4 chr1q25.2  placenta development --- -1.21 -1.30 -1.04 1.21 -1.42 -1.27 -1.24 1.01 -1.93 -1.56 -1.37 -1.62
LHX5 LIM homeobox 5 chr12q24  transcription, DNA-dependent --- 2.63 2.58 -1.03 1.05 1.14 -1.08 1.50 -2.49 5.96 4.88 1.00 -1.51
LHX6 LIM homeobox 6 chr9q33.2  transcription, DNA-dependent --- -1.04 1.04 -1.17 -1.21 1.02 1.29 1.36 1.03 1.47 1.35 1.84 1.97
LIAS lipoic acid synthetase chr4p14  neural tube closure --- 1.05 1.16 1.03 -1.15 1.16 -1.03 -1.36 -1.15 -1.31 -1.18 1.06 1.09
LIF leukemia inhibitory factor chr22q12.2  blood vessel remodeling TGF_Beta_Signaling_Pathway // GenMAPP -1.89 -1.14 -1.15 -1.41 1.09 -1.02 1.88 1.23 3.74 2.43 2.22 1.81
LIFR leukemia inhibitory factor r chr5p13-p12  cell surface receptor signaling pathway --- 1.18 1.20 -1.01 1.06 -1.05 1.16 1.04 1.03 -1.01 -1.18 -1.55 -2.22
LIFR leukemia inhibitory factor r chr5p13-p12  cell surface receptor signaling pathway --- 2.38 2.21 -1.08 1.09 1.27 -1.43 -2.06 1.17 1.10 -1.07 -1.34 -2.02
LIG1 ligase I, DNA, ATP-dependchr19q13.2-q13.3  S phase of mitotic cell cycle --- -1.05 -1.10 1.08 1.12 -1.05 -1.19 1.19 1.06 -1.02 -1.13 -1.49 -1.40
LIG3 ligase III, DNA, ATP-depenchr17q11.2-q12  DNA replication --- -1.05 -1.07 1.07 -1.01 1.03 1.02 -1.14 -1.12 1.29 1.29 1.23 1.33
LIG3 ligase III, DNA, ATP-depenchr17q11.2-q12  DNA replication --- 1.71 1.06 1.19 -2.04 1.65 1.24 1.21 1.50 3.16 1.79 -1.13 1.12
LIG4 ligase IV, DNA, ATP-depenchr13q33-q34  single strand break repair --- 1.00 1.04 -1.01 1.01 -1.05 1.07 -1.23 -1.20 -1.30 -1.07 -1.29 -1.31
LILRA1 leukocyte immunoglobulin- chr19q13.4  defense response --- -1.84 1.76 -1.43 -1.69 1.85 1.01 4.58 5.53 4.54 3.13 -1.31 -1.40
LILRB2 leukocyte immunoglobulin- chr19q13.4  negative regulation of antigen processing --- 2.86 -1.08 -1.00 -2.52 3.80 -1.45 1.37 -1.28 1.77 -1.12 -1.44 -2.57
LIMCH1 LIM and calponin homologychr4p13  actomyosin structure organization --- 1.10 1.12 1.04 1.01 -1.03 1.03 1.05 -1.05 1.11 1.18 1.36 1.24
LIMK1 LIM domain kinase 1 chr7q11.23  protein phosphorylation G13_Signaling_Pathway // GenMAPP 1.11 1.18 -1.21 -1.38 1.19 -1.08 1.20 1.19 -1.06 -1.03 -1.09 1.08
LIMK2 LIM domain kinase 2 chr22q12.2  protein phosphorylation --- 1.06 -1.40 1.21 1.43 1.15 1.30 -1.16 1.09 -1.72 -1.95 -2.97 -3.03
LIMK2 LIM domain kinase 2 chr22q12.2  protein phosphorylation --- -1.03 -1.00 1.06 1.24 1.20 -1.01 -1.00 1.26 -1.35 -1.65 -1.62 -1.53
LIMS1 LIM and senescent cell anti chr2q12.3  cell aging --- -1.10 -1.01 -1.00 -1.14 1.01 -1.07 -1.03 1.08 -1.16 -1.03 -1.23 -1.09
LIN37 lin-37 homolog (C. elegans)chr19q13.1  mitotic cell cycle --- -1.13 -1.21 1.08 1.11 -1.03 -1.05 1.11 1.16 1.51 1.05 1.55 1.79
LIN7B lin-7 homolog B (C. eleganschr19q13.3  transport --- -1.09 -1.01 -1.16 -1.21 1.38 -1.06 1.25 -1.23 2.61 2.01 1.33 1.46
LIN7C lin-7 homolog C (C. eleganschr11p14  transport --- 1.30 1.22 1.01 -1.00 -1.01 -1.07 1.35 1.24 1.11 1.13 1.32 1.12
LIN9 lin-9 homolog (C. elegans) chr1q42.12  mitotic cell cycle --- 5.55 5.81 1.44 1.84 -1.71 -1.01 2.76 1.81 1.48 1.54 1.14 1.83
LIN9 lin-9 homolog (C. elegans) chr1q42.12  mitotic cell cycle --- 1.47 1.64 -1.54 -1.29 -1.17 -1.38 -2.27 -1.15 -1.21 1.00 -1.48 -1.18
LINC00032 long intergenic non-protein chr9p21 0 --- 3.41 6.21 2.05 -1.75 1.83 -1.30 -3.32 -1.17 1.03 -1.84 -1.10 1.11
LINC00032 long intergenic non-protein chr9p21 0 --- 3.01 1.87 1.17 1.25 -1.14 1.05 -1.48 -1.16 1.18 1.11 1.15 -1.23
LINC00032 long intergenic non-protein chr9p21 0 --- -1.06 -1.13 -2.17 -1.50 -1.16 1.02 -1.56 -2.63 2.28 3.49 -2.26 -1.85
LINC00085 long intergenic non-protein chr19q13.41 0 --- 1.17 -1.88 1.00 -2.33 -1.04 2.27 1.03 13.65 -1.65 2.42 -1.00 1.54
LINC00094 long intergenic non-protein chr9q34 0 --- 1.01 -1.01 1.10 -1.05 1.38 1.07 1.27 1.07 1.03 -1.04 -1.04 -1.37
LINC00094 long intergenic non-protein chr9q34 0 --- 1.01 -1.05 -1.03 -1.06 -1.03 1.04 1.11 1.02 -1.41 -1.07 -1.60 -1.46
LINC00112 long intergenic non-protein chr21q22.3 0 --- 1.80 1.05 -4.67 -1.28 1.42 1.10 -1.40 1.86 2.18 2.55 -2.01 -1.10
LINC00115 long intergenic non-protein chr1p36.33 0 --- 1.16 1.44 1.26 1.27 1.21 1.07 -1.03 1.37 1.18 1.08 -1.07 -1.10
LINC00116 long intergenic non-protein chr2q13 0 --- -1.10 -1.22 -1.11 -1.09 1.02 -1.11 -1.14 1.02 1.16 -1.00 1.27 1.12
LINC00152 // long intergenic non-protein chr2p11.2 /// chr2q10 --- -1.07 -1.06 -1.07 1.01 -1.02 -1.09 1.29 1.13 1.69 1.38 1.33 1.33
LINC00158 long intergenic non-protein chr21q21.3 0 --- -3.17 -3.90 1.09 -1.25 -4.03 -1.56 1.64 1.13 1.47 -1.08 1.39 1.08
LINC00162 long intergenic non-protein chr21q22.3 0 --- -1.02 -1.05 -1.01 1.23 1.05 -1.13 1.97 1.52 1.82 1.34 1.02 -1.03
LINC00163 long intergenic non-protein chr21q22.3 0 --- 1.16 -1.50 1.30 1.23 -1.43 1.21 -3.17 -2.99 1.08 -1.04 1.62 1.89
LINC00189 long intergenic non-protein chr21q22.11 0 --- -1.18 -4.37 -2.06 -1.15 -1.38 -1.70 -9.02 -3.76 -1.03 1.03 8.36 3.33
LINC00263 // long intergenic non-protein chr10q24.31 /// chr50 --- 1.06 1.01 1.03 -1.03 1.02 -1.00 -1.23 -1.18 -1.43 -1.29 1.12 1.08
LINC00265 long intergenic non-protein chr7p14.1 0 --- 1.35 1.16 1.04 -1.14 -1.37 -1.28 1.17 1.73 -2.08 -1.96 1.11 -2.27
LINC00269 long intergenic non-protein chrXq13.1 0 --- 1.44 -1.14 -1.06 2.43 -5.18 -2.69 -1.01 3.46 1.68 -2.31 2.00 1.94
LINC00290 long intergenic non-protein chr4q34.3 0 --- 2.19 1.42 1.09 -1.07 -1.11 1.21 -1.87 1.25 1.98 1.08 3.71 6.74
LINC00294 long intergenic non-protein chr11p13 0 --- -1.12 -1.14 1.06 1.13 -1.02 1.07 -1.08 -1.08 -1.45 -1.24 -1.37 -1.17
LINC00308 long intergenic non-protein chr21q21.1 0 --- 1.36 -1.09 -1.01 -1.29 -2.97 -1.41 1.06 -3.69 -1.60 2.07 2.48 3.91
LINC00312 long intergenic non-protein chr3p25.3 0 --- 2.22 1.17 1.54 2.00 -3.59 -1.61 1.61 -1.42 3.76 1.87 -2.71 -1.81
LINC00319 long intergenic non-protein chr21q22.3 0 --- -1.04 -1.19 -1.06 -1.01 -1.07 -1.26 -1.07 -1.01 -1.15 -1.32 2.66 3.01
LINC00324 long intergenic non-protein chr17p13.1 0 --- 1.11 1.06 -1.12 1.01 -1.03 -1.09 1.70 1.42 -2.46 -2.09 -1.32 1.08
LINC00326 long intergenic non-protein chr6q23.2 0 --- 1.45 1.41 1.17 1.20 -1.11 -1.77 -6.30 -4.72 4.74 1.75 1.31 -2.55
LINC00328 long intergenic non-protein --- 0 --- -1.15 1.02 1.37 1.37 1.45 1.19 -1.55 -1.11 -4.88 -2.47 -4.11 -3.20
LINC00338 // long intergenic non-protein chr17q25.2 0 --- -1.11 -1.09 -1.04 1.08 -1.10 1.13 -1.19 1.10 -1.96 -1.62 -2.12 -1.80
LINC00339 long intergenic non-protein chr1p36.12 0 --- 1.23 1.25 1.32 1.06 1.44 1.10 -1.20 -1.25 -1.77 -1.94 -1.64 -1.61
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LINC00342 long intergenic non-protein chr2q11.2 0 --- 1.42 -1.24 1.13 1.21 1.39 1.44 -1.34 -1.24 -5.34 -5.52 -5.65 -4.57
LINC00348 long intergenic non-protein chr13q21.33 0 --- 1.12 -1.30 1.97 -2.07 1.63 2.56 12.21 7.44 -1.55 -1.41 1.67 1.60
LINC00410 long intergenic non-protein chr13q31.3 0 --- -1.88 -2.13 -1.81 -1.48 -3.21 -2.70 -1.99 -1.44 -3.17 -4.76 1.49 -2.72
LINC00441 long intergenic non-protein chr13q14.2 0 --- 7.64 7.94 -1.13 -1.02 1.53 1.58 -1.49 1.06 1.81 1.94 -1.05 2.11
LINC00454 // long intergenic non-protein --- 0 --- -1.01 1.05 -1.23 -2.63 -2.39 -2.25 -1.50 1.36 2.36 -1.42 6.17 3.52
LINC00460 long intergenic non-protein chr13q33.3 0 --- 1.35 3.85 -2.07 -1.34 -1.17 -2.32 -2.43 2.52 14.25 11.76 12.84 8.56
LINC00471 long intergenic non-protein chr2q37.1 0 --- -1.02 -1.09 -1.09 1.45 1.09 1.34 -1.19 -1.09 -2.43 -1.39 -2.10 -3.17
LINC00473 long intergenic non-protein chr6q27  transcription, DNA-dependent --- 1.02 -1.00 -1.01 1.14 1.16 1.04 -1.13 -1.02 -1.83 -1.90 -1.67 -1.57
LINC00476 long intergenic non-protein chr9q22.32 0 --- -1.07 -1.12 -1.14 -1.05 1.01 -1.08 1.32 1.12 -1.16 -1.29 -1.28 -1.02
LINC00476 long intergenic non-protein chr9q22.32 0 --- 1.22 1.47 1.23 1.15 -1.27 1.08 -1.09 -1.07 -2.97 -2.64 -3.17 -3.99
LINC00478 long intergenic non-protein chr21q21.1 0 --- 1.28 1.15 1.04 1.05 -1.03 1.09 -1.15 1.06 -2.85 -1.98 -4.19 -2.28
LINC00478 long intergenic non-protein chr21q21.1 0 --- 1.01 1.04 -1.25 1.03 -1.11 -1.06 1.35 1.49 1.11 1.26 -1.77 -1.40
LINC00478 long intergenic non-protein chr21q21.1 0 --- 1.43 1.53 1.01 -1.35 -1.63 1.02 -2.34 1.07 -1.08 -1.71 -6.06 -5.28
LINC00486 long intergenic non-protein chr2p22.3 0 --- -2.36 -3.37 -1.52 1.85 -15.07 -1.87 -5.72 -1.22 2.06 -1.05 -1.13 1.14
LINC00487 long intergenic non-protein chr2p25.2 0 --- 1.58 2.03 -1.63 -1.28 1.16 -1.86 -4.85 -1.01 1.51 -1.24 -1.69 -2.08
LINC00493 long intergenic non-protein chr20p11.23 0 --- -1.03 -1.04 1.03 1.00 1.05 -1.03 1.08 1.03 1.21 1.07 1.32 1.24
LINC00494 long intergenic non-protein chr20q13.13 0 --- -1.36 -1.05 -1.05 -1.46 1.03 -1.23 -2.01 1.36 -1.20 -1.13 -7.58 -3.54
LINC00511 // long intergenic non-protein chr17q24.3 0 --- -1.03 -1.08 1.04 -1.03 1.07 -1.04 1.13 1.05 1.10 1.25 1.38 1.41
LINC00514 long intergenic non-protein chr16p13.3 0 --- 2.81 2.21 -1.72 1.08 -2.62 -1.02 -2.73 -1.70 2.67 4.51 1.16 1.28
LINC00515 long intergenic non-protein chr21q21.3 0 --- -1.02 1.27 -1.05 -1.09 -1.33 1.06 -1.30 -1.05 -1.06 -1.06 -1.72 -1.70
LINC00518 long intergenic non-protein chr6p24.3 0 --- -1.22 -1.45 -1.41 -2.04 -1.42 1.58 1.39 1.06 1.06 -1.21 1.76 -1.19
LINC00520 long intergenic non-protein chr14q22.3 0 --- 1.22 1.41 -1.21 1.23 -1.36 1.26 -1.34 2.21 3.57 1.79 7.03 4.41
LINC00521 long intergenic non-protein chr14q32.12 0 --- 1.55 1.92 1.85 2.80 -1.87 1.51 -1.96 -4.93 1.11 1.73 2.13 -1.69
LINC00537 long intergenic non-protein chr9q21.11 0 --- 1.41 1.23 1.20 -1.35 -1.24 -1.11 1.47 1.71 -1.13 -1.23 -2.67 -2.32
LINC00537 long intergenic non-protein chr9q21.11 0 --- 1.57 1.17 -1.23 -1.17 1.17 1.08 1.03 1.15 -2.07 -2.37 -4.54 -4.58
LINC00537 long intergenic non-protein chr9q21.11 0 --- 1.05 1.04 -1.16 -1.20 1.19 1.19 1.25 1.46 -1.53 -1.81 -1.79 -1.83
LINC00550 long intergenic non-protein chr13q21.33 0 --- 2.56 1.38 1.62 -1.04 -1.30 -1.39 1.37 -1.55 -1.88 -1.57 3.11 -3.76
LINC00560 long intergenic non-protein chr13q31.2 0 --- 1.26 -3.94 2.01 1.00 -1.10 1.78 5.33 -1.82 11.40 7.70 2.21 3.14
LINC00589 long intergenic non-protein chr8p12 0 --- -2.18 -2.44 -1.71 1.29 -1.13 1.22 -1.35 1.02 1.31 -1.11 1.53 1.20
LINC00592 long intergenic non-protein chr12q13.13 0 --- 1.08 -1.02 -1.26 -1.28 -1.08 -1.10 1.32 1.02 2.53 1.95 5.51 4.53
LINC00597 long intergenic non-protein chr15q23-q24 0 --- 1.84 1.03 -1.24 -1.52 -1.24 -1.07 -1.38 -1.04 -1.96 -1.66 -1.76 -1.50
LINC00598 long intergenic non-protein chr13q14.11 0 --- 2.18 2.07 -5.25 1.15 -3.61 -3.48 -1.04 1.99 1.17 2.00 -1.17 -1.06
LINC00608 long intergenic non-protein chr2q35 0 --- -5.46 -1.20 1.09 1.35 -3.38 1.35 2.47 1.66 6.65 1.06 -2.36 -9.68
LINC00615 long intergenic non-protein chr12q21.33 0 --- -1.41 -2.68 -1.23 -1.90 -2.15 -4.34 -1.19 -3.10 5.69 14.52 -2.22 2.40
LINC00620 long intergenic non-protein chr3p25.1 0 --- 1.32 1.21 1.00 -1.01 1.70 1.56 -2.65 -3.83 1.58 -1.36 4.37 -1.32
LINC00621 long intergenic non-protein chr13q12.12 0 --- 1.16 1.09 1.02 1.00 1.02 1.17 -1.28 -1.11 -1.53 -1.35 -1.37 -1.48
LINC00622 long intergenic non-protein chr1p12 0 --- -1.08 1.14 1.15 -1.45 -1.04 1.32 -1.55 -1.36 -1.02 -1.02 1.63 1.58
LINC00623 // long intergenic non-protein chr1q21.1 0 --- 1.58 1.34 1.12 -1.01 1.01 -1.02 1.03 1.00 -1.40 -1.62 -2.03 -1.70
LINC00623 // long intergenic non-protein chr1q21.1 0 --- 1.05 -1.00 -1.02 1.11 1.02 -1.10 1.19 1.03 1.25 1.11 1.21 1.37
LINC00629 long intergenic non-protein --- 0 --- 2.57 2.34 -1.18 -1.22 -1.90 1.88 1.15 -1.26 2.72 2.93 1.01 1.60
LINC00630 long intergenic non-protein chrXq22.1 0 --- 1.63 1.53 1.23 1.47 1.16 1.45 1.47 1.15 2.14 2.38 1.52 1.58
LINC00643 long intergenic non-protein chr14q23.2 0 --- 1.32 1.10 2.39 2.88 -1.00 -1.76 -1.75 1.27 2.86 -1.06 -1.27 1.48
LINC00644 // long intergenic non-protein --- 0 --- -11.42 -3.58 -7.47 -5.52 -4.40 -3.40 1.10 1.40 2.09 -1.24 -4.62 1.45
LINC00654 // long intergenic non-protein chr20p12.3 0 --- 1.94 -1.97 -3.26 -3.57 1.11 1.04 1.36 1.02 1.45 -1.49 -1.38 -1.29
LINC00662 long intergenic non-protein chr19q11 0 --- 1.31 1.32 1.10 -1.09 1.39 1.43 1.03 -1.00 -1.08 1.12 1.18 1.36
LINC00662 long intergenic non-protein chr19q11 0 --- -1.27 -1.67 1.16 1.09 1.29 -1.60 1.33 1.17 -2.07 -2.09 -2.07 -3.15
LINC00662 long intergenic non-protein chr19q11 0 --- 1.30 -1.19 1.31 1.15 1.02 -1.13 1.21 -1.01 -1.82 -2.24 -1.33 -1.09
LINC00663 long intergenic non-protein chr19p13.11 0 --- -1.70 2.86 -4.44 -1.41 -5.57 -5.54 1.12 2.03 1.11 -1.70 4.66 5.36
LINC00667 long intergenic non-protein chr18p11.31 0 --- -1.05 1.12 -1.24 1.30 1.05 1.01 -1.37 -1.34 -2.70 -2.23 -2.07 -1.51
LINC00667 long intergenic non-protein chr18p11.31 0 --- -1.28 -1.10 -1.01 1.07 1.18 1.07 -1.48 -1.25 -1.64 -1.85 -2.66 -1.91
LINC00667 long intergenic non-protein chr18p11.31 0 --- -1.16 -1.16 1.12 1.07 1.09 1.03 -1.07 -1.20 -1.39 -1.33 -1.20 -1.13
LINC00667 long intergenic non-protein chr18p11.31 0 --- 1.16 1.23 1.05 -1.15 -1.18 1.02 -1.42 1.14 -2.57 -2.29 -2.06 -2.15
LINC00669 long intergenic non-protein chr18q12.2-q12.3 0 --- 1.18 -1.04 1.00 1.08 1.05 -1.00 -1.08 -1.17 -1.32 -1.29 1.25 1.04
LINC00672 long intergenic non-protein --- 0 --- -1.92 -2.53 1.45 -1.35 1.09 1.10 4.27 3.37 9.42 5.28 -1.04 -1.50
LINC00674 long intergenic non-protein chr17q24.2 0 --- 1.09 -1.02 1.16 1.29 -1.01 1.06 -1.00 -1.02 -1.60 -1.46 -1.38 -1.26
LINC00674 long intergenic non-protein chr17q24.2 0 --- 1.05 -1.01 1.23 1.19 1.01 1.03 -1.12 1.03 -1.77 -1.66 -1.47 -1.21
LINC00674 long intergenic non-protein chr17q24.2 0 --- 1.13 -1.06 1.10 -1.03 1.02 1.02 1.04 -1.01 -1.61 -1.55 -1.43 -1.31
LINC00689 long intergenic non-protein chr7q36.3 0 --- -1.12 -1.03 1.19 1.13 -1.22 -1.13 -1.32 -1.22 -1.24 -1.09 -1.29 -1.42
LINC00689 long intergenic non-protein chr7q36.3 0 --- -1.27 -1.67 1.30 1.16 1.04 -1.32 1.14 -1.26 -1.33 -1.14 -1.74 -2.00
LINC00689 long intergenic non-protein chr7q36.3 0 --- 1.30 1.11 1.09 -1.14 -1.16 1.10 1.33 1.24 -1.12 -1.37 -1.81 -1.81
LINC00692 long intergenic non-protein chr3p24.2 0 --- 3.63 -1.15 2.58 -1.88 1.23 1.62 -1.78 -1.38 2.35 1.91 -1.39 7.22
LINC00836 long intergenic non-protein --- 0 --- -1.12 -1.21 -1.19 -1.11 -1.94 1.72 1.00 -1.10 -3.49 -2.56 -2.30 -2.41
LINC00839 long intergenic non-protein chr10q11.21 0 --- 1.82 1.22 -1.09 1.08 -1.19 -1.07 1.11 1.11 1.23 1.52 -1.36 1.01
LINC00842 long intergenic non-protein chr10q11.22 0 --- -1.06 -1.14 -1.25 1.33 -1.33 1.10 1.22 1.15 -1.62 -1.10 -3.40 -2.06
LINC00849 long intergenic non-protein --- 0 --- 1.07 1.04 1.12 1.01 1.00 -1.04 1.00 1.07 -1.85 -1.82 -1.94 -1.93
LINC00862 long intergenic non-protein chr1q32.1 0 --- 1.67 -1.03 -1.31 -1.10 -2.37 -1.10 -1.38 1.85 1.15 -1.18 1.17 1.97
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LINC00875 long intergenic non-protein --- 0 --- 1.13 1.12 1.18 1.13 1.44 1.17 1.56 1.05 -2.76 -2.06 -2.66 -3.00
LINC00883 long intergenic non-protein chr3q13.12 0 --- -1.49 -1.41 1.00 1.05 -1.04 -1.17 -1.09 1.13 -3.07 -2.37 -5.57 -3.74
LINC00883 long intergenic non-protein chr3q13.12 0 --- 1.30 1.24 1.03 -1.03 1.17 -1.07 1.19 1.37 -3.28 -2.98 -4.67 -6.46
LINC00886 long intergenic non-protein chr3q25.31 0 --- 1.01 -1.46 1.37 1.23 1.25 -1.11 1.34 1.44 -3.21 -3.13 -1.86 -2.06
LINC00887 long intergenic non-protein chr3q29 0 --- -1.13 -1.90 -13.68 -2.20 1.59 3.27 2.06 1.19 2.73 3.99 4.46 4.51
LINC00888 long intergenic non-protein --- 0 --- 1.03 1.03 -1.10 -1.22 -1.04 -1.06 -1.28 -1.12 -2.47 -2.31 -1.63 -1.98
LINC00888 long intergenic non-protein --- 0 --- 1.23 1.01 -1.00 1.23 -1.10 -1.09 -1.08 1.33 -1.75 -1.79 -1.90 -2.04
LINC00889 long intergenic non-protein chrXq26.3 0 --- 1.16 1.06 -2.22 -1.10 3.95 3.02 1.53 -1.57 13.71 4.36 1.88 3.20
LINC00894 long intergenic non-protein --- 0 --- 1.27 2.59 -1.92 -1.41 -1.16 -1.41 -2.38 1.12 1.38 1.16 2.21 5.01
LINC00899 long intergenic non-protein chr22q13.31 0 --- -1.06 -1.12 -1.09 -1.11 1.09 -1.14 -1.01 -1.20 -1.66 -1.18 -1.14 -1.21
LINC00901 long intergenic non-protein --- 0 --- -3.35 -2.41 -1.43 -1.22 1.20 -1.11 -1.34 -1.50 17.55 1.61 -2.35 -2.02
LINC00909 long intergenic non-protein chr18q22.3 0 --- -1.01 -1.11 1.04 1.10 -1.07 -1.06 -1.49 -1.05 -1.55 -1.58 -1.85 -1.28
LINC00921 // long intergenic non-protein chr16p13.3  transcription, DNA-dependent --- 1.04 1.28 -1.01 1.51 1.31 1.17 1.19 1.29 -1.25 -1.33 -1.84 -1.35
LINC00921 // long intergenic non-protein chr16p13.3  transcription, DNA-dependent --- -1.10 -1.09 -1.03 1.05 1.08 -1.08 1.13 1.19 1.46 1.29 1.34 1.50
LINC00942 long intergenic non-protein chr12p13 0 --- 1.39 1.35 1.62 1.34 1.11 1.20 -1.55 -2.17 2.54 3.55 2.25 3.56
LINC00942 long intergenic non-protein chr12p13 0 --- 1.00 -1.17 1.54 1.43 1.02 -1.08 -2.16 -2.62 1.37 -1.28 1.87 2.40
LINC00955 long intergenic non-protein chr4p16.3 0 --- 4.24 2.23 1.00 2.01 -1.85 -1.74 3.05 -1.61 9.76 3.85 1.09 2.16
LINC00957 long intergenic non-protein chr7p13 0 --- 1.61 2.02 -1.06 -1.10 -1.90 1.01 -1.12 1.20 -1.68 -1.94 -1.32 -1.68
LINC00957 long intergenic non-protein chr7p13 0 --- -1.04 1.13 -1.16 -1.14 -1.14 -1.07 1.32 1.05 -1.11 1.20 1.41 1.43
LINC00960 long intergenic non-protein chr3p12.3 0 --- -1.19 1.08 1.21 1.05 1.24 1.08 1.12 1.08 1.12 1.04 1.24 1.15
LINC00963 long intergenic non-protein --- 0 --- -1.03 1.01 1.06 1.02 1.14 1.08 1.27 -1.08 -1.08 1.03 1.18 1.40
LINC00963 long intergenic non-protein --- 0 --- 1.06 -1.06 -1.02 -1.05 1.03 1.18 1.10 -1.07 -1.11 1.02 -1.05 1.12
LINC00969 long intergenic non-protein chr3q29 0 --- -1.40 -1.90 1.14 1.81 -2.83 -1.31 -1.02 1.01 -1.28 -1.43 -2.29 -3.33
LINC00969 // long intergenic non-protein chr3q29  electron transport chain --- -1.04 -1.31 1.01 1.21 1.11 -1.03 1.13 1.17 -1.80 -1.66 -1.93 -1.35
LINGO2 leucine rich repeat and Ig dochr9p21.2 0 --- -1.04 -1.04 -1.09 -1.45 -1.38 -1.27 1.16 -1.06 -1.14 -1.02 1.28 1.43
LINS lines homolog (Drosophila) chr15q26.3 0 --- 1.06 -1.02 1.36 1.14 1.12 1.19 1.17 -1.05 1.42 1.36 2.28 2.29
LIPA lipase A, lysosomal acid, chchr10q23.2-q23.3  cell morphogenesis --- -1.12 -1.07 1.01 -1.04 1.03 1.00 1.13 1.06 1.06 1.14 -1.14 -1.13
LIPE-AS1 LIPE antisense RNA 1 --- 0 --- -1.30 -1.15 1.15 1.02 -1.03 -1.09 -1.53 1.13 1.11 1.10 -1.39 -2.11
LIPE-AS1 LIPE antisense RNA 1 --- 0 --- -1.05 -3.12 -1.07 1.52 1.55 1.41 -2.88 1.09 1.75 -1.28 1.88 1.80
LIPF lipase, gastric chr10q23.31  malate metabolic process --- 1.09 1.30 -1.17 -1.17 -1.39 -1.44 -2.18 -1.89 -2.34 -1.27 -1.12 1.53
LIPG lipase, endothelial chr18q21.1  lipid metabolic process --- -1.49 -1.15 -1.12 -2.54 2.09 1.17 1.38 1.50 4.45 2.78 2.90 2.96
LIPH lipase, member H chr3q27  lipid metabolic process Statin_Pathway_PharmGKB // GenMAPP 1.12 1.04 1.16 1.03 -1.02 1.05 -1.13 -1.09 1.47 1.35 -1.06 -1.07
LL0XNC01-7 NULL /// NULL --- 0 --- 2.29 1.89 1.28 1.53 1.22 1.34 -1.54 -1.63 -1.53 -1.20 -2.09 -1.26
LL22NC03-N NULL /// NULL --- 0 --- -1.17 -1.32 1.21 -1.08 1.20 1.10 1.03 1.19 -2.40 -2.37 -1.78 -1.72
LMAN1 lectin, mannose-binding, 1 chr18q21.3-q22  protein folding --- -1.16 -1.37 -1.04 1.11 1.23 1.13 1.18 1.88 -1.41 1.35 1.56 1.41
LMAN1 lectin, mannose-binding, 1 chr18q21.3-q22  protein folding --- 1.20 1.31 -1.36 -1.15 1.16 -1.40 1.07 1.02 1.15 1.51 1.60 1.51
LMAN2 lectin, mannose-binding 2 chr5q35.3  transport --- -1.09 -1.04 1.01 -1.10 1.03 -1.11 1.15 -1.04 1.30 1.21 1.24 1.21
LMAN2L lectin, mannose-binding 2-l chr2q11.2  protein folding --- -1.05 -1.06 -1.11 -1.03 -1.00 1.06 -1.10 -1.06 -1.29 -1.22 -1.15 -1.09
LMBR1 limb region 1 homolog (mo chr7q36  embryonic digit morphogenesis --- 1.32 1.40 -1.10 -1.32 1.01 1.01 -1.42 -1.09 -2.13 -1.79 -1.73 -2.87
LMBR1 limb region 1 homolog (mo chr7q36  embryonic digit morphogenesis --- 1.08 1.03 1.04 -1.12 1.05 -1.17 -1.06 -1.23 -1.59 -1.40 -1.31 -1.86
LMBR1 limb region 1 homolog (mo chr7q36  embryonic digit morphogenesis --- 1.59 1.46 1.01 -1.14 -1.01 1.11 -1.33 -1.16 -1.93 -1.74 -1.82 -2.54
LMBRD1 LMBR1 domain containing chr6q13  vitamin metabolic process --- 1.18 1.15 -1.03 -1.06 1.01 1.03 -1.21 -1.17 -1.62 -1.52 -1.19 -1.41
LMCD1 LIM and cysteine-rich domachr3p26-p24  negative regulation of transcription from --- -1.41 -1.47 1.08 -1.09 -1.01 -1.25 -1.30 -1.12 -2.10 -2.55 -2.00 -2.54
LMCD1 LIM and cysteine-rich domachr3p26-p24  negative regulation of transcription from --- -1.14 -1.03 1.06 -1.09 1.22 1.03 -1.06 -1.03 -1.96 -1.74 -1.54 -1.50
LMF1 lipase maturation factor 1 chr16p13.3  ER to Golgi vesicle-mediated transport --- -3.31 -1.33 -1.60 1.05 -1.95 -1.05 -4.36 1.40 1.44 1.20 1.20 2.36
LMF1 lipase maturation factor 1 chr16p13.3  ER to Golgi vesicle-mediated transport --- -1.45 -1.16 -1.74 -1.29 1.03 1.12 1.03 1.09 2.16 2.26 -1.19 -1.07
LMF1 lipase maturation factor 1 chr16p13.3  ER to Golgi vesicle-mediated transport --- -1.64 -1.04 1.02 1.20 1.59 1.16 1.10 1.42 1.94 1.44 2.21 2.05
LMF1 lipase maturation factor 1 chr16p13.3  ER to Golgi vesicle-mediated transport --- -3.38 -1.58 1.39 -1.45 -1.22 -1.37 1.10 1.11 1.56 1.34 1.72 1.81
LMLN leishmanolysin-like (metallochr3q29  proteolysis --- -1.08 -1.19 1.23 1.32 1.06 1.09 -1.22 -1.16 -2.22 -1.47 -2.13 -1.71
LMLN leishmanolysin-like (metallochr3q29  proteolysis --- 1.14 1.25 1.01 -1.10 -1.21 1.00 -1.11 -1.01 -2.00 -1.47 -1.96 -1.68
LMLN leishmanolysin-like (metallochr3q29  proteolysis --- 1.15 1.21 1.21 1.01 -1.12 -1.14 -1.40 -1.19 -2.20 -1.62 -1.87 -1.94
LMO1 LIM domain only 1 (rhomb chr11p15  negative regulation of transcription from --- 1.18 1.02 1.16 -1.04 -1.32 -1.07 -1.35 -1.33 -1.50 -1.42 1.03 1.16
LMO4 LIM domain only 4 chr1p22.3  neural tube closure --- 1.16 -1.01 1.05 1.10 -1.07 1.12 -1.18 -1.23 -1.68 -1.65 -1.29 -1.37
LMO4 LIM domain only 4 chr1p22.3  neural tube closure --- 1.01 -1.02 1.13 1.04 1.01 1.04 -1.26 -1.08 -1.17 -1.19 -1.40 -1.27
LMO4 LIM domain only 4 chr1p22.3  neural tube closure --- -1.04 -1.01 -1.08 -1.22 1.08 -1.11 1.19 -1.03 -1.27 1.04 -1.41 -1.36
LMO4 LIM domain only 4 chr1p22.3  neural tube closure --- 1.04 1.09 1.23 1.19 1.02 1.03 -1.37 -1.13 -1.65 -1.63 -1.44 -1.48
LMO4 LIM domain only 4 chr1p22.3  neural tube closure --- 1.01 -1.02 -1.01 1.34 1.12 1.23 -1.35 -1.11 -1.64 -1.64 -1.84 -1.64
LMO7 LIM domain 7 chr13q22.2  protein ubiquitination --- -1.09 -1.03 1.08 -1.09 1.05 1.01 1.25 1.07 1.25 1.08 1.66 1.43
LMO7 LIM domain 7 chr13q22.2  protein ubiquitination --- 1.28 -1.06 1.07 1.14 -1.17 -1.01 -1.32 -1.09 1.01 -1.08 1.45 1.53
LMOD3 leiomodin 3 (fetal) chr3p14.1 0 --- -1.76 1.04 -1.06 -1.56 -2.22 -1.39 1.39 -1.10 -1.69 -2.29 -1.67 1.30
LMTK2 lemur tyrosine kinase 2 chr7q21.3  receptor recycling --- 1.27 1.22 1.04 -1.25 -1.06 -1.20 -1.19 -1.15 -1.29 -1.37 -1.16 -1.46
LNPEP leucyl/cystinyl aminopeptid chr5q15  protein polyubiquitination --- 1.16 1.21 -1.01 -1.08 -1.03 -1.08 -1.19 1.30 -1.94 -1.74 -2.51 -2.45
LNPEP leucyl/cystinyl aminopeptid chr5q15  protein polyubiquitination --- 1.00 1.00 -1.09 -1.06 1.05 -1.01 1.03 -1.02 -1.44 -1.36 -1.55 -1.69
LNPEP leucyl/cystinyl aminopeptid chr5q15  protein polyubiquitination --- -1.02 -1.05 1.23 1.00 1.04 1.17 -1.06 -1.09 -1.39 -1.06 -1.49 -1.43
LNX1 ligand of numb-protein X 1,chr4q12  ubiquitin-dependent protein catabolic pro--- 1.23 1.18 1.19 -1.11 -1.29 -1.35 -1.17 1.00 -2.14 -1.82 -2.10 -1.56
LOC10012678uncharacterized LOC10012 chr11p15.1 0 --- -1.27 -1.17 -1.09 -1.13 -1.02 1.09 1.04 1.32 -1.37 -1.25 -1.77 -1.70
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LOC10012788uncharacterized LOC10012 chr20q12 0 --- -1.21 2.86 3.63 5.16 -3.10 1.99 -6.44 -3.21 22.86 13.95 2.62 4.04
LOC10012816four and a half LIM domainchr3q26.2 0 --- 1.49 2.70 -1.06 1.02 -1.03 -1.37 -1.40 1.17 1.92 1.09 1.38 -1.64
LOC10012817uncharacterized LOC10012 chr6q25.1 0 --- 1.86 2.75 1.32 3.09 -1.04 -1.62 1.21 1.11 1.52 1.68 -2.50 -1.58
LOC10012859uncharacterized LOC10012 chrXq22.2 0 --- 2.95 2.26 1.45 -3.16 -3.93 -2.60 13.24 5.83 17.36 9.14 -3.08 -8.35
LOC10012882uncharacterized LOC10012 chr7q36.1 0 --- 1.28 1.31 1.20 1.10 -1.32 1.06 1.05 1.31 -1.36 -1.31 -2.18 -2.12
LOC10012888uncharacterized LOC10012 chr16q24.3 0 --- -1.26 1.07 -1.08 1.51 -1.12 -1.58 1.21 2.11 -1.30 -1.31 -1.73 -2.27
LOC1001291 uncharacterized LOC10012 chr17q23.2 0 --- 1.86 1.62 -1.44 1.29 2.26 3.92 -2.80 -3.51 -1.16 -5.44 1.01 -1.40
LOC10012919uncharacterized LOC10012 chr6p22.1 0 --- 1.60 1.19 -1.19 -1.16 -1.22 1.08 -1.17 -1.03 -1.12 -1.00 -1.95 -1.71
LOC10012919PRO2866 chr3p26.3 0 --- -1.74 2.10 -1.03 -1.11 -2.89 -2.00 -1.93 -2.80 1.48 -1.12 -1.63 -1.25
LOC10012936chromosome X open readin chr12p13.2 0 --- -1.35 -1.21 1.02 1.08 -1.02 -1.16 -1.33 -1.04 -3.15 -3.48 -3.28 -4.55
LOC10012936chromosome X open readin chr12p13.2 0 --- 1.10 1.13 1.16 1.25 -1.43 -1.13 -1.89 -1.28 -2.93 -2.54 -2.28 -2.37
LOC10012946uncharacterized LOC10012 chr6p25.1 0 --- 1.15 1.12 -1.19 -1.05 1.25 1.11 -1.68 1.04 -1.44 -1.28 -1.73 -1.72
LOC10012950uncharacterized LOC10012 chr15q26.1 0 --- 1.10 1.11 -1.02 -1.13 -1.21 -1.12 -1.29 -1.05 -2.32 -1.68 -2.02 -2.55
LOC1001295 uncharacterized LOC10012 chr6q25.3  response to reactive oxygen species --- 6.14 4.57 1.23 1.17 -1.07 1.16 12.58 4.72 18.92 10.25 10.03 5.21
LOC1001295 uncharacterized LOC10012 chr6q25.3  response to reactive oxygen species --- 1.29 1.41 1.27 -1.21 1.21 1.02 2.07 1.11 4.73 3.02 5.06 2.77
LOC1001295 uncharacterized LOC10012 chr6q25.3  response to reactive oxygen species --- -1.07 -1.10 -1.11 -1.24 1.05 1.13 1.69 1.25 4.61 3.40 3.88 3.23
LOC1001295 uncharacterized LOC10012 chr6q25.3  response to reactive oxygen species --- -1.01 1.00 -1.05 -1.09 1.22 1.05 1.83 1.21 4.46 2.74 4.52 4.14
LOC10012955uncharacterized LOC10012 chr3q21.1 0 --- -1.10 -1.13 1.04 1.06 -1.05 -1.16 -1.17 -1.11 -1.36 -1.44 -1.84 -1.69
LOC10012960uncharacterized LOC10012 chr7p22.2 0 --- 3.73 3.34 -2.07 -1.20 2.71 -2.11 7.17 3.90 2.49 5.34 2.62 2.11
LOC1001296 uncharacterized LOC10012 chr16q23.2 0 --- 5.83 5.60 -1.45 -1.88 -1.09 -1.10 -1.03 -1.28 1.91 1.52 1.46 1.09
LOC10012988uncharacterized LOC10012 chr13q22.1 0 --- 1.11 1.08 1.03 1.00 1.08 1.10 -1.10 1.00 1.07 1.22 1.16 1.42
LOC10013005uncharacterized LOC10013 chr16p13.3 0 --- -1.19 -1.21 1.15 1.29 -1.01 -1.10 1.24 -1.07 -2.52 -1.74 -1.83 -2.40
LOC10013017uncharacterized LOC10013 chr10q25.2 0 --- 1.07 -1.77 -1.26 1.04 -1.20 -1.21 1.71 1.61 1.86 -1.13 -3.54 -1.60
LOC1001302 uncharacterized LOC10013 chr12p13.33 0 --- -1.28 -1.30 1.05 -1.11 -1.42 1.11 -1.45 1.11 -2.65 -2.74 -2.84 -3.33
LOC10013033POTE ankyrin domain fami chr1q43 0 --- -2.39 2.23 -1.19 -2.16 -2.26 1.22 -1.66 -1.09 2.52 1.07 1.24 1.17
LOC10013034uncharacterized LOC10013 chr11q13.1 0 --- -1.03 -1.11 -1.17 1.13 -1.01 1.01 1.11 1.09 1.74 1.53 1.30 1.90
LOC10013037uncharacterized LOC10013 chr17q25.3 0 --- 2.00 1.06 1.69 1.37 -1.23 -1.38 1.22 1.27 -3.17 -2.16 -2.64 -2.29
LOC10013042uncharacterized LOC10013 chr2p21 0 --- 1.48 1.82 1.05 1.03 1.15 -1.04 -1.31 -1.01 1.57 1.20 1.69 1.79
LOC10013047uncharacterized LOC10013 chr6q23.3 0 --- 1.21 1.60 2.01 2.40 1.54 2.47 -1.13 -1.26 2.18 1.74 2.19 1.18
LOC10013050uncharacterized LOC10013 chr2p21 0 --- -1.85 1.39 1.68 1.77 2.28 1.63 2.01 -1.05 -1.75 -3.45 -3.19 -2.55
LOC10013070uncharacterized LOC10013 chr16p11.1 0 --- 1.80 1.42 -1.53 -1.93 1.83 2.48 1.46 1.32 1.07 1.09 1.36 1.35
LOC10013070uncharacterized LOC10013 chr7q32.1 0 --- 1.26 1.96 -1.61 -1.94 2.42 1.53 -3.16 -1.03 -4.62 -3.85 -3.63 -2.21
LOC10013096ADAM metallopeptidase dochr8p11.22 0 --- 1.09 -2.14 1.34 -1.02 1.31 -1.22 -1.26 1.38 3.56 -2.13 1.02 1.73
LOC10013098uncharacterized LOC10013 chr11q13.2 0 --- 1.07 1.04 -1.03 1.08 1.24 1.02 1.20 1.20 -1.14 -1.12 -1.90 -1.38
LOC10013099uncharacterized LOC10013 chr10p12.31 0 --- 1.17 1.01 -1.01 -1.41 -1.98 -3.85 -1.11 -1.36 1.33 1.63 1.43 1.90
LOC10013104uncharacterized LOC10013 chr6p21.2 0 --- -1.52 -1.04 -1.10 1.33 -1.26 -1.51 1.30 1.23 1.02 -1.16 2.09 -1.04
LOC10013106uncharacterized LOC10013 chr5q14.1 0 --- 1.05 -1.00 1.04 1.10 1.11 1.04 -1.13 1.06 1.06 -1.03 1.22 1.29
LOC10013154uncharacterized LOC10013 chr11q21 0 --- 1.12 1.52 1.01 -1.15 1.14 1.07 1.43 1.20 -1.42 -1.19 -2.11 -1.49
LOC10013165uncharacterized LOC10013 --- 0 --- 3.68 2.10 1.40 -5.77 1.61 1.10 2.06 1.04 3.19 1.72 -2.11 -1.20
LOC10013166uncharacterized LOC10013 chr2q11.1 0 --- -1.53 -2.10 1.09 -1.95 -1.33 -2.28 -2.58 1.45 4.61 1.93 1.09 1.71
LOC10013186uncharacterized LOC10013 chr1p36.31 0 --- -1.71 -3.45 -1.99 -1.79 1.49 2.74 -1.42 1.57 -1.69 2.28 5.22 1.46
LOC10013235uncharacterized LOC10013 chr5p12 0 --- 1.02 1.13 -1.08 -1.37 -1.35 1.08 -1.21 -1.19 -1.96 -1.58 -1.91 -1.57
LOC1001328 importin 5 pseudogene chr19p12 0 --- 1.18 1.10 1.43 1.30 1.07 1.03 -1.38 1.03 1.19 1.19 -3.01 -4.36
LOC1001328 importin 5 pseudogene chr19p12 0 --- 1.37 1.12 -1.09 -1.01 1.33 1.16 -1.55 -1.10 -1.49 -2.32 -1.56 -1.96
LOC10013283PMS2 postmeiotic segregatichr7q11.23  ATP catabolic process --- -1.05 -1.35 1.14 1.26 -1.08 -1.08 -1.11 1.09 1.23 1.26 1.12 1.34
LOC10013283PMS2 postmeiotic segregatichr7q11.23  ATP catabolic process --- -1.13 -1.17 1.06 1.06 1.05 -1.14 1.02 1.27 1.24 1.13 1.32 1.46
LOC10013289uncharacterized LOC10013 chr8q13.3 0 --- -1.02 -1.00 1.27 -1.03 1.08 -1.00 -1.06 -1.02 1.73 1.86 2.08 1.94
LOC10013299uncharacterized LOC10013 chr1q21.1 /// chr1q20 --- -1.24 -1.24 1.03 1.09 1.12 -1.04 1.35 1.34 1.20 1.09 1.13 1.36
LOC10013313PRO1102 chr10q11.22 0 --- 1.21 1.14 -1.03 -1.20 1.51 1.49 -1.29 -1.18 -1.91 -1.71 -2.28 -2.90
LOC1001333 transient receptor potential cchr11q13.4  single strand break repair --- -1.10 -1.38 1.15 1.09 -1.18 1.01 1.06 1.10 -3.02 -2.51 -2.32 -2.25
LOC10013422uncharacterized LOC10013 chr7q34 0 --- 1.03 1.18 -1.11 -1.06 -1.24 -1.31 1.42 1.04 1.09 1.31 1.53 1.76
LOC10013425uncharacterized LOC10013 chr2p21 0 --- 1.43 1.40 -1.28 -1.43 -1.72 -1.29 1.03 -1.00 2.36 2.72 1.90 1.71
LOC10013436uncharacterized LOC10013 --- 0 --- 1.12 -1.03 -1.00 1.21 -1.41 -1.22 1.43 1.23 1.37 1.41 1.20 1.49
LOC10013436uncharacterized LOC10013 chr16p13.3 0 --- -1.71 -1.10 3.01 1.61 1.28 -1.24 1.57 1.39 2.21 2.26 -3.08 -1.11
LOC10013444uncharacterized LOC10013 --- 0 --- 1.14 1.14 1.23 1.10 1.23 1.36 -1.18 -1.03 -1.69 -1.46 -1.66 -1.77
LOC10013493uncharacterized LOC10013 --- 0 --- -1.01 -1.12 -1.04 1.08 1.24 1.07 -1.13 1.14 -1.45 -1.52 -1.89 -1.46
LOC10014460uncharacterized LOC10014 --- 0 --- -1.23 -1.32 -1.00 -1.01 -1.11 -1.27 1.05 1.31 -1.02 1.08 -2.17 -1.53
LOC10019098uncharacterized LOC10019 chr16p12.2 0 --- 2.34 1.53 1.15 1.09 2.33 1.05 1.08 -1.10 -1.15 -1.75 -1.65 -2.40
LOC10021647uncharacterized LOC10021 chr2q21.1 0 --- 4.33 5.69 -1.26 -1.05 -1.14 1.01 -1.04 -1.34 -1.27 1.02 -2.69 -1.48
LOC10021654uncharacterized LOC10021 chr7q22.3 0 --- -1.23 -1.43 -1.22 -1.07 1.58 1.54 1.29 1.21 2.01 1.93 1.84 2.08
LOC10021654uncharacterized LOC10021 chr7q22.1 0 --- 2.35 1.05 1.09 1.29 -1.19 1.05 -1.27 -1.09 -2.17 -1.72 -1.78 -1.34
LOC10023315tektin 4 pseudogene /// MAFchr21p11.2 /// chr4p microtubule cytoskeleton organization --- -1.23 -1.17 -1.04 1.02 1.04 1.03 1.17 1.30 -1.75 -1.68 -1.52 -1.58
LOC10023315tektin 4 pseudogene /// MAFchr21p11.2 /// chr4p microtubule cytoskeleton organization --- -1.22 -1.42 1.08 1.31 -1.10 -1.10 1.04 1.20 1.47 1.25 1.21 1.25
LOC10023315tektin 4 pseudogene /// MAFchr21p11.2 /// chr4p microtubule cytoskeleton organization --- -1.09 -1.04 -1.08 1.12 -1.20 -1.24 1.08 1.21 1.81 1.66 1.07 1.19
LOC10024072uncharacterized LOC10024 --- 0 --- 1.16 -1.29 1.29 1.31 -1.45 1.25 -1.05 1.33 1.12 -1.01 -1.07 1.03
LOC10026816uncharacterized LOC10026 chr5q35.1 0 --- 1.02 -1.80 1.20 1.28 -1.18 -1.16 3.21 1.73 2.29 2.78 2.23 2.85
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LOC10027183smg-1 homolog, phosphatidchr16p11.2 /// chr16 amino acid transmembrane transport --- -1.81 -1.16 1.09 1.37 -1.06 1.46 -1.32 1.04 1.07 -1.21 1.12 1.28
LOC10027183smg-1 homolog, phosphatidchr16p11.2 /// chr16 phosphorylation --- -1.11 -1.01 1.15 1.08 1.27 1.21 1.06 1.06 1.36 1.10 1.42 1.12
LOC10027184uncharacterized LOC10027 --- 0 --- 1.01 -1.06 1.03 1.22 1.01 -1.08 -1.26 -1.02 -1.90 -1.68 -1.24 -1.49
LOC1002722 uncharacterized LOC10027 --- 0 --- 1.00 -1.85 1.21 1.01 1.59 1.34 1.07 1.04 -1.97 -1.69 -1.75 -1.26
LOC10028692DnaJ (Hsp40) homolog, subchr2q37.1 0 --- 1.56 1.82 -2.08 -2.75 -6.52 -1.42 -1.02 1.40 9.42 6.05 5.57 6.36
LOC1002870 uncharacterized LOC10028 chr8p23.1 0 --- -1.23 -1.49 1.13 1.05 -1.42 -1.04 -2.25 -1.39 -1.73 1.01 -3.02 -3.46
LOC1002870 uncharacterized LOC10028 chr8p23.1 0 --- 1.35 1.33 1.20 1.03 1.09 -1.04 -1.30 1.08 -1.45 -1.19 -1.09 -1.40
LOC10028716zinc finger protein 717-like chr3p12.3  transcription, DNA-dependent --- 1.18 -1.50 -1.20 1.53 1.62 1.22 -1.22 1.03 -1.78 -2.63 -2.86 -1.51
LOC10028716zinc finger protein 717-like chr3p12.3  transcription, DNA-dependent --- 1.20 1.14 1.07 1.16 1.04 1.10 -1.59 -1.33 -1.67 -1.34 -1.38 -1.13
LOC10028729cytokine receptor CRL2 chr3q25.32 0 --- 1.48 1.60 1.59 2.27 1.05 -1.02 1.17 1.33 -1.18 -1.17 -1.48 -1.47
LOC10028752uncharacterized LOC10028 chr17q21.2 0 --- -1.20 -1.33 -1.14 1.01 1.42 1.29 1.25 1.21 -1.88 -1.18 -2.06 -1.93
LOC10028757uncharacterized LOC10028 chr22q11.21 0 --- 1.94 2.32 1.28 -3.07 -2.62 -1.86 1.24 1.73 1.54 3.34 -1.04 2.82
LOC10028757uncharacterized LOC10028 chr22q11.21 0 --- -1.06 -1.87 -1.34 1.28 1.23 -1.13 1.28 -1.03 1.77 1.35 1.36 1.87
LOC10028772uncharacterized LOC10028 chrXq26.3  transcription, DNA-dependent --- -2.65 -2.29 1.23 -1.05 2.44 2.24 1.39 2.74 -1.14 1.04 10.58 10.46
LOC10028789uncharacterized LOC10028 chr11q13.4 0 --- 1.11 1.05 1.04 -1.01 1.02 1.07 -1.32 -1.05 -1.07 -1.12 1.39 1.66
LOC10028815uncharacterized LOC10028 chr5p15.33 0 --- -1.02 -1.14 1.02 1.26 -1.01 -1.05 1.15 1.18 -2.07 -1.76 -1.54 -1.33
LOC10028818uncharacterized LOC10028 chr8q24.3 0 --- -1.06 -1.06 -1.08 -1.07 1.02 -1.06 1.07 1.13 1.22 1.18 1.25 1.26
LOC10028849uncharacterized LOC10028 chr19q13.43 0 --- -1.22 -1.10 1.15 1.58 1.88 -1.16 1.23 -1.67 1.76 1.49 -1.40 -2.71
LOC10028863OTU domain containing 7Achr15q13.2 0 --- -1.21 1.20 -1.36 -1.01 -1.03 -1.02 -1.22 -1.09 -1.11 -1.26 1.30 1.22
LOC10028889uncharacterized LOC10028 chr2p25.3 0 --- -1.13 -1.08 -1.14 1.05 -1.04 -1.12 1.07 1.01 -1.15 -1.26 -1.58 -1.60
LOC1002889 uncharacterized LOC10028 chr2p22.3 0 --- -1.14 1.14 -1.13 1.28 1.11 -1.11 1.62 1.41 1.30 1.51 2.35 1.78
LOC1002889 uncharacterized LOC10028 chr2p22.3 0 --- 1.36 1.33 -1.35 -1.08 1.14 1.18 1.83 1.12 -1.37 1.13 2.69 2.08
LOC1002890 uncharacterized LOC10028 chr9q34.11 0 --- 1.11 1.10 1.10 1.32 1.13 -1.04 -1.08 1.06 -1.82 -1.98 -1.54 -1.27
LOC10028909uncharacterized LOC10028 chr16p11.2 0 --- 1.14 1.03 -1.01 1.18 -1.07 -1.08 1.08 1.13 1.06 -1.07 -1.51 -1.57
LOC10028909protein FRG1-like --- 0 --- -1.02 -1.06 1.02 1.03 1.06 1.02 -1.01 1.01 1.14 1.14 1.16 1.34
LOC10028909protein FRG1-like /// uncha chr9q13 0 --- 1.90 1.74 2.01 1.16 -2.14 -1.41 1.52 1.36 1.09 -1.05 1.25 1.17
LOC10028918transmembrane protein 225-chr7q22.1 0 --- -1.42 -4.23 -1.05 1.22 10.13 4.76 -1.30 -1.34 1.46 2.29 2.33 2.25
LOC10029132uncharacterized LOC10029 --- 0 --- 1.15 1.02 -1.12 -1.36 1.05 1.09 -1.42 -1.44 -2.44 -3.05 -2.37 -2.62
LOC10031075uncharacterized LOC10031 chr8q24.3 0 --- -1.05 -1.06 1.11 1.20 -1.14 -1.60 1.07 -1.03 1.12 1.02 1.42 1.58
LOC10050549uncharacterized LOC10050 --- 0 --- 2.65 -1.02 1.22 1.22 -2.22 1.88 -1.73 1.23 2.54 1.18 2.19 1.45
LOC10050549uncharacterized LOC10050 chr2q22.3 0 --- 4.01 3.17 -1.17 -1.48 4.19 9.67 4.40 -1.24 16.11 1.93 -1.15 1.44
LOC10050549uncharacterized LOC10050 chr2q22.3 0 --- 1.77 1.01 -2.74 -1.62 -2.26 -2.18 -4.46 1.06 1.61 1.04 1.57 1.77
LOC10050550uncharacterized LOC10050 --- 0 --- -1.17 -1.02 -1.01 -1.05 -1.11 1.03 1.08 1.01 -2.82 -2.08 -2.65 -1.82
LOC10050554uncharacterized LOC10050 --- 0 --- -1.05 -1.23 1.13 -1.16 1.12 1.09 -2.34 -1.29 -3.42 -3.00 -2.75 -2.12
LOC10050555uncharacterized LOC10050 chr19p13.2  transcription, DNA-dependent --- 1.65 1.02 1.54 3.51 -1.22 -1.03 1.43 2.38 1.62 1.63 1.71 -1.11
LOC10050557uncharacterized LOC10050 --- 0 --- -1.07 -1.05 -1.02 1.05 1.22 1.01 1.15 1.06 -1.08 -1.00 -1.45 -1.12
LOC10050557uncharacterized LOC10050 --- 0 --- 1.06 1.05 1.17 1.19 -1.00 -1.08 1.04 -1.20 -1.50 -1.01 -1.69 -1.48
LOC10050559uncharacterized LOC10050 --- 0 --- 1.22 1.10 1.07 1.10 -1.00 1.15 1.49 1.27 3.77 2.28 3.13 2.45
LOC10050562uncharacterized LOC10050 chr2p23.3 0 --- -1.26 -1.11 -1.88 -1.70 1.09 1.35 1.89 1.91 1.26 1.12 -1.02 1.13
LOC10050562uncharacterized LOC10050 chr2p23.3 0 --- 1.06 -1.12 -1.16 1.12 -1.34 1.02 -1.39 -1.33 1.35 1.53 1.05 1.28
LOC10050566uncharacterized LOC10050 --- 0 --- 1.02 1.09 -9.07 1.13 -1.41 -2.07 -1.26 1.26 3.74 3.23 2.28 3.30
LOC10050569uncharacterized LOC10050 --- 0 --- 1.41 1.45 -1.17 1.48 -2.17 -1.32 -1.07 -1.15 1.49 -1.68 -1.53 -1.51
LOC10050570uncharacterized LOC10050 --- 0 --- 1.67 1.41 1.10 1.02 -1.06 1.03 1.09 -1.14 -1.03 1.40 1.15 1.80
LOC1005057 uncharacterized LOC10050 chr2p23 0 --- 1.03 -1.03 -1.74 -1.77 2.81 1.67 -2.22 -1.12 -1.14 1.15 3.52 3.11
LOC10050572uncharacterized LOC10050 chr3q27.2 0 --- 1.09 -1.08 -1.01 1.13 -1.18 -1.07 1.05 1.50 2.64 2.33 -1.14 -1.89
LOC10050573uncharacterized LOC10050 --- 0 --- 1.10 1.16 1.02 -1.00 1.05 1.00 -1.06 -1.07 -1.17 -1.15 1.13 1.04
LOC10050573uncharacterized LOC10050 --- 0 --- 1.23 1.34 1.18 1.11 1.02 1.01 -1.32 -1.31 -1.96 -1.89 -1.82 -1.90
LOC10050576uncharacterized LOC10050 --- 0 --- -1.04 -1.07 -1.04 -1.01 1.07 1.04 -1.04 1.02 -1.34 -1.17 -1.82 -1.51
LOC10050576uncharacterized LOC10050 --- 0 --- 1.00 -1.07 -1.08 1.10 -1.03 -1.00 -1.16 -1.01 -1.28 -1.20 -1.70 -1.42
LOC1005058 uncharacterized LOC10050 --- 0 --- 1.06 1.29 1.13 1.06 1.09 -1.03 1.03 1.09 1.14 -1.22 1.31 -1.19
LOC10050582uncharacterized LOC10050 --- 0 --- 1.69 10.66 1.51 -3.06 6.50 2.46 -3.07 1.39 1.34 -1.23 -2.11 -5.08
LOC10050590uncharacterized LOC10050 --- 0 --- -1.89 -2.08 -1.49 1.26 2.17 1.46 -1.02 -1.04 1.14 2.14 -1.02 4.66
LOC1005059 uncharacterized LOC10050 --- 0 --- -1.74 -1.06 1.02 1.08 -1.22 -1.64 -1.41 -1.72 -1.64 -1.69 -1.17 -1.40
LOC1005059 uncharacterized LOC10050 chr1q23-q24 0 --- 1.09 1.81 -2.05 -1.38 -1.47 1.39 -1.49 -1.51 1.02 2.70 -1.35 -2.04
LOC10050592uncharacterized LOC10050 --- 0 --- 1.20 1.47 3.23 4.84 1.39 -1.86 2.77 1.55 29.16 33.19 7.23 8.50
LOC10050593uncharacterized LOC10050 --- 0 --- -1.13 1.18 -1.21 1.04 -1.32 -1.41 -1.04 -1.10 -1.37 -1.72 -2.18 -5.84
LOC10050594uncharacterized LOC10050 --- 0 --- 2.35 4.99 1.80 1.24 1.36 1.60 -6.41 -7.48 1.44 3.02 -1.95 1.18
LOC10050598uncharacterized LOC10050 --- 0 --- 4.04 2.24 -1.52 -2.52 -2.92 -3.07 2.40 2.22 3.65 4.62 -1.82 1.80
LOC10050599uncharacterized LOC10050 chr1q23-q25  C-terminal protein lipidation --- -1.05 -1.00 1.14 -1.01 -1.09 1.05 -1.22 -1.35 -1.48 -1.40 -1.16 -1.08
LOC10050599uncharacterized LOC10050 chr1q23-q25  C-terminal protein lipidation --- -1.02 -1.02 -1.02 1.06 1.02 -1.01 -1.06 -1.05 -1.37 -1.26 -1.45 -1.40
LOC10050602uncharacterized LOC10050 --- 0 --- 1.04 1.05 -1.12 -1.03 1.12 1.26 -1.60 -1.30 -3.25 -2.32 -2.27 -2.21
LOC10050602uncharacterized LOC10050 --- 0 --- 1.11 1.02 -1.19 1.08 1.01 1.06 -1.02 1.02 -1.61 -1.63 -1.52 -1.49
LOC10050605uncharacterized LOC10050 chr2p25 0 --- -1.05 -1.07 -1.03 1.02 1.11 1.01 -1.00 1.01 -1.29 -1.39 -1.21 -1.23
LOC10050605uncharacterized LOC10050 --- 0 --- 1.24 -1.12 1.54 1.02 1.18 1.02 -2.26 -1.46 -1.60 -1.98 -2.54 -1.78
LOC10050607uncharacterized LOC10050 chr2q11 0 --- -1.03 1.19 1.19 1.29 1.00 1.23 -1.35 -1.24 -2.67 -4.72 -5.33 -12.31
LOC10050608uncharacterized LOC10050 --- 0 --- -1.05 1.05 -1.30 1.03 1.02 -1.18 1.22 -1.03 -1.05 -1.09 -1.17 -1.08
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LOC1005061 uncharacterized LOC10050 --- 0 --- -1.25 1.06 1.18 1.15 1.01 1.49 -1.72 -1.23 -2.44 -1.53 -4.40 -5.48
LOC1005061 uncharacterized LOC10050 --- 0 --- -1.02 -1.06 1.01 1.18 1.04 1.01 -1.02 -1.11 1.31 1.26 1.25 1.32
LOC10050612uncharacterized LOC10050 --- 0 --- -1.04 1.29 -1.21 -1.13 1.43 1.07 1.05 1.19 -3.54 -3.14 -4.38 -5.81
LOC10050616uncharacterized LOC10050 --- 0 --- -1.12 -1.45 1.26 1.15 1.09 -1.14 1.22 1.04 -1.29 -1.03 1.85 1.62
LOC10050620uncharacterized LOC10050 --- 0 --- -1.07 1.17 1.13 1.02 -1.13 1.18 1.43 1.34 -1.98 -1.72 -1.10 1.01
LOC10050624prothymosin alpha-like /// p chr2q37.1 /// chr9q2 transcription, DNA-dependent --- -1.03 -1.03 -1.15 -1.09 -1.19 -1.03 -1.01 -1.12 1.18 1.17 -1.09 -1.12
LOC10050627uncharacterized LOC10050 --- 0 --- -4.12 -3.32 -2.24 -1.96 3.89 1.55 -2.16 -3.13 4.27 1.06 6.56 1.68
LOC10050628uncharacterized LOC10050 --- 0 --- 1.13 -1.18 1.11 1.10 1.04 1.18 -1.01 -1.53 -1.79 -1.74 -1.68 -1.57
LOC10050629uncharacterized LOC10050 --- 0 --- 1.01 -1.09 -1.04 -1.17 1.04 -1.08 -1.35 -1.24 -2.33 -1.49 -2.49 -2.02
LOC10050630uncharacterized LOC10050 --- 0 --- -1.23 -1.10 -1.08 -1.01 1.25 1.10 -1.19 -1.07 -2.90 -2.23 -2.62 -2.30
LOC10050630uncharacterized LOC10050 --- 0 --- 1.44 1.69 1.05 1.33 2.07 1.27 -1.13 1.28 -2.50 -2.79 1.36 -1.30
LOC10050630uncharacterized LOC10050 chr14q11.1 /// chr220 --- 1.20 1.11 1.06 1.01 1.12 1.10 -1.41 -1.13 -2.12 -1.90 -2.04 -2.45
LOC1005063 uncharacterized LOC10050 --- 0 --- 1.06 -1.04 -1.13 -1.07 1.21 1.07 1.05 -1.04 -1.59 -1.67 -1.02 -1.22
LOC10050632uncharacterized LOC10050 --- 0 --- 1.06 1.05 1.04 1.14 -1.13 -1.12 1.04 1.19 -2.52 -2.26 -1.95 -2.24
LOC10050636uncharacterized LOC10050 --- 0 --- 1.01 -1.04 -1.01 -1.04 1.03 1.10 -1.29 -1.06 1.73 1.43 1.73 1.97
LOC10050636uncharacterized LOC10050 --- 0 --- -1.29 -1.04 -1.45 -1.01 -1.28 1.03 -1.43 -1.54 -2.24 -1.14 -1.94 -1.29
LOC10050639uncharacterized LOC10050 chr1p13-p12 0 --- -1.04 1.04 1.08 1.17 1.03 1.08 -1.32 -1.06 -2.68 -1.54 -1.47 -1.07
LOC10050639uncharacterized LOC10050 chr1p13-p12 0 --- 1.36 1.17 1.03 -1.12 1.44 1.24 -1.06 -1.25 1.26 1.10 2.32 2.06
LOC10050640uncharacterized LOC10050 chr21q22.3  skeletal system development --- -1.20 1.13 -1.37 -1.24 -1.09 -1.05 -2.08 -1.25 2.06 2.03 2.79 3.11
LOC10050640uncharacterized LOC10050 chr21q22.3  skeletal system development --- -1.02 -1.05 -1.04 -1.03 1.03 1.03 1.05 1.11 -1.03 1.03 -1.29 -1.15
LOC10050640uncharacterized LOC10050 chr21q22.3  skeletal system development --- 1.47 1.43 1.08 1.71 -1.25 -1.44 1.72 1.47 3.13 2.92 4.89 6.01
LOC10050640uncharacterized LOC10050 chr21q22.3  skeletal system development --- -1.31 -1.17 -1.19 1.54 -1.43 -1.20 5.80 2.84 2.57 1.13 3.01 2.73
LOC10050640uncharacterized LOC10050 chr21q22.3  skeletal system development --- -1.14 -1.01 -1.32 1.27 1.14 -1.27 4.15 3.18 17.03 15.84 1.33 1.59
LOC10050640uncharacterized LOC10050 chr21q22.3  skeletal system development --- 1.07 1.17 1.17 1.33 -1.96 1.23 1.65 1.20 2.70 1.94 2.16 2.43
LOC10050640uncharacterized LOC10050 chr21q22.3  skeletal system development --- -1.40 -2.21 1.09 1.06 -1.54 -1.22 -1.11 -1.27 1.75 1.88 3.26 2.68
LOC10050642uncharacterized LOC10050 chr2q12 0 --- 1.29 1.35 -3.98 -2.71 1.16 1.13 -1.47 -1.39 5.67 4.74 -2.06 -2.06
LOC10050645uncharacterized LOC10050 chrXp22.33 0 --- -1.26 -1.13 1.08 1.18 1.27 1.05 1.26 -1.01 -2.41 -2.15 -1.88 -2.23
LOC10050646uncharacterized LOC10050 --- 0 --- -1.07 1.20 1.44 1.18 1.21 -1.18 1.12 1.35 -1.61 -1.63 -1.30 -1.08
LOC10050646uncharacterized LOC10050 --- 0 --- -1.09 -1.01 -1.07 -1.03 -1.06 1.02 -1.26 -1.01 1.05 1.02 1.05 1.24
LOC10050649uncharacterized LOC10050 --- 0 --- -1.31 -1.81 1.74 1.94 3.33 5.82 -1.18 -2.24 5.35 1.89 -2.05 -4.57
LOC10050649uncharacterized LOC10050 --- 0 --- 1.06 -1.11 -1.36 1.56 1.22 -1.09 1.69 1.52 -2.46 -2.67 -8.30 -3.48
LOC10050650uncharacterized LOC10050 --- 0 --- -1.66 -1.34 1.55 1.21 1.00 -1.04 2.36 1.06 2.02 -1.05 -1.17 -2.06
LOC10050653uncharacterized LOC10050 chr8q22.1  biosynthetic process --- -3.39 -1.12 -1.08 2.00 1.18 1.63 -2.52 1.30 -1.28 1.25 -2.91 -3.02
LOC10050653uncharacterized LOC10050 chr8q22.1  biosynthetic process --- -1.07 1.05 -1.15 1.35 1.00 -1.04 -1.55 -1.63 -4.51 -4.37 1.23 -1.81
LOC10050653uncharacterized LOC10050 chr8q22.1  biosynthetic process --- -1.03 -1.08 -1.00 1.03 -1.01 1.03 -1.12 -1.02 -1.29 -1.50 -1.01 1.09
LOC10050654uncharacterized LOC10050 --- 0 --- 1.15 -1.44 -2.04 -1.28 -9.68 -1.33 -1.71 1.03 4.51 3.35 1.95 3.31
LOC10050654uncharacterized LOC10050 chr5p13  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP /// Ribosom -1.20 -1.10 1.08 1.08 1.06 -1.01 1.16 1.05 1.30 1.15 1.33 1.43
LOC10050654uncharacterized LOC10050 chr5p13  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP /// Ribosom -1.17 -1.34 -1.12 -1.06 1.14 1.03 1.12 1.04 1.08 -1.02 1.63 1.54
LOC10050654uncharacterized LOC10050 chr5p13  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP /// Ribosom -1.00 -1.01 1.25 -1.05 -1.09 1.12 -1.33 -1.18 -1.88 -1.99 -1.96 -1.88
LOC10050663uncharacterized LOC10050 chr5p12 0 --- 1.18 -1.31 1.09 1.07 -1.40 -1.02 -1.02 -1.36 -1.17 -1.03 -1.73 -2.14
LOC10050665uncharacterized LOC10050 --- 0 --- -1.09 -1.06 1.10 1.09 1.13 1.22 -1.59 -1.20 -3.30 -2.86 -4.12 -2.96
LOC10050665uncharacterized LOC10050 --- 0 --- 1.27 1.11 -1.03 -1.20 -1.03 1.06 -1.08 -1.00 -2.97 -2.17 -2.99 -4.13
LOC10050666uncharacterized LOC10050 --- 0 --- -1.18 -1.02 1.13 1.10 -1.04 -1.05 -1.01 -1.11 -2.23 -2.78 -1.35 -1.34
LOC1005067 endogenous Bornavirus-likechr9p13.2 0 --- 1.42 1.48 -1.19 -1.33 -1.07 -1.11 -1.08 -1.17 -1.06 -1.06 1.20 -1.21
LOC1005067 uncharacterized LOC10050 --- 0 --- 1.45 1.00 -1.07 1.41 -1.09 -1.18 -1.38 -1.14 -2.26 -1.80 -3.38 -4.78
LOC1005067 uncharacterized LOC10050 --- 0 --- -1.07 -1.14 -1.00 -1.21 1.09 -1.09 1.49 1.21 -1.48 -1.79 -1.18 -1.38
LOC10050673uncharacterized LOC10050 chr1p36 0 --- 2.01 1.74 -1.06 -1.09 -1.18 -1.29 -1.16 -1.11 -2.60 -1.77 -1.81 -1.80
LOC10050673uncharacterized LOC10050 --- 0 --- 1.44 -1.04 -2.51 -2.68 2.15 -3.15 6.41 18.34 -2.33 -4.06 5.26 7.11
LOC10050674uncharacterized LOC10050 --- 0 --- 1.38 1.30 1.21 1.15 -1.08 1.11 -1.19 -1.12 -1.98 -1.52 -1.65 -1.76
LOC10050679uncharacterized LOC10050 chr1q42-q43 0 --- -2.18 2.41 1.09 3.48 -3.90 1.08 -4.37 1.60 -1.46 -1.32 6.68 10.34
LOC10050679uncharacterized LOC10050 --- 0 --- -1.20 -1.28 1.04 1.56 1.04 -1.06 1.06 1.33 -1.86 -3.04 -1.77 -1.05
LOC10050682uncharacterized LOC10050 --- 0 --- 1.44 -1.10 -1.74 -5.44 -1.00 1.11 -1.92 1.94 1.31 -1.46 3.11 4.01
LOC10050683uncharacterized LOC10050 --- 0 --- 1.50 1.55 1.14 -1.15 1.57 1.33 -2.22 -1.66 -4.10 -3.87 -3.85 -3.59
LOC10050683uncharacterized LOC10050 --- 0 --- -1.04 1.03 -1.09 -1.13 -1.15 -1.12 -1.22 -1.11 -3.95 -2.25 -3.41 -3.08
LOC10050685uncharacterized LOC10050 --- 0 --- 1.03 1.59 1.22 1.36 -1.44 -1.27 -1.46 2.01 -1.29 1.01 -1.89 -2.37
LOC10050685uncharacterized LOC10050 --- 0 --- -3.22 -2.44 -1.33 -1.22 -1.08 -1.97 -2.53 1.65 6.97 5.09 1.56 3.57
LOC10050686uncharacterized LOC10050 --- 0 --- -1.52 -1.17 -1.24 1.15 -1.07 -1.38 -1.09 1.04 1.82 1.24 1.72 1.48
LOC10050689uncharacterized LOC10050 --- 0 --- 1.17 -1.25 1.56 2.25 -1.18 1.51 -1.75 1.19 2.11 2.87 4.42 2.35
LOC10050690putative POM121-like protechr5q13.2 /// chr5q20 --- 1.46 1.50 1.06 -1.08 -1.23 1.14 -1.31 -1.01 -2.27 -1.68 -1.87 -1.82
LOC10050690uncharacterized LOC10050 --- 0 --- 1.03 -1.09 -2.48 -1.09 1.55 1.06 -1.66 1.60 3.48 1.25 1.41 -1.45
LOC10050692uncharacterized LOC10050 --- 0 --- 1.03 -1.02 -1.02 -1.05 1.02 1.03 -1.27 -1.11 -1.55 -1.27 -2.28 -2.02
LOC10050694uncharacterized LOC10050 chr15q11.2 0 --- 1.29 1.23 1.15 -1.07 -1.10 1.06 -1.44 -1.12 -2.61 -1.84 -1.69 -1.80
LOC10050694uncharacterized LOC10050 chr15q11.2  RNA splicing mRNA_processing_binding_Reactome // Ge -1.04 1.04 -1.01 -1.01 1.02 -1.01 -1.09 -1.01 -1.15 -1.04 1.23 1.30
LOC10050696uncharacterized LOC10050 --- 0 --- 1.08 1.09 1.16 1.24 1.03 1.16 -1.63 -1.15 -3.91 -3.43 -3.22 -2.84
LOC10050696uncharacterized LOC10050 --- 0 --- 1.47 1.39 -1.22 1.08 1.29 1.25 -1.75 -1.62 -3.72 -3.52 -2.90 -2.89
LOC1005070 uncharacterized LOC10050 --- 0 --- 1.54 2.68 1.18 1.27 -1.20 -1.09 -1.49 -1.37 1.11 -1.01 -2.15 -1.71
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LOC10050702uncharacterized LOC10050 --- 0 --- -1.26 -1.06 -1.73 -1.02 1.69 1.84 1.06 -1.56 2.72 1.64 4.22 3.78
LOC10050705uncharacterized LOC10050 --- 0 --- -1.15 -1.26 1.48 1.63 1.07 -1.21 -1.57 -1.03 -2.50 -2.10 -1.70 -1.33
LOC10050705uncharacterized LOC10050 --- 0 --- -4.66 -1.13 -1.72 -2.63 2.35 3.71 7.29 5.93 7.19 1.20 3.42 2.61
LOC1005071 uncharacterized LOC10050 --- 0 --- 1.04 -1.23 -1.02 -1.40 1.55 1.41 1.12 1.13 -1.39 -1.91 -1.44 1.01
LOC10050714uncharacterized LOC10050 chr2q33 0 --- -1.01 1.21 -1.41 -5.24 1.18 1.01 1.09 -1.40 2.36 1.52 -1.09 1.10
LOC10050716uncharacterized LOC10050 --- 0 --- -1.22 -1.39 1.27 1.37 1.06 -1.27 1.10 1.31 5.30 3.59 8.28 5.85
LOC10050722uncharacterized LOC10050 --- 0 --- 5.53 5.51 -3.83 -1.03 -13.06 -2.92 2.05 2.31 -1.90 -2.79 1.81 3.41
LOC10050725uncharacterized LOC10050 --- 0 --- -2.46 -2.63 2.10 1.52 1.65 -1.04 1.04 -2.73 -1.49 -1.94 1.37 2.29
LOC10050726uncharacterized LOC10050 --- 0 --- 1.10 -1.14 -1.15 -1.53 -1.09 1.01 1.34 1.02 -1.89 -2.19 -2.29 -2.48
LOC10050726uncharacterized LOC10050 --- 0 --- -4.11 -4.22 1.73 2.31 -3.42 -2.12 2.89 2.73 2.81 2.12 -1.76 -1.21
LOC10050727uncharacterized LOC10050 --- 0 --- -1.30 1.21 -1.32 -1.36 -1.20 1.74 -2.93 1.66 2.90 2.30 -1.23 -3.59
LOC10050730uncharacterized LOC10050 --- 0 --- -1.23 -1.15 -1.16 -1.11 -1.01 -1.11 1.16 1.03 -1.32 -1.29 -1.39 -1.36
LOC1005073 uncharacterized LOC10050 --- 0 --- -1.02 -1.06 1.10 1.26 1.09 1.12 -1.15 1.13 -1.81 -1.80 -1.37 -1.26
LOC1005073 uncharacterized LOC10050 --- 0 --- -1.04 -1.36 -1.04 1.20 1.39 1.57 1.14 1.00 1.77 1.84 1.74 2.27
LOC1005073 uncharacterized LOC10050 --- 0 --- -1.13 -1.24 1.34 1.41 1.36 1.07 1.32 1.42 -1.35 -1.40 -1.98 -1.63
LOC10050733uncharacterized LOC10050 --- 0 --- 1.40 1.31 1.07 1.57 -2.12 -1.79 -2.62 -1.37 3.39 2.05 1.42 -1.28
LOC10050737uncharacterized LOC10050 --- 0 --- 1.02 1.11 1.40 1.49 1.21 -1.05 1.09 1.06 -1.30 1.07 -2.04 -1.87
LOC10050737uncharacterized LOC10050 --- 0 --- -1.04 1.02 1.33 1.52 1.09 -1.11 -1.09 -1.11 -1.93 -1.60 -2.07 -2.08
LOC10050746uncharacterized LOC10050 --- 0 --- -1.09 -1.17 1.10 1.05 -1.07 -1.15 -1.00 1.10 -1.31 -1.07 1.06 1.12
LOC10050746uncharacterized LOC10050 --- 0 --- -1.53 -2.05 -1.30 -1.01 1.20 1.32 1.02 1.05 -1.02 -1.17 -1.21 1.24
LOC10050746uncharacterized LOC10050 --- 0 --- -1.12 -3.65 -3.59 -4.01 -2.06 1.32 -4.09 -4.03 -1.26 -1.99 -6.52 2.21
LOC10050748uncharacterized LOC10050 --- 0 --- 1.00 1.30 1.15 1.25 1.03 -1.06 2.01 1.33 -3.38 -2.42 -2.82 -2.22
LOC10050750uncharacterized LOC10050 --- 0 --- -1.06 -1.10 -1.26 -1.05 1.13 -1.09 -1.02 -1.30 1.57 1.26 1.93 2.36
LOC10050750uncharacterized LOC10050 --- 0 --- -1.11 -1.07 -1.05 1.12 1.18 -1.02 1.08 -1.06 1.43 1.19 2.08 2.26
LOC10050753uncharacterized LOC10050 chr8p23.1 0 --- 1.05 -1.29 4.58 5.99 -1.12 2.36 9.03 11.48 1.89 2.96 1.24 -2.04
LOC10050753uncharacterized LOC10050 --- 0 --- 1.14 1.05 -1.10 -1.20 1.06 1.11 -1.01 1.10 -1.61 -1.45 -1.69 -1.98
LOC10050754uncharacterized LOC10050 chr6p21.32  response to biotic stimulus --- -1.23 -1.30 -1.03 1.32 -1.04 -1.16 -1.22 1.26 1.11 1.07 1.06 1.70
LOC10050754uncharacterized LOC10050 chr6p21.32  response to biotic stimulus --- -1.07 -1.08 -1.09 1.02 1.02 -1.22 1.03 1.08 1.27 1.53 1.57 1.80
LOC10050757uncharacterized LOC10050 chr16q12.1  ATP catabolic process --- 1.07 -1.03 1.15 1.17 1.10 1.28 -1.07 -1.07 -1.61 -1.38 -1.24 -1.15
LOC10050757uncharacterized LOC10050 chr16q12.1  ATP catabolic process --- 1.21 1.09 1.14 1.31 -1.16 -1.04 1.18 1.35 -1.51 -1.52 -1.51 -1.35
LOC10050758uncharacterized LOC10050 --- 0 --- -1.25 -1.10 -1.02 1.26 1.10 -1.29 1.38 1.18 -1.37 -1.12 -3.15 -1.73
LOC10050758uncharacterized LOC10050 --- 0 --- 1.33 1.35 -1.65 -1.19 -1.19 -1.22 1.18 1.12 1.92 1.53 -1.60 -1.04
LOC10050760uncharacterized LOC10050 --- 0 --- -1.06 -1.15 1.12 1.28 1.25 -1.20 1.08 -1.02 1.15 1.11 -1.46 -1.01
LOC10050763uncharacterized LOC10050 chr1p32.3 0 --- -1.16 1.41 -1.26 -1.43 -1.55 -1.10 -2.11 1.03 1.08 1.28 -3.48 -2.17
LOC10050763uncharacterized LOC10050 chr1p32.3 0 --- -1.21 -1.07 -1.05 1.09 -1.08 1.19 -1.08 -1.40 -2.42 -2.47 -2.22 -2.30
LOC10050764uncharacterized LOC10050 --- 0 --- 1.15 -1.11 2.24 2.53 1.31 -1.18 1.12 -1.05 -2.13 -5.74 -1.66 -2.74
LOC10050767uncharacterized LOC10050 --- 0 Nuclear_Receptors // GenMAPP 1.30 1.07 1.18 1.04 1.46 1.35 -1.37 -1.14 1.05 -1.38 -2.03 -3.21
LOC10050840uncharacterized LOC10050 chr11p15  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP /// Ribosom 1.04 1.06 -1.02 -1.02 1.00 -1.01 1.27 1.08 1.38 1.05 1.11 1.06
LOC10050919uncharacterized LOC10050 --- 0 --- -1.48 1.22 -1.03 -1.51 -1.39 -1.32 1.34 1.16 2.25 2.37 -3.54 -1.64
LOC10050930uncharacterized LOC10050 --- 0 --- 1.26 -1.20 -1.04 1.33 -1.00 -1.26 -1.11 -1.07 -9.04 -6.20 -12.35 -7.75
LOC10050948uncharacterized LOC10050 chr9p22.1  response to organic cyclic compound --- -1.01 -1.10 1.01 1.08 1.15 1.01 1.75 1.27 1.94 2.74 1.91 2.55
LOC10050954uncharacterized LOC10050 chr12q13.13 0 --- 1.79 1.35 1.11 1.16 1.56 1.48 1.36 1.26 -2.97 -1.85 -3.72 -3.83
LOC10050963uncharacterized LOC10050 --- 0 --- -1.30 -1.23 -1.09 -1.23 1.15 1.03 -1.45 -1.08 -3.10 -2.44 -3.30 -3.90
LOC10050963uncharacterized LOC10050 --- 0 --- -1.32 -1.56 1.11 1.20 -1.08 1.07 -1.18 -1.07 -3.41 -2.24 -3.05 -3.12
LOC1005098 uncharacterized LOC10050 --- 0 --- 2.13 -2.48 -1.05 -1.33 -4.97 -2.28 -1.35 1.13 1.98 1.76 -1.52 -2.97
LOC10052796uncharacterized LOC10052 --- 0 --- 1.00 -1.80 1.35 1.41 -1.03 -1.18 -1.03 1.22 -2.23 -2.50 -3.05 -3.09
LOC1006309 uncharacterized LOC10063 --- 0 --- 1.16 1.13 1.24 1.08 1.02 -1.00 1.21 1.10 1.14 1.13 2.15 2.50
LOC10063092LOC100289561-PRKRIP1 chr7q22.1 0 --- -1.18 -1.28 -1.42 -1.01 1.27 1.14 -1.34 1.03 -1.00 1.23 1.01 1.01
LOC10063137uncharacterized LOC10063 chr1q25.1 0 --- -1.08 -1.46 1.14 1.14 1.04 1.05 1.15 -1.00 -2.04 -2.46 -1.97 -1.75
LOC10065277uncharacterized LOC10065 --- 0 --- -1.57 -1.31 1.27 1.45 1.26 1.09 1.23 1.13 -1.03 -1.08 1.69 1.41
LOC10065277uncharacterized LOC10065 --- 0 --- 1.04 -1.01 1.00 -1.04 1.14 1.18 -1.38 -1.25 -1.47 -1.34 -1.18 -1.24
LOC10065277uncharacterized LOC10065 chr18q21.1 0 --- 1.54 1.14 -1.38 -1.03 -6.31 1.30 2.76 -2.95 7.48 -1.35 8.37 1.98
LOC10065293uncharacterized LOC10065 chr20q /// chr20q13. proteolysis --- 1.11 1.10 -1.05 1.16 -1.14 1.13 -1.01 1.37 -1.16 -1.04 -1.62 -1.43
LOC10065308uncharacterized LOC10065 --- 0 --- -1.08 1.13 -1.30 1.10 -1.28 -1.00 1.44 1.68 2.71 1.83 4.84 2.96
LOC10065320uncharacterized LOC10065 --- 0 --- 1.13 -1.04 1.05 1.16 -1.01 -1.03 1.00 -1.13 -1.25 -1.19 -1.75 -1.53
LOC10086267uncharacterized LOC10086 chr16p /// chr16p11. transcription, DNA-dependent --- -1.05 -1.01 -1.10 -1.52 -1.11 1.06 1.03 -1.22 1.00 -1.09 1.54 1.84
LOC10086267uncharacterized LOC10086 chr16p /// chr16p11. transcription, DNA-dependent --- 1.09 1.01 -1.32 -1.45 1.18 1.17 1.06 -1.04 1.10 1.02 1.03 1.24
LOC10099625uncharacterized LOC10099 chr2q37.1  angiogenesis --- -1.00 1.02 -1.06 -1.03 -1.09 1.01 -1.08 -1.07 -1.05 -1.04 -1.19 -1.28
LOC10099625uncharacterized LOC10099 --- 0 --- -2.82 -1.01 1.04 -1.60 -1.03 1.15 1.12 -1.14 -1.52 -1.56 2.06 2.90
LOC10099629uncharacterized LOC10099 --- 0 G_Protein_Signaling // GenMAPP -1.05 1.17 1.09 -1.19 1.13 -1.09 1.19 -1.01 1.43 1.35 1.26 1.33
LOC10099630uncharacterized LOC10099 --- 0 --- -1.29 -1.88 -1.48 1.55 2.56 1.92 -1.18 1.52 -1.71 -1.37 -1.32 1.18
LOC10099634putative uncharacterized pro--- 0 --- -1.28 -1.40 -1.14 1.05 -1.18 -1.07 -1.34 1.04 -1.77 -1.71 -3.43 -2.37
LOC10099634putative uncharacterized pro--- 0 --- 1.23 1.41 -1.57 -1.40 -1.01 -1.09 -1.01 -1.11 -2.06 -3.59 -3.23 -2.95
LOC10099636uncharacterized LOC10099 --- 0 --- 1.06 1.04 -1.05 -1.02 1.10 1.12 -1.02 -1.02 -1.63 -1.39 -2.88 -2.93
LOC10099638uncharacterized LOC10099 --- 0 --- -1.04 -1.03 1.20 1.25 1.16 1.23 -1.29 -1.18 -4.20 -2.83 -3.29 -3.19
LOC10099640uncharacterized LOC10099 chr18q12 0 --- 2.44 -1.10 -1.38 -2.05 -2.72 1.04 -1.22 1.83 2.19 3.61 -2.03 -1.40
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LOC10099642uncharacterized LOC10099 --- 0 --- -1.12 -1.98 1.06 1.13 1.15 -1.27 1.45 1.17 -1.43 -1.61 -1.93 -1.36
LOC10099643uncharacterized LOC10099 chr16q23.2 0 --- 1.07 1.00 1.17 1.05 -1.03 1.07 -1.32 -1.13 1.08 1.12 1.37 1.26
LOC10099645uncharacterized LOC10099 --- 0 --- -3.96 -3.97 -1.11 1.90 4.84 2.62 1.91 1.52 1.66 3.55 -1.23 1.45
LOC10099646metastasis-associated lung a--- 0 --- -1.03 1.01 -1.00 1.13 -1.03 1.03 -1.02 1.16 -1.34 -1.26 -1.11 -1.00
LOC10099647uncharacterized LOC10099 chr12p12.3  signal transduction --- 1.16 1.14 -1.10 -1.25 -1.08 -1.04 -1.23 -1.02 1.12 1.13 1.35 -1.04
LOC10099647uncharacterized LOC10099 chr12p12.3  signal transduction --- -1.47 -2.12 1.63 1.41 -1.96 -1.61 1.30 1.11 1.92 1.96 1.10 1.66
LOC10099647uncharacterized LOC10099 chr12p12.3  signal transduction --- -1.01 -1.21 1.15 1.51 -1.57 -1.34 -1.52 -1.73 -1.38 -1.19 1.89 1.72
LOC10099647uncharacterized LOC10099 chr12p12.3  signal transduction --- -1.11 -1.12 1.07 -1.39 1.02 1.16 -1.09 1.10 1.67 1.35 1.65 1.47
LOC10099648DNA primase large subunit chr6p12-p11.1  G1 DNA_replication_Reactome // GenMAPP /// 1.34 1.06 1.01 1.15 1.06 1.09 -1.38 -1.03 1.03 1.18 1.68 1.38
LOC10099648DNA primase large subunit chr6p12-p11.1  G1 DNA_replication_Reactome // GenMAPP /// -1.20 1.34 1.24 1.68 -1.52 -1.08 1.13 -1.23 1.58 -1.07 1.80 -1.02
LOC10099648DNA primase large subunit chr6p12-p11.1  G1 DNA_replication_Reactome // GenMAPP /// 1.05 1.03 -1.08 1.04 -1.00 1.11 1.24 1.19 1.44 1.30 1.29 1.28
LOC10099648uncharacterized LOC10099 --- 0 --- -1.01 -1.20 1.09 1.04 1.20 -1.02 -1.01 1.01 -1.90 -1.76 -2.10 -2.17
LOC10099649uncharacterized LOC10099 --- 0 --- -1.45 1.02 -1.38 1.34 -1.56 1.95 1.14 1.15 2.68 5.09 1.93 1.85
LOC10099649uncharacterized LOC10099 --- 0 --- -1.02 -1.24 1.02 1.10 -1.07 1.02 1.72 1.56 -2.68 -2.27 -2.18 -1.65
LOC10099649uncharacterized LOC10099 chr1p34.3  negative regulation of transcription from --- 1.06 1.07 -1.04 -1.03 -1.09 1.02 -1.40 -1.20 -2.12 -2.17 -1.22 -1.48
LOC10099649uncharacterized LOC10099 chr1p34.3  negative regulation of transcription from --- 1.36 1.49 1.04 -1.27 -1.14 -1.04 -2.21 -1.45 -2.44 -5.10 -1.17 -1.86
LOC10099650all-trans-retinol 13,14-reducchr2p11.2  retinol metabolic process --- -1.22 -1.25 1.15 1.29 1.39 1.45 -1.31 -1.04 1.16 1.07 1.27 1.46
LOC1009965 uncharacterized LOC10099 --- 0 --- 1.30 1.05 1.22 1.20 1.21 1.07 1.04 -1.05 -2.77 -1.80 -2.40 -2.41
LOC10099653uncharacterized LOC10099 --- 0 --- -1.30 -1.08 1.58 1.50 1.72 1.94 1.01 -1.05 -2.26 -2.12 -2.07 -4.73
LOC10099654uncharacterized LOC10099 --- 0 GPCRDB_Class_C_Metabotropic_glutamate 1.33 -2.12 -2.16 -2.33 1.36 -2.25 11.44 9.28 -1.02 1.34 -1.32 1.83
LOC10099657uncharacterized LOC10099 --- 0 --- -1.05 -1.14 1.07 1.01 1.10 1.02 1.06 1.15 -1.28 -1.08 -2.09 -1.54
LOC10099657uncharacterized LOC10099 --- 0 --- -1.02 1.07 1.09 1.28 -1.16 1.06 -1.65 -1.48 -2.49 -2.48 -5.57 -3.51
LOC10099657uncharacterized LOC10099 --- 0 --- 1.32 1.28 -1.07 -1.07 1.04 -1.04 -1.67 -1.01 -3.49 -2.38 -5.83 -4.57
LOC10099659uncharacterized LOC10099 --- 0 --- 1.50 1.62 1.19 1.13 -1.24 -1.56 1.87 1.09 -1.73 -1.07 -1.80 -1.94
LOC10099659uncharacterized LOC10099 --- 0 --- 1.10 1.29 -1.01 -1.08 -1.11 -1.00 -1.35 -1.13 -2.00 -1.79 -2.12 -2.54
LOC1009966 uncharacterized LOC10099 --- 0 --- -1.15 -1.10 1.08 -1.01 1.14 1.13 -1.31 -1.39 -1.01 1.19 1.03 1.43
LOC1009966 uncharacterized LOC10099 --- 0 --- 1.03 -1.03 1.16 1.15 1.12 1.14 -1.03 -1.02 -1.03 1.07 1.07 1.23
LOC10099662uncharacterized LOC10099 chr1p22.2  transcription, DNA-dependent --- 1.09 -1.04 1.17 -1.16 -1.00 -1.07 1.12 1.15 -1.54 -1.23 1.50 1.39
LOC10099662proline-rich nuclear recepto chr1p36.11  nuclear-transcribed mRNA catabolic proc--- -1.00 1.01 -1.14 -1.11 -1.07 1.03 -1.31 -1.14 -1.35 -1.16 -1.44 -1.40
LOC10099662uncharacterized LOC10099 chr4q21.1  cell morphogenesis --- -1.06 -1.09 1.06 1.08 -1.00 -1.04 1.44 1.29 1.50 1.32 1.62 1.45
LOC10099662uncharacterized LOC10099 chr4q21.1  cell morphogenesis --- 1.04 1.06 1.10 -1.05 1.09 1.07 1.03 1.07 -1.14 -1.51 -1.25 -1.38
LOC10099664monofunctional C1-tetrahydchr6q25.1  one-carbon metabolic process --- -1.00 1.04 1.04 1.03 -1.05 1.07 1.06 -1.01 1.17 1.11 1.07 -1.02
LOC10099664monofunctional C1-tetrahydchr6q25.1  one-carbon metabolic process --- 1.20 1.10 1.05 -1.08 1.26 1.09 1.69 1.38 1.66 1.49 1.55 1.35
LOC10099665serine/arginine-rich splicingchr1p36.11  assembly of spliceosomal tri-snRNP mRNA_processing_Reactome // GenMAPP -1.06 -1.01 1.06 1.09 1.20 1.00 1.01 -1.10 -1.20 -1.32 -1.11 -1.38
LOC10099665serine/arginine-rich splicingchr1p36.11  assembly of spliceosomal tri-snRNP mRNA_processing_Reactome // GenMAPP 1.26 1.22 1.02 1.02 -1.08 1.05 -1.35 -1.41 -2.01 -1.85 -1.59 -2.21
LOC10099665serine/arginine-rich splicingchr1p36.11  assembly of spliceosomal tri-snRNP mRNA_processing_Reactome // GenMAPP 1.00 1.05 1.01 -1.05 1.05 1.08 -1.33 -1.24 -1.56 -1.38 -1.36 -1.45
LOC10099665serine/arginine-rich splicingchr1p36.11  assembly of spliceosomal tri-snRNP mRNA_processing_Reactome // GenMAPP 1.06 1.02 -1.12 1.00 1.10 -1.02 -1.36 -1.22 -1.77 -1.43 -1.66 -1.67
LOC10099666uncharacterized LOC10099 --- 0 --- -1.52 3.15 1.78 1.67 -2.44 -1.62 1.90 -1.24 1.53 1.12 1.63 1.67
LOC10099666uncharacterized LOC10099 chr10p11.2  negative regulation of transcription from Hypertrophy_model // GenMAPP -1.10 -1.08 1.01 -1.56 -1.24 -1.13 -1.51 -1.02 2.13 1.94 2.30 1.76
LOC10099666uncharacterized LOC10099 chr10p11.2  negative regulation of transcription from Hypertrophy_model // GenMAPP 1.01 1.02 1.06 1.03 -1.05 1.07 -1.19 -1.10 1.12 1.34 1.33 1.32
LOC10099666uncharacterized LOC10099 chr10p11.2  negative regulation of transcription from Hypertrophy_model // GenMAPP 1.02 1.10 1.24 -1.11 1.01 -1.03 -1.01 -1.01 1.27 1.26 2.05 1.62
LOC10099666uncharacterized LOC10099 chr10p11.2  negative regulation of transcription from Hypertrophy_model // GenMAPP 1.06 -1.11 2.31 1.88 1.15 1.25 2.09 2.34 -1.29 -1.33 1.41 1.37
LOC10099672myomegalin-like /// myomechr1q12 /// chr1q21. cellular protein complex assembly --- 1.12 1.08 1.06 -1.29 1.05 1.11 -1.19 -1.14 1.19 1.20 1.65 1.29
LOC10099672myomegalin-like /// myomechr1q12 /// chr1q21. cellular protein complex assembly --- -1.05 -1.11 -1.06 -1.26 1.14 1.03 -1.22 -1.06 -1.01 1.01 1.34 1.05
LOC10099672myomegalin-like /// myomechr1q12 /// chr1q21. cellular protein complex assembly --- 1.07 -1.27 1.09 1.08 1.17 1.25 -1.57 -1.36 1.12 1.26 1.11 1.26
LOC10099672myomegalin-like /// myomechr1q12 /// chr1q21. cellular protein complex assembly --- 2.09 -1.10 1.18 1.12 -1.22 1.06 1.05 1.07 -3.13 -1.91 1.53 1.58
LOC10099672peptidyl-prolyl cis-trans iso chr1q21.1 /// chr1q2 protein peptidyl-prolyl isomerization --- -1.14 -1.45 -1.08 1.01 -1.26 -1.44 -2.19 -1.56 1.64 1.43 -1.08 1.07
LOC10099675uncharacterized LOC10099 chr12q21  cyclic nucleotide metabolic process --- 1.13 1.29 -1.32 -1.26 -1.12 1.02 -1.62 -1.31 2.17 2.40 1.16 1.04
LOC10099675uncharacterized LOC10099 chr12q21 /// chr1q2  cyclic nucleotide metabolic process --- 1.01 -1.02 1.10 1.01 -1.04 1.01 -1.07 -1.11 1.32 1.31 1.38 1.22
LOC10099675uncharacterized LOC10099 --- 0 --- -1.18 -1.15 -1.22 -1.28 1.31 1.14 1.13 -1.30 1.04 -1.03 1.94 2.72
LOC10099677protein FRG1-like --- 0 --- 1.24 1.15 1.21 1.05 -1.33 -1.09 -1.10 -1.07 1.34 1.39 -1.45 -1.71
LOC10099679dual specificity mitogen-actchr17q11.2  MAPK cascade Integrin-mediated_cell_adhesion_KEGG // G -1.02 1.15 1.01 -1.22 -1.06 -1.06 1.01 1.11 1.45 1.42 1.33 1.17
LOC10099679dual specificity mitogen-actchr17q11.2  MAPK cascade Integrin-mediated_cell_adhesion_KEGG // G -1.15 -1.00 -1.20 -1.18 -1.01 -1.14 1.13 1.02 1.59 1.18 1.26 1.21
LOC1009968 uncharacterized LOC10099 chr16q24.3 0 --- 1.31 1.45 -1.04 -1.32 -1.05 -1.05 -1.21 1.03 -3.22 -3.13 -3.13 -4.19
LOC1009968 uncharacterized LOC10099 chr17p13.3  transport --- -1.07 1.09 1.28 -1.33 -1.07 1.12 -1.42 1.15 -1.92 1.01 1.07 1.01
LOC10099687uncharacterized LOC10099 --- 0 --- 1.03 -1.39 -1.31 -1.18 1.75 1.53 -1.46 -1.33 -6.98 -4.11 -4.75 -4.52
LOC10099687uncharacterized LOC10099 --- 0 --- -1.28 -1.10 1.20 1.26 -1.05 -1.09 -1.03 -1.04 -2.47 -2.23 -2.84 -2.72
LOC10099690uncharacterized LOC10099 chr5p15.33 0 --- -1.21 1.02 -1.05 -1.17 1.49 1.26 1.01 -1.79 1.16 -1.42 2.52 2.17
LOC10099690uncharacterized LOC10099 chr5p15.33 0 --- 2.51 -1.99 -1.16 -1.22 2.18 1.72 1.24 -1.16 -1.85 -2.03 3.59 2.33
LOC10099692uncharacterized LOC10099 --- 0 --- -1.00 -1.04 -1.05 -1.01 1.06 -1.02 -1.20 1.06 -1.80 -1.57 -1.54 -1.36
LOC1010599 mucin-5AC-like /// mucin 5 chr11p15.5  cell adhesion --- -1.20 1.75 1.38 1.14 1.35 2.40 -1.13 -1.55 1.02 -2.33 1.88 1.20
LOC10105999uncharacterized LOC10105 chr11q13.2  DNA replication --- -1.09 1.07 -1.02 -1.03 1.16 1.02 -1.20 -1.06 1.26 -1.05 -1.01 1.03
LOC10106002uncharacterized LOC10106 --- 0 --- 1.13 -1.01 -1.03 -1.17 -1.21 -1.10 -1.26 -1.09 -2.50 -2.11 -2.83 -2.76
LOC10106002uncharacterized LOC10106 chr21q22.12 0 --- -1.07 -1.00 1.00 -1.05 1.05 -1.04 1.16 1.10 -1.23 -1.32 -1.05 -1.17
LOC10106009uncharacterized LOC10106 --- 0 --- -8.16 -1.93 1.59 1.47 -2.03 1.36 1.88 2.65 3.93 1.80 2.08 2.02
LOC10106014uncharacterized LOC10106 chr3q28 0 --- 1.54 -1.86 -1.01 -1.27 1.96 1.75 -1.64 -1.28 -2.81 -2.74 -2.74 -1.85
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LOC10106014uncharacterized LOC10106 --- 0 --- -1.02 1.08 1.04 1.10 1.09 1.04 1.12 1.08 -1.49 -1.36 -1.89 -1.76
LOC10106017uncharacterized LOC10106 chr11p11  methylation --- -1.09 -1.06 1.04 1.20 -1.07 -1.09 -1.12 -1.10 -1.53 -1.48 -1.21 -1.08
LOC10106023thymosin beta-15B-like /// t chrXq21.33-q22.3 // cytoskeleton organization --- 1.01 1.07 -1.04 1.20 1.01 -1.26 -1.35 1.02 -1.76 -1.52 -3.03 -3.20
LOC10106023thymosin beta-15B-like /// t chrXq21.33-q22.3 // cytoskeleton organization --- -1.05 -1.15 1.10 1.50 -1.19 -1.28 -1.49 -1.35 -1.36 1.01 -2.06 -2.52
LOC10106028vesicular, overexpressed in chr7p11.2  transcription, DNA-dependent --- -1.04 -1.00 1.01 1.00 1.02 -1.02 1.02 -1.02 1.12 1.10 -1.05 -1.01
LOC1010603 neurogenic locus notch homchr1p13-p11 /// chr1 in utero embryonic development --- -1.04 -1.10 -1.02 1.07 1.01 -1.12 1.28 1.20 1.38 1.20 1.51 1.65
LOC10106036peptidyl-prolyl cis-trans iso chr7p13  protein peptidyl-prolyl isomerization --- -1.03 1.00 -1.03 1.00 -1.02 -1.00 -1.06 -1.05 -1.02 1.11 -1.15 -1.07
LOC10106036peptidyl-prolyl cis-trans iso chr7p13  protein peptidyl-prolyl isomerization --- -1.61 -1.16 -1.13 1.04 1.46 1.77 1.26 -1.25 -3.40 -1.68 -1.28 -1.11
LOC10106037dimethylaniline monooxyge---  oxidation-reduction process --- -5.86 -3.76 -1.27 -1.01 11.18 7.63 -12.90 -1.32 10.09 8.35 1.27 1.63
LOC10106037nodal modulator 1-like /// Nchr16p12.3 /// chr160 --- -1.04 -1.07 -1.01 1.07 1.00 -1.07 1.08 1.00 1.22 1.15 1.15 1.26
LOC10106037nodal modulator 1-like /// Nchr16p12.3 /// chr160 --- -1.11 -1.07 -1.17 -1.03 1.07 -1.04 1.13 1.07 1.24 1.03 1.01 1.20
LOC10106037uncharacterized LOC10106 --- 0 --- -1.28 -1.08 1.44 1.30 1.50 1.44 1.30 -1.25 -2.52 -1.66 -3.95 -2.26
LOC10106040uncharacterized LOC10106 --- 0 --- 2.70 1.26 2.03 1.95 -5.39 -1.28 1.81 1.26 -1.04 -1.30 1.55 1.59
LOC1010604 uncharacterized LOC10106 --- 0 --- -1.06 -1.20 1.03 -1.11 1.35 1.06 1.12 1.33 -1.59 -2.13 -1.08 -1.02
LOC10106043E3 SUMO-protein ligase PI chr1q21  transcription, DNA-dependent --- 1.02 1.08 -1.10 -1.10 -1.11 -1.05 -1.03 1.15 1.09 1.18 -1.06 1.04
LOC10106043pyridoxal-dependent decarbchr16p13.11  metabolic process --- 1.33 1.54 1.11 1.17 1.22 1.28 1.50 2.56 -2.22 -2.97 -3.59 -3.15
LOC10106043pyridoxal-dependent decarbchr16p13.11  metabolic process --- 1.12 1.08 1.05 -1.05 1.01 -1.00 -1.07 -1.17 1.08 1.01 1.41 1.39
LOC10106043pyridoxal-dependent decarbchr16p13.11 /// chr1 metabolic process --- 1.31 -1.14 1.74 1.27 1.10 1.25 1.40 -1.38 1.87 1.25 1.16 1.78
LOC10106044TBC1 domain family membchr17q12 /// chr17q2 protein polyubiquitination --- -1.10 -1.08 1.04 1.16 1.12 -1.00 1.37 1.14 1.14 1.13 1.01 1.13
LOC10106046DNA-directed RNA polymechr1q21.1  transcription, DNA-dependent --- 1.06 -1.03 -1.03 1.04 1.08 1.10 -1.04 1.03 -1.93 -2.10 -1.94 -1.69
LOC10106046DNA-directed RNA polymechr1q21.1  transcription, DNA-dependent --- -1.13 -1.18 1.04 1.05 1.19 1.11 -1.01 1.03 -1.80 -2.21 -1.61 -1.52
LOC10106047E3 ubiquitin-protein ligase Rchr1q21.1  protein ubiquitination --- -1.05 -1.01 1.05 -1.02 1.07 -1.04 1.05 -1.08 -1.24 -1.19 -1.04 -1.23
LOC10106047E3 ubiquitin-protein ligase Rchr1q21.1  protein ubiquitination --- 1.03 -1.16 1.08 1.05 -1.03 -1.00 -1.03 -1.03 -1.73 -1.66 -1.35 -1.38
LOC10106050thioredoxin-interacting prot chr1q21.1  negative regulation of transcription from --- 1.02 1.11 1.32 1.04 1.08 1.14 -2.08 -1.58 1.08 1.05 1.53 1.39
LOC10106050thioredoxin-interacting prot chr1q21.1  negative regulation of transcription from --- -1.06 1.06 1.17 1.08 1.13 1.11 -2.18 -1.63 1.06 1.11 1.44 1.49
LOC10106050thioredoxin-interacting prot chr1q21.1  negative regulation of transcription from --- 1.11 1.21 1.13 1.09 -1.01 1.06 -1.78 -1.48 1.23 1.09 1.26 1.27
LOC1010605 5'-AMP-activated protein kichr1q21.1  energy reserve metabolic process Fatty_Acid_Synthesis // GenMAPP -1.07 1.02 1.05 1.09 -1.03 -1.10 1.05 -1.00 -1.01 1.09 -1.39 -1.20
LOC10106052DNA-directed RNA polymechr16p12.2  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP 1.00 1.03 -1.05 -1.03 1.03 -1.01 1.15 1.18 1.22 1.21 1.31 1.25
LOC10106052baculoviral IAP repeat-cont chr5q13.2  apoptotic process --- -1.16 1.32 1.24 1.10 1.14 1.21 1.03 -1.45 -2.30 -1.71 -2.56 -1.92
LOC10106052baculoviral IAP repeat-cont chr5q13.2  apoptotic process --- 1.06 1.08 1.27 1.04 -1.02 -1.08 -1.01 1.08 -1.87 -2.53 -2.49 -2.29
LOC10106054RNA-binding protein 8A-likchr1q21.1  nuclear-transcribed mRNA catabolic proc--- -1.06 -1.03 1.00 -1.06 1.12 1.04 -1.07 1.01 -1.36 -1.18 -1.35 -1.19
LOC10106054RNA-binding protein 8A-likchr1q21.1  nuclear-transcribed mRNA catabolic proc--- -1.16 -1.12 1.00 -1.04 1.23 1.02 1.03 -1.15 -1.41 -1.30 -1.36 -1.21
LOC10106054RNA-binding protein 8A-likchr1q21.1  nuclear-transcribed mRNA catabolic proc--- 1.00 1.04 1.03 -1.04 1.00 -1.03 1.07 1.03 1.43 1.23 1.22 1.16
LOC10106056peroxisomal membrane protchr1q21.1  peroxisome organization --- -1.06 -1.12 -1.04 -1.03 1.07 1.08 -1.02 1.01 -1.10 1.01 -1.23 -1.25
LOC10106068uncharacterized LOC10106 --- 0 --- 1.20 1.06 1.31 1.13 1.12 -1.04 1.08 1.00 1.47 1.20 1.44 1.65
LOC10106068uncharacterized LOC10106 chr19q13.43 /// chr2 translation --- 1.04 1.04 1.01 -1.35 -1.09 1.20 -1.18 -1.11 -2.33 -2.11 -2.58 -2.41
LOC10106069uncharacterized LOC10106 chr10q23.2 0 --- 1.27 1.09 1.08 1.04 1.16 1.08 1.08 1.03 1.07 -1.10 -1.09 -1.44
LOC1010607 uncharacterized LOC10106 --- 0 --- 1.22 1.14 1.07 -1.01 1.31 1.41 -1.38 -1.08 -1.74 -2.07 -2.79 -2.64
LOC10106072structure-specific endonuclechr16p11.2  double-strand break repair via homologou--- -1.05 -1.12 -1.03 1.09 -1.06 -1.04 -1.01 1.20 1.22 1.29 1.03 1.18
LOC113230 uncharacterized LOC11323 chr19p13.12 0 --- 1.05 1.02 1.27 -1.10 1.06 1.17 -1.01 1.01 -1.03 1.32 1.40 1.91
LOC128322 //nuclear transport factor 2-likchr16q22.1 /// chr1p protein export from nucleus --- 1.09 1.02 1.03 1.00 1.03 -1.04 -1.18 -1.08 1.47 1.36 -1.21 -1.10
LOC142937 uncharacterized protein BC0chr10p15.1 0 --- 3.53 1.12 1.17 1.70 1.58 1.82 2.22 1.03 -1.47 -1.83 -1.32 -1.77
LOC145474 uncharacterized LOC14547 chr14q24.2 0 --- 1.49 1.26 -1.12 -1.19 -1.38 -1.40 1.13 -1.04 -2.12 -1.84 -2.60 -2.94
LOC145757 uncharacterized LOC14575 chr15q26.3 0 --- -1.52 -1.23 1.09 1.25 1.06 1.04 -1.37 1.06 -1.03 -1.37 -1.88 -1.70
LOC145783 uncharacterized LOC14578 chr15q21.3 0 --- -1.04 -1.01 -1.19 1.11 1.13 -1.23 -1.16 1.06 -2.39 -2.48 -3.15 -2.12
LOC146513 uncharacterized LOC14651 chr16q24.1 0 --- 1.32 -2.50 -4.32 -1.20 -2.36 -2.01 -1.14 -1.43 4.53 5.85 2.05 1.96
LOC148413 uncharacterized LOC14841 chr1p36.33 0 --- 1.03 1.03 1.04 1.07 1.12 -1.06 1.14 1.08 -1.29 -1.33 -1.29 -1.12
LOC150381 uncharacterized LOC15038 chr22q13.31 0 --- 1.10 1.07 1.04 1.01 1.04 -1.01 -1.28 -1.02 -1.04 -1.08 -1.69 -1.34
LOC151009 //uncharacterized LOC15100 chr2q13 0 --- -1.07 -1.04 1.06 1.08 1.05 -1.17 -1.23 -1.25 1.13 -1.18 1.32 1.38
LOC151657 uncharacterized LOC15165 chr3q13.12 0 --- 2.68 1.96 -1.42 -1.02 -1.41 -1.02 -1.83 1.31 -1.17 -1.36 -3.18 -1.13
LOC152225 uncharacterized LOC15222 chr3q12.3 0 --- 3.40 5.33 -1.44 -6.36 -4.22 -1.58 1.07 2.28 -1.09 1.13 -1.18 1.64
LOC152274 uncharacterized LOC15227 chr3p25.1 0 --- 1.51 2.67 4.48 2.28 1.34 -1.03 10.61 13.15 2.96 -2.44 -1.04 2.42
LOC152742 uncharacterized LOC15274 chr4p15.33 0 --- 1.40 1.06 1.04 1.04 1.29 1.19 -1.06 -1.12 -7.56 -7.62 -5.58 -8.19
LOC153546 uncharacterized LOC15354 chr5p13.3 0 --- -1.00 -1.04 1.01 1.14 1.08 -1.02 1.07 1.14 1.04 1.00 -1.38 -1.13
LOC153682 uncharacterized LOC15368 chr5p13.1 0 --- 1.12 -1.77 1.03 -1.20 -1.37 -1.53 1.56 1.15 -1.00 1.43 1.52 1.49
LOC153684 uncharacterized LOC15368 chr5p12 0 --- -1.13 -1.15 1.28 1.11 -1.07 1.02 1.09 1.05 -2.05 -2.67 -2.18 -3.42
LOC154761 family with sequence similachr7q35 0 --- -1.04 -1.15 1.43 1.13 1.20 1.04 1.59 1.09 2.76 2.94 -1.29 1.37
LOC157273 uncharacterized LOC15727 chr8p23.1 0 --- 1.03 2.01 1.08 1.28 -14.14 -2.26 2.40 1.11 1.79 1.00 -1.00 1.54
LOC157503 uncharacterized LOC15750 chr8q11.23 0 --- 1.33 -1.84 1.57 1.86 3.22 4.74 -4.30 1.08 1.00 -1.07 3.12 2.24
LOC157562 uncharacterized LOC15756 chr8q22.3 0 --- 1.16 -1.11 -1.02 -1.15 1.05 1.23 -1.02 -1.02 1.55 1.61 1.33 1.58
LOC158402 uncharacterized LOC15840 chr9q32 0 --- -1.03 1.41 -1.25 1.18 1.00 1.19 -1.17 -1.05 -1.43 -2.34 -2.20 -2.80
LOC158863 uncharacterized LOC15886 chrXq13.1 0 --- -1.46 1.13 1.77 1.25 1.59 1.69 -1.04 1.03 -2.80 -2.56 -2.56 -2.55
LOC158960 uncharacterized protein BC0chrXq28 0 --- -1.03 -1.09 1.05 -1.02 1.04 -1.02 -1.31 -1.03 -1.88 -1.72 1.01 1.11
LOC1720 dihydrofolate reductase pseuchr2p12 0 --- 1.18 1.85 -1.74 -1.55 -1.00 1.43 -1.17 -1.02 1.42 -1.30 -1.80 -1.42
LOC201651 arylacetamide deacetylase ( chr3q25.1 0 --- 1.07 1.12 1.02 1.25 -1.48 -1.01 -1.02 1.03 -6.82 -9.18 -12.58 -21.00
LOC202781 uncharacterized LOC20278 chr7q36.2 0 --- 1.13 1.01 1.02 1.15 1.09 1.15 1.11 1.18 1.15 1.20 1.40 1.48

122 of 293



ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

LOC219688 uncharacterized LOC21968 chr10p12.33 0 --- -2.35 1.22 -1.01 1.12 -1.58 -1.02 -1.22 -1.26 -3.55 -1.62 -4.18 -1.53
LOC221272 uncharacterized LOC22127 chr6q22.1 0 --- 1.13 -1.09 1.05 -1.08 1.04 1.21 -1.12 1.41 -2.39 -1.63 -3.29 -2.22
LOC221814 uncharacterized LOC22181 chr7p21.3 0 --- 3.21 4.15 -2.11 -1.39 -1.70 4.56 8.50 4.53 -1.19 -3.19 -1.23 4.21
LOC221946 uncharacterized LOC22194 chr7p22.2 0 --- 1.28 1.23 2.37 3.72 -1.44 -1.23 1.20 1.34 2.21 2.01 -1.04 -1.45
LOC253842 //uncharacterized LOC25384 chr9q33.3 /// chr9q3 negative regulation of transcription from --- 1.02 -1.16 1.24 1.10 1.20 1.43 1.23 1.06 -1.90 -1.74 -1.23 -1.42
LOC254057 uncharacterized LOC25405 chr3q21.3 0 --- 1.03 1.05 -1.04 1.18 1.08 -1.04 1.03 -1.01 -2.13 -2.16 -3.28 -2.42
LOC254128 uncharacterized LOC25412 chr2q14.2 0 --- -1.03 -1.52 -1.54 -1.86 -1.73 -1.08 1.19 1.64 1.17 -2.02 -1.48 -1.27
LOC254128 uncharacterized LOC25412 chr2q14.2 0 --- -1.15 -1.04 -1.04 -1.03 1.15 -1.00 -1.00 1.03 -2.14 -2.10 -2.18 -2.21
LOC255167 uncharacterized LOC25516 chr5p15.31 0 --- 2.47 1.45 -2.07 -4.04 4.05 3.36 -6.81 -1.34 2.87 1.86 2.07 5.87
LOC257152 uncharacterized LOC25715 chr8q22.3 0 --- 1.54 1.15 1.58 1.25 -1.21 -1.00 1.24 1.38 1.22 -1.40 -1.24 -1.47
LOC257396 uncharacterized LOC25739 chr5q11.2 0 --- -1.14 1.07 1.19 -1.07 1.29 1.18 -1.36 1.40 -6.04 -5.93 -5.30 -4.39
LOC283038 uncharacterized LOC28303 chr10q26.2 0 --- 1.74 -1.84 1.64 -1.72 -1.08 -1.17 -2.76 1.61 1.44 1.10 -1.04 2.25
LOC283075 uncharacterized LOC28307 chr10p12.31 0 --- 1.24 1.50 1.14 -1.15 -1.06 -2.05 -1.24 -1.24 -5.35 -4.38 -5.39 -6.89
LOC283075 uncharacterized LOC28307 chr10p12.31 0 --- 1.70 1.13 -1.43 -1.02 1.17 -1.64 -1.15 1.28 -7.98 -5.19 -2.40 -3.60
LOC283112 uncharacterized LOC28311 chr11p15.1 0 --- -1.01 1.24 1.34 2.55 6.54 9.51 3.51 3.83 9.96 1.76 1.47 -1.33
LOC283270 uncharacterized LOC28327 chr11p13 0 --- 1.45 1.15 1.21 2.13 -1.01 -1.03 1.16 -1.19 1.48 -1.08 -1.05 1.12
LOC283278 uncharacterized LOC28327 chr11p15.1 0 --- 1.15 -1.04 -1.12 -1.08 1.38 1.31 -1.11 -1.11 -1.62 -1.59 -2.33 -1.54
LOC283357 uncharacterized LOC28335 chr12p13.33 0 --- 2.24 1.73 1.02 -1.16 -1.39 -1.04 -1.67 -1.05 -1.95 -2.08 -1.81 -2.77
LOC283403 uncharacterized LOC28340 chr12q13.13 0 --- 1.29 -1.70 1.32 1.35 1.02 -2.09 2.12 2.01 -1.06 -1.23 1.48 1.28
LOC283403 uncharacterized LOC28340 chr12q13.13 0 --- 1.10 -2.01 4.77 1.95 1.64 1.53 1.38 1.59 -1.07 -1.45 2.06 1.79
LOC283501 uncharacterized LOC28350 chr13q34 0 --- -1.83 1.05 -1.61 1.20 -2.63 2.11 1.04 1.18 1.57 1.01 1.92 1.19
LOC283588 uncharacterized LOC28358 chr14q32.11 0 --- 1.30 1.29 1.20 1.07 -1.66 -1.24 -1.15 -1.20 -2.52 -1.87 -3.11 -2.52
LOC283658 //uncharacterized LOC28365 chr15q21.1  kidney development --- -1.20 -1.17 1.46 1.15 1.04 1.31 -1.08 -1.16 -1.55 -1.62 1.18 1.17
LOC283674 uncharacterized LOC28367 chr15q22.32 0 --- -1.54 -1.41 1.50 4.34 2.10 1.59 -1.78 1.41 12.96 3.19 -4.01 -1.25
LOC283682 uncharacterized LOC28368 chr15q26.1-q26.2 0 --- -2.11 -1.87 2.57 1.15 -25.09 -3.41 -4.96 -1.83 3.50 5.58 -1.29 -1.08
LOC283693 actin, alpha 2, smooth muscchr15q25.2 0 --- -1.11 2.94 -2.65 -1.49 -1.28 1.50 1.03 2.64 -1.04 -1.05 -1.87 -1.24
LOC283713 uncharacterized LOC28371 chr15q13.1 0 --- -1.08 -1.07 1.20 1.05 1.41 1.55 -1.35 -1.22 -2.40 -2.38 -4.03 -3.18
LOC283788 FSHD region gene 1 pseudo--- 0 --- 1.63 1.46 -1.48 -1.60 -1.18 -1.03 -1.27 -1.21 -1.54 -1.49 -2.01 -3.01
LOC283788 FSHD region gene 1 pseudo--- 0 --- -1.06 -1.52 2.03 1.95 -1.09 -1.09 -1.21 1.14 -4.34 -5.26 -2.05 -7.71
LOC283914 uncharacterized LOC28391 chr16p11.2-p11.1 0 --- -1.58 -1.27 -1.52 -1.02 -1.08 1.08 -2.75 1.28 1.12 1.37 1.02 1.02
LOC284009 uncharacterized LOC28400 chr17p13.3 0 --- 1.01 1.32 -1.14 -1.15 1.70 1.92 -1.52 1.09 -1.66 -1.86 1.94 1.23
LOC284014 uncharacterized LOC28401 chr17p13.3 0 --- 1.22 1.30 -1.28 -1.10 -1.10 -1.11 1.02 1.25 1.02 1.09 -1.14 -1.28
LOC284023 uncharacterized LOC28402 chr17p13.1 0 --- -1.02 -1.01 -1.05 -1.13 1.08 -1.00 1.00 1.07 -1.37 -1.19 -1.22 -1.16
LOC284080 uncharacterized LOC28408 chr17q21.33 0 --- -1.43 -1.92 -1.05 1.18 1.65 -1.14 -1.02 -1.14 6.85 6.69 8.27 4.42
LOC284080 uncharacterized LOC28408 chr17q21.33 0 --- 1.23 -1.15 8.05 8.10 3.81 3.96 -5.87 -1.13 1.08 1.72 4.13 4.09
LOC284112 //uncharacterized LOC28411 chr17p13.1 /// chr170 --- -1.05 -1.09 -1.13 -1.18 -1.15 -1.29 -1.03 -1.05 1.28 1.33 1.06 1.13
LOC284219 uncharacterized LOC28421 chr18p11.22 0 --- 1.25 -1.04 -1.15 -1.32 1.32 1.35 -1.37 -1.12 -1.31 1.10 1.51 1.18
LOC284454 uncharacterized LOC28445 chr19p13.13 0 --- 1.10 1.09 -1.05 1.09 1.06 1.07 1.13 1.19 1.47 1.15 1.46 1.68
LOC284551 uncharacterized LOC28455 chr1p35.2 0 --- 1.46 1.37 -1.51 -2.59 1.62 1.04 -2.15 1.27 -3.26 -1.09 -1.43 1.38
LOC284578 uncharacterized LOC28457 chr1q32.1 0 --- -2.36 -1.19 1.55 1.01 -1.09 1.54 -2.21 -1.38 3.28 3.86 2.54 -1.90
LOC284757 uncharacterized LOC28475 chr20q13.33 0 --- 1.33 1.05 1.57 2.23 -1.23 1.04 -1.22 -1.14 -2.02 -4.39 -1.90 -1.36
LOC284788 uncharacterized LOC28478 chr20p11.21 0 --- -1.71 -1.23 2.21 -1.44 1.20 -2.11 -1.23 1.37 3.03 3.10 -4.52 -1.29
LOC284865 uncharacterized LOC28486 chr22q11.21 0 --- -1.15 1.33 -1.16 -1.68 -1.25 -1.10 -1.12 1.34 2.20 1.10 1.84 1.63
LOC284926 uncharacterized LOC28492 chr22q13.31 0 --- 1.12 1.11 1.19 -1.01 1.17 1.16 -1.29 -1.08 -2.73 -1.94 -2.72 -2.17
LOC284950 uncharacterized LOC28495 chr2p11.2 0 --- 1.01 -1.04 1.32 1.73 2.20 2.00 -2.34 -1.35 1.79 1.45 1.15 -5.29
LOC285074 anaphase promoting complechr2p11.2 0 --- 1.03 -1.04 1.12 1.20 -1.04 1.02 1.39 1.23 1.67 1.34 1.43 1.39
LOC285147 uncharacterized LOC28514 chr2p25.2 0 --- 22.15 22.94 -1.27 -1.74 1.01 -1.24 1.10 -1.40 -1.39 -1.16 1.08 1.53
LOC285147 uncharacterized LOC28514 chr2p25.2 0 --- -1.11 -1.88 3.13 2.52 -1.05 1.05 -1.39 -1.08 1.35 1.08 1.41 1.46
LOC285178 uncharacterized LOC28517 chr2q35 0 --- 1.00 -1.03 1.18 -1.02 -1.14 -1.17 -1.41 -1.15 -2.52 -2.25 -3.01 -2.63
LOC285181 uncharacterized LOC28518 chr2q36.1 0 --- 2.30 1.90 -1.62 -1.01 -1.20 -1.99 -1.29 1.64 -1.74 1.58 2.72 1.50
LOC285419 uncharacterized LOC28541 chr4q28.1 0 --- 1.47 1.14 -1.52 1.06 -2.64 1.00 1.54 1.30 -1.36 -1.06 -1.07 1.67
LOC285540 uncharacterized LOC28554 chr4p15.31 0 --- 1.07 -1.25 1.43 1.59 -3.04 -1.07 -1.32 -1.15 -2.39 -1.73 -1.49 -1.13
LOC285540 //uncharacterized LOC28554 chr4p15.2 /// chr4p1 phospholipid metabolic process --- 1.11 1.24 1.04 -1.11 -1.02 1.05 -1.21 -1.06 -1.67 -1.41 -1.51 -1.84
LOC285548 uncharacterized LOC28554 chr4p15.33 0 --- -1.02 -1.28 -1.44 -1.51 1.29 1.08 -1.85 -1.12 -2.68 -1.35 -2.74 -2.79
LOC285692 uncharacterized LOC28569 chr5p15.31 0 --- 1.80 2.73 -2.33 -1.84 -1.41 -4.11 2.46 2.95 1.32 1.30 -3.91 -1.29
LOC285766 uncharacterized LOC28576 chr6p25.3 0 --- 1.20 2.15 1.06 -4.81 -1.11 -1.38 -1.78 -1.31 1.23 1.51 -1.09 -1.46
LOC285812 uncharacterized LOC28581 chr6p23  metabolic process --- -1.06 1.29 1.44 -1.01 1.43 1.38 1.07 -1.18 -1.15 -1.24 1.08 1.26
LOC285819 uncharacterized LOC28581 chr6p22.1 0 --- -1.14 -1.26 -1.20 -1.26 -1.31 -1.10 -1.52 -1.32 3.14 1.96 2.70 2.29
LOC285835 uncharacterized LOC28583 chr6p21.32 0 --- 1.17 1.01 -1.07 1.10 1.16 1.02 -1.01 -1.04 -2.43 -2.65 -1.82 -2.07
LOC285957 uncharacterized LOC28595 chr7p13 0 --- 1.66 1.78 1.23 1.76 -1.26 -1.63 -1.59 -1.34 -1.18 -1.29 1.25 -1.10
LOC285972 uncharacterized LOC28597 chr7q36.1 0 --- -1.75 1.37 -1.38 1.62 3.36 3.48 -3.51 -2.32 1.57 3.25 -1.29 1.23
LOC286052 uncharacterized LOC28605 chr8q24.13 0 --- 1.11 1.03 1.06 1.14 1.04 1.08 -1.23 -1.06 -1.08 1.11 1.05 1.23
LOC286071 uncharacterized LOC28607 chr8q11.22 0 --- -1.24 1.08 -1.01 -1.45 -1.54 2.02 -2.43 -1.13 -3.67 -2.23 -9.56 -3.39
LOC286161 uncharacterized LOC28616 chr8p23.3 0 --- 1.16 1.23 -1.01 -1.18 1.12 1.41 -1.05 -1.02 -2.71 -2.18 -3.46 -2.97
LOC286190 uncharacterized LOC28619 chr8q13.2 0 --- -2.19 1.10 1.24 1.10 -3.46 -1.63 -1.87 -1.66 2.55 1.72 -1.75 -2.13
LOC286254 uncharacterized LOC28625 chr9q34.3 0 --- -1.02 1.44 -1.32 1.04 1.10 -1.00 1.25 1.45 1.26 -1.00 -2.12 -1.51
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LOC286367 FP944 chr9q31.1 0 --- -1.01 1.19 -1.04 1.33 -1.04 1.07 -1.30 -1.55 -1.10 -1.27 -2.35 -1.51
LOC286437 uncharacterized LOC28643 chrXq22.2 0 --- 1.21 1.02 -1.01 -1.09 1.11 -1.01 1.03 -1.01 -1.62 -1.78 -1.54 -1.24
LOC286467 family with sequence similachrXq26.2 0 --- -1.61 -1.34 1.17 1.86 1.02 1.13 -1.39 -1.11 -1.48 -2.21 -3.28 -4.12
LOC339240 keratin 17 pseudogene chr17p11.2 0 --- -1.36 1.28 1.49 1.41 -1.60 -1.12 1.02 1.61 2.54 1.97 1.61 2.27
LOC340090 uncharacterized LOC34009 chr5q13.3 0 --- 1.73 2.22 1.32 2.44 -9.53 -2.11 -1.02 1.06 1.27 2.19 1.14 1.68
LOC340239 uncharacterized LOC34023 chr7q11.21 0 --- 3.10 3.43 -2.83 -1.57 -3.53 -5.14 -1.21 1.08 1.89 2.46 -2.50 1.61
LOC344887 NmrA-like family domain cchr3q27.2 0 --- 1.10 1.24 1.25 1.24 1.21 1.14 1.31 1.15 -1.02 -1.08 2.49 2.74
LOC348761 uncharacterized LOC34876 chr2q37.1 0 --- 1.13 -1.64 -1.06 1.69 1.47 2.59 1.04 -1.02 4.84 10.25 -2.35 -1.70
LOC374443 C-type lectin domain familychr12p13.31 0 --- -1.13 -1.18 1.12 1.23 -1.35 -1.29 1.10 -1.11 1.22 1.05 1.73 1.59
LOC375295 uncharacterized LOC37529 chr2q31.1 0 --- -1.04 -1.42 1.00 -1.24 1.02 1.04 -1.17 -1.15 -2.65 -1.90 -3.38 -3.66
LOC377711 //HEAT repeat-containing prochr8q24.3 0 --- -1.01 -1.07 1.06 1.05 1.03 1.02 -1.12 -1.09 -1.16 1.03 -1.47 -1.87
LOC388882 uncharacterized LOC38888 chr22q11.23 0 --- 1.56 1.48 1.07 -1.60 1.82 3.37 1.04 1.83 1.43 1.05 1.03 1.10
LOC389247 uncharacterized LOC38924 chr4q35.1 0 --- 1.10 1.05 -1.20 -1.26 -1.30 -1.07 -1.21 1.31 -1.11 -1.06 -1.13 -2.00
LOC389641 uncharacterized LOC38964 chr8p21.3 0 --- -1.20 -1.12 1.09 -1.07 -1.01 -1.01 1.02 -1.01 1.51 1.42 1.99 1.58
LOC389831 uncharacterized LOC38983 --- 0 --- 1.30 1.24 -1.08 1.00 -1.11 -1.08 1.03 -1.10 -1.60 -1.59 -1.29 -1.48
LOC389831 uncharacterized LOC38983 --- 0 --- 1.22 1.17 1.02 -1.00 -1.08 1.00 -1.45 -1.24 -2.52 -2.49 -2.51 -2.27
LOC389831 uncharacterized LOC38983 --- 0 --- 1.10 1.08 1.03 1.00 -1.06 1.10 -1.20 -1.11 -1.57 -1.25 -1.43 -1.56
LOC389831 uncharacterized LOC38983 --- 0 --- 1.73 1.15 -1.35 -1.18 1.30 1.39 -1.12 1.03 -3.08 -3.65 -2.53 -3.55
LOC389834 ankyrin repeat domain 57 ps--- 0 --- -1.23 -1.39 1.16 1.09 -1.06 1.11 -1.20 -1.17 -1.75 -1.55 1.06 -1.29
LOC389834 ankyrin repeat domain 57 ps--- 0 --- 1.60 1.58 1.17 1.37 1.12 1.03 -1.57 -1.13 -1.95 -1.70 -1.27 -1.02
LOC389834 //ankyrin repeat domain 57 pschr21p11.2  microtubule cytoskeleton organization --- 1.04 1.10 1.08 1.21 1.05 -1.04 -1.17 -1.07 -1.33 -1.39 -1.99 -1.92
LOC389895 chromosome 16 open readinchrXq27.1 0 --- -5.27 -2.27 -2.43 -2.03 -2.45 -1.85 2.30 2.71 1.91 -1.74 -2.55 -1.94
LOC389906 zinc finger protein 839 pseuchrXp22.33 0 --- -1.16 -1.05 1.11 -1.13 1.23 1.10 1.08 -1.06 -3.28 -2.31 -2.77 -1.81
LOC399900 uncharacterized LOC39990 chr11q12.3 0 --- 1.47 1.42 -1.37 -1.07 1.43 2.67 2.12 2.02 1.96 1.48 4.02 1.67
LOC400590 uncharacterized LOC40059 chr17q11.2 0 --- 1.29 1.38 1.09 -1.12 1.06 1.17 -1.35 -1.28 -1.93 -2.22 -2.02 -2.49
LOC400655 uncharacterized LOC40065 chr18q22.3 0 --- 1.04 1.74 -1.14 -1.21 -3.82 2.54 1.38 1.35 8.92 5.90 2.29 2.75
LOC400684 uncharacterized LOC40068 chr19q13.11 0 --- -1.19 -1.23 -1.15 1.44 1.19 1.23 1.31 1.29 -3.61 -3.22 -2.10 -1.60
LOC400752 uncharacterized LOC40075 chr1p34.1 0 --- 1.48 -1.74 -1.61 -1.63 1.32 2.06 2.86 3.03 -1.37 -1.32 -2.32 -2.15
LOC400756 uncharacterized LOC40075 chr1p31.3 0 --- 2.79 3.65 2.26 1.61 -2.00 -1.34 -1.68 -1.25 6.10 8.60 -1.45 -1.34
LOC401052 uncharacterized LOC40105 chr3p25.3 0 --- -1.14 -1.19 1.09 1.07 1.09 1.11 -1.02 1.03 -1.79 -1.70 -1.81 -1.54
LOC401068 uncharacterized LOC40106 chr3p21.1 0 --- 1.04 1.16 1.23 -1.07 -1.09 -1.06 -1.48 -1.43 -2.71 -3.90 -4.84 -2.81
LOC401220 uncharacterized LOC40122 chr5q35.3 0 --- 5.49 1.15 -5.84 -1.09 2.20 1.63 1.79 1.81 15.58 19.70 -1.84 -1.13
LOC401312 uncharacterized LOC40131 chr7p15.3 0 --- 1.10 1.28 1.36 2.00 1.56 1.28 -1.01 1.51 1.48 1.25 3.89 1.95
LOC439938 uncharacterized LOC43993 chr6p21.33 0 --- -1.25 -1.53 -3.09 -1.55 -1.66 -3.45 -1.43 1.78 4.02 3.09 5.76 6.70
LOC440117 uncharacterized LOC44011 chr12q24.32 0 --- 6.75 5.25 1.63 -3.00 7.78 5.01 -2.43 -1.28 -1.62 -1.40 2.70 4.70
LOC441124 uncharacterized LOC44112 chr1q42.11 0 --- 1.34 1.60 1.23 1.27 1.18 1.03 -1.00 1.06 -1.59 -1.62 -2.00 -2.93
LOC441155 //zinc finger CCCH-type domchr1q32.1 /// chr6q10 --- 1.01 -1.10 1.08 1.09 1.16 1.20 -1.10 -1.18 -1.07 1.06 -1.33 -1.11
LOC441178 uncharacterized LOC44117 chr6q27 0 --- -2.24 -1.42 -2.18 1.10 -3.01 2.41 -1.32 1.11 3.34 1.81 1.01 1.55
LOC441242 uncharacterized LOC44124 chr7q11.21 0 --- 1.35 -1.03 -3.78 -1.25 -1.28 -2.24 1.15 1.22 2.73 2.12 4.70 5.86
LOC441259 //postmeiotic segregation incrchr7q11.23 /// chr7q transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP -1.34 -1.36 1.21 -1.00 1.27 1.19 1.22 1.09 -1.80 -1.74 -1.75 -1.47
LOC441528 uncharacterized LOC44152 chrXp22.33 0 --- 1.15 1.23 -1.22 -1.17 1.31 1.07 -1.12 -1.26 -1.68 -1.33 -1.93 -1.74
LOC441528 uncharacterized LOC44152 chrXp22.33 0 --- 1.29 1.07 1.07 -1.32 1.24 1.35 1.45 1.08 -1.40 -1.30 -1.43 -1.56
LOC442075 uncharacterized LOC44207 chr3p25.3 0 --- -1.10 -1.22 1.11 1.17 -1.08 -1.21 1.00 -1.04 -1.51 -1.48 -1.59 -1.24
LOC51145 erythrocyte transmembrane chr9q33.3 0 --- -1.10 1.97 -1.02 -3.10 -6.28 -2.12 -6.19 1.56 -1.22 -2.78 -1.34 1.04
LOC541467 uncharacterized LOC54146 chr4q13.3 0 --- 1.18 1.20 1.01 -1.09 -1.04 1.10 -1.09 -1.07 -1.01 1.01 -1.46 -2.13
LOC541471 uncharacterized LOC54147 chr2q13 0 --- 1.10 -1.17 -1.21 -1.57 -1.15 1.03 1.31 1.12 1.04 -1.20 1.25 -1.11
LOC541472 uncharacterized LOC54147 chr7p21 0 Smooth_muscle_contraction // GenMAPP -1.15 -1.50 -6.01 -1.50 1.48 1.81 1.77 4.08 6.13 9.75 3.79 1.73
LOC550112 //uncharacterized LOC55011 chr4q13.2 0 --- 1.42 1.65 -1.69 -1.81 1.16 1.08 -2.91 -1.92 3.65 2.30 1.15 1.08
LOC550643 uncharacterized LOC55064 chrXp11.1 0 --- 1.11 1.09 -1.06 1.08 -1.10 1.06 -1.22 1.03 -1.49 -1.30 -1.74 -1.85
LOC553103 uncharacterized LOC55310 --- 0 --- -1.20 -1.16 1.51 2.37 1.20 1.47 1.34 1.95 -2.00 -2.03 -12.17 -2.54
LOC613037 //nuclear pore complex interachr16p11.2 /// chr160 --- 1.37 1.48 1.02 -1.29 -1.02 1.27 -1.16 -1.07 -2.12 -1.99 -1.81 -2.17
LOC619207 scavenger receptor protein fchr10q26.3 0 --- -1.10 -1.53 -2.47 -1.07 1.21 1.12 -1.53 -1.38 1.74 2.00 1.51 2.13
LOC642236 FSHD region gene 1 pseudochr9q13 0 --- 1.13 -1.12 -1.15 -1.22 -1.32 1.13 -1.51 -1.20 -1.78 -1.36 -1.84 -2.67
LOC642361 uncharacterized LOC64236 chr10q22.3 0 --- -1.01 -1.02 -1.16 1.01 -1.01 -1.09 -1.00 1.08 -2.07 -2.69 -2.44 -2.02
LOC642533 uncharacterized LOC64253 chr16q24.3 0 --- 1.06 1.05 1.14 1.44 1.08 -1.46 1.17 -1.01 1.74 2.34 1.84 1.78
LOC642533 uncharacterized LOC64253 chr16q24.3 0 --- 1.06 1.03 -1.03 1.07 1.09 1.01 -1.15 -1.05 -1.29 -1.33 -2.02 -1.58
LOC642852 uncharacterized LOC64285 chr21q22.3 0 --- 1.29 1.00 1.01 1.21 -1.06 -1.06 1.13 -1.15 -4.32 -2.49 -2.19 -3.76
LOC642852 uncharacterized LOC64285 chr21q22.3 0 --- 1.21 1.13 1.04 1.23 1.59 1.82 -1.24 -1.02 -2.18 -2.03 -2.39 -1.53
LOC642852 uncharacterized LOC64285 chr21q22.3 0 --- -1.03 -1.27 -1.01 -1.04 1.22 1.07 -1.35 -1.06 -1.81 -1.81 -1.57 -1.24
LOC642852 uncharacterized LOC64285 chr21q22.3 0 --- 1.24 1.23 -1.40 -1.59 1.35 1.36 -1.55 -1.21 -3.22 -2.48 -2.32 -2.23
LOC642852 uncharacterized LOC64285 chr21q22.3 0 --- -1.16 -1.12 -1.06 1.29 1.14 1.08 -1.07 1.23 -2.74 -2.72 -2.97 -2.29
LOC643085 uncharacterized LOC64308 chr2q11.1 0 --- 1.36 1.61 1.64 1.07 1.68 -1.04 -1.16 -1.87 -1.07 -1.71 1.62 1.87
LOC643401 uncharacterized LOC64340 chr5p14.1 0 --- 1.32 1.08 1.23 1.15 1.11 1.13 -1.09 1.01 -3.07 -3.24 -9.21 -9.28
LOC643733 caspase 4, apoptosis-related chr11q22.3  proteolysis --- 1.21 1.56 1.33 1.16 1.38 -1.34 1.00 -1.09 -1.02 1.20 1.05 1.14
LOC643837 uncharacterized LOC64383 chr1p36.33 0 --- -1.14 -1.02 -1.48 -1.25 1.16 -1.03 -1.74 1.17 -1.20 -2.39 1.05 -1.36
LOC643837 uncharacterized LOC64383 chr1p36.33 0 --- -1.12 1.02 1.11 1.31 -1.05 -1.10 1.19 1.13 1.53 1.34 2.10 2.04
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LOC643837 uncharacterized LOC64383 chr1p36.33 0 --- 1.08 1.04 1.03 -1.16 1.28 1.11 -1.67 -1.44 -1.45 -1.54 -1.28 -1.36
LOC644135 uncharacterized LOC64413 chr6q23.3 0 --- -1.03 1.86 -1.00 1.23 1.86 2.27 -2.48 -1.75 -1.11 -1.38 7.19 3.57
LOC644794 uncharacterized LOC64479 chr7q11.21 0 --- -1.04 -1.27 1.15 1.49 -1.01 1.02 -1.22 1.24 -1.91 -2.54 -2.59 -1.52
LOC644852 uncharacterized LOC64485 chr1q44 0 --- 1.02 2.93 2.88 2.44 1.16 -1.74 -1.25 1.92 -1.92 1.27 -2.72 -1.36
LOC645261 PP565 chr5q14.3 0 --- -1.08 1.06 -1.54 -1.56 -6.68 -3.33 -3.78 1.29 -1.25 1.49 -1.21 1.15
LOC645513 uncharacterized LOC64551 chr4q26 0 --- 1.20 1.13 1.08 1.19 1.50 1.25 1.47 1.20 -1.23 -1.38 1.14 1.50
LOC645513 uncharacterized LOC64551 chr4q26 0 --- 1.38 1.38 1.14 1.97 1.10 1.44 1.29 -1.03 -2.72 -2.67 -1.23 1.38
LOC645638 WDNM1-like pseudogene chr17q23.1 0 --- 1.19 1.25 -1.01 -1.27 1.01 1.07 -1.03 1.05 -1.36 -1.33 1.43 1.15
LOC645984 uncharacterized LOC64598 chr10p11.23 0 --- 2.21 1.86 1.85 1.82 -2.29 -1.06 -1.36 -1.07 1.33 1.24 1.76 -1.09
LOC646014 uncharacterized LOC64601 chr17q24.1 0 --- 1.37 -1.13 1.20 1.30 1.34 1.40 -1.20 -1.28 -2.21 -1.96 -1.70 -1.18
LOC646626 uncharacterized LOC64662 chr1p22.3 0 --- -3.13 -1.34 -1.36 -1.21 -3.47 -1.43 -1.27 -1.51 1.38 1.11 -3.86 -1.20
LOC646762 uncharacterized LOC64676 chr7p14.3 0 --- -1.02 1.07 1.09 1.24 -1.04 -1.14 1.11 1.09 -1.47 -1.44 -1.25 -1.41
LOC646762 uncharacterized LOC64676 chr7p14.3 0 --- -1.05 -1.04 1.07 -1.05 1.36 1.24 -1.03 -1.05 -1.87 -1.36 -1.42 -1.35
LOC646778 uncharacterized LOC64677 chr18q12.1 0 --- -2.02 -1.33 -1.12 1.42 -1.62 1.04 -1.01 1.37 1.07 1.04 -1.00 1.21
LOC646903 uncharacterized LOC64690 chr3q25.1 0 --- -1.44 -1.35 1.47 1.26 -1.09 -1.15 1.21 1.04 -1.83 -1.10 -2.36 -3.12
LOC648987 uncharacterized LOC64898 chr5p12 0 --- 1.03 -1.07 1.05 1.19 1.15 -1.00 -1.01 1.13 -2.50 -2.53 -1.90 -1.53
LOC652993 uncharacterized LOC65299 chr12q21 0 --- -1.34 -2.19 1.61 1.08 1.47 1.70 4.35 3.21 -1.96 -2.23 3.06 2.43
LOC653375 //RCC1-like G exchanging fachr7q11.23 0 --- 1.09 -1.18 1.09 1.11 1.22 -1.49 -1.81 -1.26 -2.73 -1.49 -2.21 -1.27
LOC653501 //zinc finger protein 658 pseuchr9p12 /// chr9p13. transcription, DNA-dependent --- 1.37 1.28 1.30 1.89 1.53 -1.11 -1.55 -1.38 -4.99 -4.50 -2.23 -2.51
LOC653562 //sodium- and chloride-depenchr16p11.2 /// chrXq creatine metabolic process --- -1.08 -1.13 1.07 1.07 1.12 1.05 1.37 1.06 2.01 2.32 1.34 1.74
LOC654342 lymphocyte-specific proteinchr2p11.1 0 --- 1.08 1.07 -1.12 1.14 -1.12 -1.10 1.50 1.49 3.87 2.71 2.90 3.33
LOC654433 uncharacterized LOC65443 chr2q13 0 --- 1.80 1.11 1.52 -6.73 2.46 1.22 -1.80 -1.10 1.60 1.43 5.21 3.56
LOC654433 uncharacterized LOC65443 chr2q13 0 --- -1.18 -1.13 1.10 1.12 1.27 1.07 -1.46 -1.12 -1.97 -1.37 -1.23 1.19
LOC654780 SFPQ chr16q24.1 0 --- 1.52 1.96 -1.67 1.12 1.88 2.54 1.05 1.69 -1.13 2.14 3.25 4.60
LOC654841 uncharacterized LOC65484 chr2q36-q37 0 --- 1.70 1.43 1.43 -1.58 -1.24 1.68 -1.48 -1.52 -1.38 -1.53 1.63 2.41
LOC727820 uncharacterized LOC72782 chr1q21.1 0 --- 1.15 -1.06 1.23 -1.12 1.07 1.05 1.18 -1.04 -1.49 -1.57 -1.95 -2.46
LOC727820 uncharacterized LOC72782 chr1q21.1 0 --- 1.19 1.02 -1.01 -1.14 1.16 1.24 1.27 1.25 -1.23 -1.28 -1.83 -1.61
LOC727916 uncharacterized LOC72791 chr6q12 0 --- -1.05 1.16 1.36 1.51 1.10 1.10 -1.30 -1.18 -1.80 -2.26 -1.48 -1.13
LOC727983 //putative POM121-like protechr22q11.21 /// chr20 --- -3.89 -2.41 -1.34 -1.03 -2.08 -1.23 1.70 -1.17 1.17 2.53 -7.06 -2.56
LOC728012 uncharacterized LOC72801 chr6q16.3 0 --- -2.04 -2.44 -6.70 -1.49 -2.08 -1.87 -3.88 -1.64 1.57 -2.21 -3.57 -4.54
LOC728024 chromosome X open readin chr8p11.23 0 --- 1.11 -1.04 -1.08 1.10 1.11 -1.08 -1.29 1.01 -2.19 -1.76 -1.60 -1.80
LOC728061 hCG2003663 chr9q22.32 0 --- 1.16 1.24 1.02 1.22 1.57 1.34 1.24 -1.04 -1.56 -1.57 -1.93 -2.25
LOC728431 uncharacterized LOC72843 chr1p34.3 0 --- 1.07 1.02 -1.01 1.07 1.24 1.04 1.21 1.33 3.47 2.83 1.97 2.72
LOC728613 programmed cell death 6 ps chr5p15.33 0 --- 1.13 1.08 1.07 1.11 -1.01 -1.09 1.02 1.02 1.33 1.22 1.46 1.49
LOC728613 //programmed cell death 6 ps chr5p15.33  negative regulation of transcription from --- 1.33 -1.02 -1.04 1.15 1.14 1.54 -1.11 -1.06 -1.18 -1.02 1.13 -1.07
LOC728613 //programmed cell death 6 ps chr5p15.33  negative regulation of transcription from --- 1.55 1.07 1.05 -1.43 1.75 -1.03 -1.72 1.06 -1.36 1.47 1.06 1.45
LOC728613 //programmed cell death 6 ps chr5p15.33  negative regulation of transcription from --- 1.05 1.07 1.03 1.10 1.02 -1.08 1.12 1.02 2.07 2.01 1.90 1.83
LOC728705 uncharacterized LOC72870 chr12q23.3 0 --- 1.03 -1.03 -1.25 1.00 -1.03 1.12 -1.62 -1.38 -2.19 -1.46 -1.84 -1.78
LOC728730 uncharacterized LOC72873 chr2p22.1 0 --- -1.03 -1.08 -1.22 -1.16 -1.19 1.07 -1.30 -1.18 1.91 1.64 1.44 -1.09
LOC728769 uncharacterized LOC72876 chr5q14.1 0 --- -1.05 -1.01 1.01 -1.15 1.02 1.14 -1.10 1.21 -1.84 -2.03 -2.11 -1.95
LOC728819 hCG1645220 chr2p21 0 --- -1.11 1.02 -1.01 1.13 1.24 1.19 -1.30 -1.26 -1.85 -1.52 -2.00 -2.08
LOC728903 //uncharacterized LOC72890 chr9p11.2 /// chr9q20 --- -1.08 -1.09 -1.07 -1.04 1.05 1.13 -1.28 -1.10 -2.17 -1.87 -3.60 -3.12
LOC729020 //rcRPE /// ribulose-5-phosphchr10q24.33 /// chr2 carbohydrate metabolic process Pentose_Phosphate_Pathway // GenMAPP -1.02 1.02 -1.05 -1.01 1.01 1.03 1.03 -1.05 -1.41 1.03 -1.18 -1.29
LOC729020 //rcRPE /// ribulose-5-phosphchr10q24.33 /// chr2 carbohydrate metabolic process Pentose_Phosphate_Pathway // GenMAPP 1.02 1.04 -1.07 -1.18 1.11 -1.03 1.16 -1.06 1.23 1.23 1.48 1.43
LOC729059 uncharacterized LOC72905 chr1p36.12 0 --- -2.98 -2.36 -1.20 -1.43 2.51 2.55 3.04 2.63 1.47 -1.38 2.00 1.51
LOC729680 uncharacterized LOC72968 chr13q12.11 0 --- 1.03 -1.02 -1.32 -1.22 1.19 -1.25 1.20 1.26 -1.68 -2.36 -3.71 -2.93
LOC729852 uncharacterized LOC72985 chr7p21.3 0 --- 1.19 1.09 1.05 1.09 -1.00 1.17 -1.11 -1.28 -1.92 -1.32 -1.81 -1.86
LOC730101 uncharacterized LOC73010 chr6p12.2 0 --- 1.03 -1.20 -1.02 1.15 -1.16 1.23 -1.24 -1.21 -2.27 -1.73 -2.40 -2.05
LOC730102 quinone oxidoreductase-likechr1q25.2 0 --- 1.69 1.78 -1.02 -1.15 2.53 1.49 -1.95 -1.36 -1.83 -2.57 -2.59 -2.60
LOC79015 uncharacterized LOC79015 chr20q13.12 0 --- 1.19 1.29 -1.38 1.38 1.06 1.05 2.37 1.80 2.48 2.06 1.88 2.88
LOC79015 uncharacterized LOC79015 chr20q13.12 0 --- -1.85 -1.76 -1.08 1.24 -1.33 -1.29 1.80 1.25 1.94 2.22 1.69 2.22
LOC81691 exonuclease NEF-sp chr16p12.3  nucleic acid phosphodiester bond hydroly--- -1.03 -1.11 -1.07 -1.17 1.09 -1.03 -1.20 -1.10 1.26 1.20 1.03 1.16
LOC90246 uncharacterized LOC90246 chr3q21.3 0 --- 1.79 1.28 1.26 2.02 1.20 1.42 1.19 1.14 -1.46 -1.58 -2.54 -1.13
LOC90784 /// uncharacterized LOC90784 chr2p11.2  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP 1.02 -1.04 1.02 1.35 1.13 -1.22 1.07 1.17 -2.53 -2.10 -1.58 -1.30
LOC91548 uncharacterized LOC91548 chr1q32.3 0 --- 1.07 1.38 1.05 -1.02 1.03 1.12 1.10 1.10 -1.09 -1.21 -1.61 -1.56
LOC92249 uncharacterized LOC92249 chrXq11.1 0 --- -1.01 -1.01 1.10 1.13 1.06 1.08 1.13 1.07 -1.20 -1.31 -1.29 -1.28
LOC92249 uncharacterized LOC92249 chrXq11.1 0 --- 1.12 1.12 -1.04 -1.25 1.26 1.14 1.02 1.51 -1.61 -1.68 -1.55 -1.52
LOC93432 maltase-glucoamylase (alphchr7q34  carbohydrate metabolic process --- -1.75 -6.93 -1.76 -1.27 1.11 1.99 1.05 -1.28 -1.50 1.06 2.98 1.78
LOC93622 Morf4 family associated prochr4p16.1 0 --- 1.03 1.04 -1.05 1.03 -1.05 -1.02 -1.15 -1.02 -1.35 -1.16 -1.13 -1.14
LOC96610 BMS1 homolog, ribosome achr22q11.22 0 --- -1.14 -1.12 1.07 1.03 1.07 -1.01 -1.28 -1.06 -1.66 -2.50 -1.14 -1.15
LOC96610 BMS1 homolog, ribosome achr22q11.22 0 --- -1.11 -1.17 -1.07 -1.15 -1.06 -1.03 -1.15 -1.04 1.37 1.43 1.19 1.19
LONP1 lon peptidase 1, mitochondrchr19p13.2  mitochondrial genome maintenance --- -1.13 -1.18 -1.05 1.10 -1.05 -1.16 1.45 1.34 1.48 1.44 1.21 1.63
LONP2 lon peptidase 2, peroxisomachr16q12.1  ATP catabolic process --- 1.00 -1.04 1.08 1.07 1.09 -1.00 1.13 1.04 1.04 1.12 1.26 1.22
LONRF1 LON peptidase N-terminal dchr8p23.1  proteolysis --- -1.19 -1.40 1.16 1.27 1.32 1.07 -1.01 -1.39 -1.20 1.05 1.17 -1.16
LONRF3 LON peptidase N-terminal dchrXq24  proteolysis --- -1.07 -1.09 -1.10 -1.13 1.26 1.19 1.18 -1.02 2.08 1.45 2.24 1.80
LOX lysyl oxidase chr5q23.2  blood vessel development --- 1.07 1.08 1.21 -1.04 1.18 1.15 1.23 1.14 2.30 2.45 3.15 3.96
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LOX lysyl oxidase chr5q23.2  blood vessel development --- 1.23 -1.19 1.14 1.02 1.27 1.46 1.12 1.02 1.95 2.31 2.76 3.37
LOX lysyl oxidase chr5q23.2  blood vessel development --- 1.23 1.17 1.20 -1.03 -1.11 1.11 -1.03 1.05 1.41 1.48 1.90 1.94
LOXL1 lysyl oxidase-like 1 chr15q22  protein deamination --- -1.16 1.16 2.24 1.71 -1.27 -2.14 1.68 1.45 -1.56 -1.42 -2.56 -1.31
LOXL1-AS1 LOXL1 antisense RNA 1 chr15q24.1 0 --- 1.14 1.09 1.03 -1.06 1.05 1.38 -1.22 -1.16 -3.51 -1.63 -3.21 -3.79
LOXL2 lysyl oxidase-like 2 chr8p21.3  response to hypoxia --- -1.09 1.12 1.28 1.79 1.15 -1.01 1.17 1.10 1.48 1.54 2.50 4.05
LOXL2 lysyl oxidase-like 2 chr8p21.3  response to hypoxia --- 1.03 1.01 1.06 1.08 1.21 1.10 1.31 1.08 1.58 1.59 2.07 2.54
LOXL2 lysyl oxidase-like 2 chr8p21.3  response to hypoxia --- -1.20 -1.39 1.22 1.54 -1.46 -1.43 1.05 -1.45 1.78 1.76 2.51 3.55
LPA lipoprotein, Lp(a) chr6q26  proteolysis --- -1.52 -1.34 -2.79 1.16 -2.72 -1.42 3.30 2.10 -1.18 2.39 -2.39 -1.18
LPAR2 lysophosphatidic acid recep chr19p12  activation of MAPK activity --- 1.09 1.15 1.23 1.33 -1.22 -1.25 -1.13 -1.11 -1.00 -1.33 1.25 1.71
LPAR2 lysophosphatidic acid recep chr19p12  activation of MAPK activity --- -1.91 -1.15 -1.45 1.29 1.26 -1.02 1.11 -1.12 1.75 1.47 1.08 1.51
LPAR3 lysophosphatidic acid recep chr1p22.3  activation of MAPK activity --- 1.03 -1.08 1.95 1.60 1.70 2.53 -1.49 -1.20 1.53 1.55 2.53 1.70
LPCAT1 lysophosphatidylcholine acychr5p15.33  lipid metabolic process --- -1.03 -1.00 -1.01 1.04 1.05 -1.04 1.08 1.04 1.36 1.19 1.19 1.30
LPCAT2 lysophosphatidylcholine acychr16q12.2  lipid metabolic process --- 1.12 1.10 1.21 1.18 1.02 1.28 -1.07 1.03 -1.70 -1.24 -2.64 -2.48
LPCAT2 lysophosphatidylcholine acychr16q12.2  lipid metabolic process --- 1.39 1.29 1.09 -1.22 -1.05 -1.03 -1.58 1.10 -3.13 -2.77 -3.35 -3.15
LPCAT3 lysophosphatidylcholine acychr12p13  lipid metabolic process --- -1.05 -1.00 -1.00 1.02 1.06 1.04 1.04 -1.00 -1.00 1.03 1.08 1.13
LPCAT3 lysophosphatidylcholine acychr12p13  phospholipid metabolic process --- 1.09 1.07 1.09 1.12 1.08 -1.06 1.06 1.19 1.41 1.37 1.38 1.59
LPGAT1 lysophosphatidylglycerol acchr1q32  lipid metabolic process --- 1.20 1.24 1.13 -1.02 -1.06 -1.08 -1.05 -1.07 -1.41 -1.46 -1.30 -1.42
LPIN1 lipin 1 chr2p25.1  negative regulation of transcription from --- 1.03 1.03 1.22 1.17 1.05 -1.03 1.09 1.03 -1.39 -1.17 1.07 1.37
LPIN1 lipin 1 chr2p25.1  negative regulation of transcription from --- 1.06 1.04 1.10 -1.02 -1.11 -1.01 -1.15 -1.15 -1.30 -1.21 1.11 1.30
LPIN2 lipin 2 chr18p11.31  transcription, DNA-dependent --- 1.11 1.02 1.07 1.19 1.03 1.11 -1.09 -1.14 1.14 1.22 1.20 1.38
LPL lipoprotein lipase chr8p22  retinoid metabolic process Fatty_Acid_Degradation // GenMAPP /// Sta 1.09 1.03 1.07 1.12 -1.10 1.02 1.15 1.02 1.30 1.58 1.33 1.44
LPL lipoprotein lipase chr8p22  retinoid metabolic process Fatty_Acid_Degradation // GenMAPP /// Sta 1.10 1.07 1.04 1.02 -1.05 -1.02 1.08 -1.19 1.37 1.48 1.78 1.91
LPP LIM domain containing pre chr3q28  cell adhesion --- -1.20 -1.87 1.25 1.34 -1.05 1.07 1.64 1.63 -3.78 -2.97 -2.64 -1.37
LPP LIM domain containing pre chr3q28  cell adhesion --- 1.12 1.12 -1.06 -1.09 -1.22 -1.07 -1.24 -1.20 -1.34 -1.29 -1.16 -1.43
LPP LIM domain containing pre chr3q28  cell adhesion --- 1.10 1.02 1.01 -1.08 1.03 1.10 -1.04 -1.18 -1.21 -1.20 -1.15 -1.25
LPPR1 lipid phosphate phosphatasechr9q31.1  metabolic process --- -1.60 -6.12 -4.53 -1.41 -1.01 -3.08 1.86 -1.05 14.65 12.93 1.06 6.44
LPPR2 lipid phosphate phosphatasechr19p13.2  metabolic process --- 1.16 -1.10 -1.04 -1.02 -1.18 -1.06 -1.05 -1.03 1.59 1.50 1.68 2.43
LPPR2 lipid phosphate phosphatasechr19p13.2  metabolic process --- 1.19 1.06 1.12 1.44 -1.20 1.00 -1.33 -1.02 1.50 1.63 1.60 2.19
LPPR4 lipid phosphate phosphatasechr1p21.2  axonogenesis --- 1.22 1.29 1.03 -1.03 -1.08 -1.01 -1.37 1.11 -5.85 -2.48 -3.42 -3.41
LPXN leupaxin chr11q12.1  transcription, DNA-dependent --- -1.03 -1.35 1.41 1.10 -1.08 -1.17 1.15 1.48 -1.51 -1.43 -1.09 -1.34
LRBA LPS-responsive vesicle traffchr4q31.3 0 --- -1.01 1.02 -1.04 -1.06 -1.05 1.01 -1.01 -1.01 -1.31 -1.12 -1.96 -1.92
LRBA LPS-responsive vesicle traffchr4q31.3 0 --- 1.56 1.41 -1.09 -1.24 -1.07 1.06 -1.08 -1.11 -1.59 -1.16 -1.96 -1.94
LRCH1 leucine-rich repeats and calpchr13q14.11 0 --- 1.34 1.47 -1.00 -1.07 1.34 1.08 1.22 1.07 1.23 1.12 1.57 1.19
LRCH3 leucine-rich repeats and calpchr3q29 0 --- -1.32 -1.67 1.60 1.14 1.19 1.30 -1.07 -1.23 -2.11 -1.78 -1.63 -2.27
LRCH3 leucine-rich repeats and calpchr3q29 0 --- 1.01 -1.01 1.02 1.07 -1.14 -1.11 -1.41 -1.12 -2.98 -2.56 -3.44 -3.25
LRCH3 leucine-rich repeats and calpchr3q29 0 --- 1.06 -1.12 1.10 -1.09 1.05 1.27 -1.19 -1.21 -2.53 -2.05 -2.57 -2.01
LRCH3 leucine-rich repeats and calpchr3q29 0 --- -1.01 1.18 -1.10 -1.16 1.13 1.18 1.24 1.24 -1.91 -1.43 -3.10 -3.07
LRCH4 /// SAleucine-rich repeats and calpchr7q22 /// chr7q22. transcription, DNA-dependent --- 1.13 -1.77 -1.79 1.43 -1.31 1.28 -1.79 -1.25 1.18 1.40 1.75 2.45
LRG1 leucine-rich alpha-2-glycop chr19p13.3  brown fat cell differentiation --- -1.34 1.63 1.01 1.22 1.02 1.79 1.48 -1.01 6.43 4.44 5.32 5.53
LRGUK leucine-rich repeats and guachr7q33  phosphorylation --- 2.70 2.42 -1.46 -1.44 1.00 -1.53 -1.04 1.03 1.95 2.08 1.29 1.66
LRIF1 ligand dependent nuclear re chr1p13.3  transcription, DNA-dependent --- 1.26 1.27 1.14 1.05 1.08 1.20 -1.70 -1.30 1.04 1.23 1.48 1.34
LRIG2 leucine-rich repeats and immchr1p13.1 0 --- -1.23 1.44 2.25 1.22 3.45 5.84 2.95 1.97 1.55 -1.11 1.70 2.30
LRIG2 leucine-rich repeats and immchr1p13.1 0 --- 1.09 1.31 1.13 -1.03 -1.50 -1.24 -1.11 1.07 1.03 1.16 1.82 1.68
LRIG3 leucine-rich repeats and immchr12q14.1  protein phosphorylation --- 1.44 1.21 -1.11 -1.16 -1.39 -1.06 -1.05 -1.05 -2.00 -2.33 -1.10 -1.65
LRP1 low density lipoprotein recechr12q13.3  retinoid metabolic process Statin_Pathway_PharmGKB // GenMAPP 1.23 1.06 -1.32 -1.24 1.18 1.14 1.49 1.32 -1.19 1.07 -1.13 1.36
LRP1 low density lipoprotein recechr12q13.3  retinoid metabolic process Statin_Pathway_PharmGKB // GenMAPP -1.05 -1.26 1.15 1.18 1.51 2.20 1.17 1.36 -1.01 1.14 1.25 1.60
LRP10 low density lipoprotein recechr14q11.2  lipid metabolic process --- -1.06 1.02 1.30 1.35 1.01 -1.06 -1.11 -1.01 1.24 1.21 1.51 1.82
LRP10 low density lipoprotein recechr14q11.2  lipid metabolic process --- -1.28 -1.34 1.06 -1.03 1.14 -1.17 1.05 1.18 -1.11 -1.05 1.19 1.15
LRP12 low density lipoprotein recechr8q22.2  endocytosis --- 1.43 2.06 1.44 1.27 1.14 1.26 -1.99 -1.06 -4.28 -2.49 1.15 -1.71
LRP1B low density lipoprotein recechr2q21.2  endocytosis --- -1.09 -1.65 1.03 1.02 -1.17 -1.03 1.12 -1.30 -2.86 -1.90 -5.38 -2.52
LRP3 low density lipoprotein recechr19q13.11  endocytosis --- 1.23 1.17 -1.05 1.15 1.13 -1.11 1.10 1.04 -1.06 -1.03 -1.29 -1.43
LRP4 low density lipoprotein recechr11p11.2  kidney development --- 1.18 1.10 1.05 1.01 1.04 1.09 -1.00 1.07 -1.34 -1.04 -1.35 -1.19
LRP5 low density lipoprotein recechr11q13.4  gastrulation with mouth forming second --- -1.09 -1.10 1.03 1.20 1.10 1.00 1.41 1.43 1.55 1.31 1.22 1.39
LRP6 low density lipoprotein recechr12p13.2  gastrulation with mouth forming second --- -1.08 -1.01 1.00 1.09 -1.02 1.04 1.31 1.13 -1.37 -1.77 1.05 -1.16
LRP8 low density lipoprotein recechr1p34  negative regulation of transcription from --- 1.06 1.04 1.03 1.19 1.16 1.15 -1.10 -1.09 1.36 1.31 1.57 1.75
LRP8 low density lipoprotein recechr1p34  negative regulation of transcription from --- 1.08 1.06 1.04 1.05 1.13 1.19 -1.11 -1.16 1.51 1.53 2.01 1.89
LRPAP1 low density lipoprotein recechr4p16.3  protein folding --- 1.06 -1.16 1.24 1.32 1.03 1.29 -1.15 1.01 -1.83 -2.21 -2.08 -2.11
LRPPRC leucine-rich pentatricopepti chr2p21  negative regulation of mitochondrial RNA--- 1.58 1.36 -1.02 1.03 1.65 1.36 1.23 -1.17 -2.04 -2.09 -2.06 -1.83
LRPPRC leucine-rich pentatricopepti chr2p21  negative regulation of mitochondrial RNA--- 1.01 1.08 -1.00 1.05 1.07 1.05 1.05 -1.04 -1.18 -1.18 -1.35 -1.44
LRPPRC leucine-rich pentatricopepti chr2p21  negative regulation of mitochondrial RNA--- 1.08 -1.06 1.14 1.03 -1.04 1.23 -1.56 -1.24 -1.74 -1.35 -1.67 -1.75
LRRC1 leucine rich repeat containinchr6p12.1 0 --- -1.12 -1.06 1.02 -1.05 1.01 1.04 1.07 1.03 -1.53 -1.51 -1.58 -1.72
LRRC16A leucine rich repeat containinchr6p22.2  actin filament organization --- 1.03 1.08 1.02 -1.02 1.15 -1.03 1.06 -1.00 -1.52 -1.24 -1.33 -1.59
LRRC16A leucine rich repeat containinchr6p22.2  actin filament organization --- 1.02 1.17 -1.09 -1.03 1.08 1.05 -1.07 -1.04 -1.74 -1.32 -1.31 -1.50
LRRC23 leucine rich repeat containinchr12p13 0 --- -1.06 -1.18 1.07 1.20 1.08 1.06 1.24 -1.04 2.12 1.74 1.41 1.50
LRRC27 leucine rich repeat containinchr10q26.3 0 --- 1.71 1.51 2.10 2.07 -1.55 -1.36 -1.64 1.17 1.09 1.39 -2.07 -1.63
LRRC32 leucine rich repeat containinchr11q13.5-q14  positive regulation of gene expression --- 1.86 2.00 -1.07 7.59 1.48 1.14 2.09 1.36 -1.45 -2.48 3.18 2.15
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LRRC34 leucine rich repeat containinchr3q26.2 0 --- -1.09 1.02 1.30 1.91 -1.38 -1.08 1.15 1.13 -1.81 -1.38 -2.86 -3.13
LRRC37A /// leucine rich repeat containinchr17q21.31 /// chr10 --- -1.02 -1.02 1.16 -1.01 1.24 1.00 -1.10 -1.14 -1.74 -1.57 -1.78 -1.80
LRRC37A16PNULL /// leucine rich repea --- 0 --- 1.08 1.15 -1.06 -1.24 1.06 -1.24 -1.02 -1.09 -1.49 -1.26 -1.48 -1.68
LRRC37A2 leucine rich repeat containinchr17q21.31 0 --- -1.18 -1.20 1.24 1.27 -1.03 -1.10 1.07 1.03 -1.51 -1.41 -2.21 -1.74
LRRC37A2 leucine rich repeat containinchr17q21.31 0 --- 1.05 1.01 1.13 1.11 1.09 1.08 -1.03 -1.03 -1.83 -1.69 -2.22 -1.88
LRRC37A3 leucine rich repeat containinchr17q24.1 0 --- 1.31 1.12 1.42 1.51 1.39 1.18 -1.40 -1.49 1.02 -1.20 -1.46 -1.65
LRRC37A4P leucine rich repeat containinchr17q21.31 0 --- -1.05 -1.11 -1.12 -1.07 1.10 1.21 -1.09 -1.06 -2.13 -1.75 -2.27 -2.12
LRRC37B leucine rich repeat containin--- 0 --- 1.13 1.06 -1.05 -1.11 1.10 1.08 -1.07 1.06 -1.26 -1.22 -1.02 -1.12
LRRC3B leucine rich repeat containinchr3p24 0 --- -1.18 1.98 -2.18 1.20 7.82 1.61 -2.07 1.02 5.99 5.51 1.49 3.20
LRRC3DN LRRC3 downstream neighbchr21q22.3 0 --- 1.42 1.80 2.44 3.29 -1.37 -1.21 1.31 1.07 1.41 1.06 1.54 1.81
LRRC40 leucine rich repeat containinchr1p31.1 0 --- 1.12 1.11 1.01 1.01 1.02 1.09 1.00 1.02 -1.86 -1.57 -1.38 -1.60
LRRC41 leucine rich repeat containinchr1p34.1  protein ubiquitination --- -1.75 1.09 1.35 -1.12 1.23 2.34 1.68 1.83 -1.23 2.17 -1.03 -1.14
LRRC41 leucine rich repeat containinchr1p34.1  protein ubiquitination --- -1.07 -1.11 1.02 -1.16 -1.04 -1.06 1.06 -1.17 1.03 1.10 1.31 1.37
LRRC41 leucine rich repeat containinchr1p34.1  protein ubiquitination --- -1.20 -1.23 1.00 -1.08 1.13 1.19 -1.09 -1.11 1.11 1.15 1.15 1.04
LRRC45 leucine rich repeat containinchr17q25.3 0 --- 1.20 1.12 1.10 1.20 -1.11 -1.33 1.38 1.14 -1.34 -1.34 -1.53 -1.69
LRRC48 leucine rich repeat containinchr17p11.2 0 --- 1.08 1.06 1.27 1.24 -1.19 -1.16 1.06 -1.02 -1.33 -1.81 -2.61 -1.84
LRRC49 leucine rich repeat containinchr15q23 0 --- -1.05 1.06 1.14 1.16 1.17 1.03 -1.19 1.03 -2.41 -2.09 -2.55 -3.00
LRRC57 leucine rich repeat containinchr15q15.2 0 --- 1.03 -1.06 -1.03 -1.11 -1.07 1.07 -1.10 1.03 -1.57 -1.34 -1.45 -1.52
LRRC58 leucine rich repeat containinchr3q13.33 0 --- 1.01 1.11 -1.04 -1.07 1.01 -1.06 -1.20 -1.16 -1.46 -1.32 -1.18 -1.22
LRRC59 leucine rich repeat containinchr17q21.33 0 --- 1.09 1.07 -1.05 -1.04 1.01 1.03 -1.08 -1.16 1.30 1.33 1.42 1.53
LRRC6 leucine rich repeat containinchr8q24.22  pachytene --- 1.01 1.02 -1.06 1.05 1.14 -1.03 1.09 1.12 -1.45 -1.65 -1.90 -1.73
LRRC7 leucine rich repeat containinchr1p31.1 0 --- -1.32 -3.57 2.45 1.38 -2.19 -1.46 -7.67 -1.39 -4.82 -2.37 1.45 10.95
LRRC73 leucine rich repeat containinchr6p21.1 0 --- 1.77 1.34 1.06 1.00 1.44 1.27 -1.09 1.84 1.32 1.85 1.45 1.68
LRRC8A leucine rich repeat containinchr9q34.11  pre-B cell differentiation --- -1.09 -1.09 1.03 1.01 1.09 -1.02 1.05 -1.07 1.45 1.23 1.32 1.36
LRRC8B leucine rich repeat containinchr1p22.2 0 --- 1.25 1.32 1.04 -1.09 1.02 1.01 -1.33 -1.13 -1.21 -1.28 -1.20 -1.52
LRRC8C leucine rich repeat containinchr1p22.2 0 --- -1.20 1.00 1.20 -1.01 -1.07 -1.12 1.02 1.17 -1.46 -1.34 1.28 1.55
LRRC8C leucine rich repeat containinchr1p22.2 0 --- 1.27 1.25 -1.33 -1.27 -1.05 1.23 -2.24 1.27 4.54 2.88 2.35 2.03
LRRC8C leucine rich repeat containinchr1p22.2 0 --- 1.25 1.23 1.09 -1.08 -1.28 -1.20 1.13 -1.10 3.02 2.48 2.77 2.31
LRRC8D leucine rich repeat containinchr1p22.2 0 --- 1.01 1.05 -1.04 -1.08 -1.01 -1.08 -1.01 -1.10 1.24 1.10 1.37 1.21
LRRC8E leucine rich repeat containinchr19p13.2 0 --- 1.14 1.05 1.29 1.45 1.19 -1.27 -1.49 -1.65 1.39 1.12 1.15 1.46
LRRCC1 leucine rich repeat and coilechr8q21.2  cell cycle --- 1.52 1.52 1.44 1.35 1.34 1.49 -1.84 1.04 -2.24 -1.62 -2.20 -2.41
LRRD1 leucine-rich repeats and deachr7q21.2  signal transduction --- -2.76 -2.55 1.71 1.28 -2.72 -15.64 2.99 2.64 2.11 -3.76 -11.78 1.00
LRRFIP1 leucine rich repeat (in FLII)chr2q37.3  transcription, DNA-dependent --- -1.10 -1.09 1.01 1.02 1.07 -1.00 1.18 1.03 1.21 1.14 -1.04 1.09
LRRFIP1 leucine rich repeat (in FLII)chr2q37.3  transcription, DNA-dependent --- -1.01 -1.13 1.04 1.03 1.05 1.09 -1.02 -1.10 -1.09 1.24 -1.28 -1.02
LRRFIP1 leucine rich repeat (in FLII)chr2q37.3  transcription, DNA-dependent --- -1.01 1.01 -1.14 1.00 -1.22 1.03 -1.03 1.10 1.42 1.73 1.61 1.53
LRRFIP2 leucine rich repeat (in FLII)chr3p22.2  Wnt receptor signaling pathway --- -1.08 -1.04 1.04 -1.03 -1.02 -1.06 1.11 1.04 -1.12 -1.20 1.13 1.01
LRRFIP2 leucine rich repeat (in FLII)chr3p22.2  Wnt receptor signaling pathway --- 1.04 1.06 1.04 -1.01 -1.12 -1.02 1.51 1.23 1.48 1.20 1.83 1.91
LRRFIP2 leucine rich repeat (in FLII)chr3p22.2  Wnt receptor signaling pathway --- 1.16 -1.00 1.02 -1.23 1.17 1.24 -1.14 -1.12 -1.49 -1.68 -1.24 1.04
LRRIQ3 leucine-rich repeats and IQ chr1p31.1 0 --- 1.06 1.24 -1.04 -1.28 1.24 1.27 -1.29 1.18 -2.58 -2.11 1.01 -1.67
LRRIQ3 leucine-rich repeats and IQ chr1p31.1 0 --- -1.00 -1.11 1.19 1.59 1.59 1.17 1.55 1.33 -1.61 -1.59 -2.42 -2.23
LRRK1 leucine-rich repeat kinase 1 chr15q26.3  protein phosphorylation --- 1.09 -1.04 -1.21 -1.08 -1.04 -1.08 -1.23 1.03 -1.03 -1.02 -1.61 -1.32
LRTM1 leucine-rich repeats and tranchr3p14.3 0 --- 1.23 3.18 2.52 2.37 -1.92 -2.81 -1.26 1.28 1.85 2.60 -1.19 9.87
LRTOMT leucine rich transmembrane chr11q13.4  catecholamine metabolic process --- 1.08 1.13 -1.20 -1.23 1.01 -1.38 -1.03 -1.12 -1.65 -1.45 -1.60 -1.36
LSAMP limbic system-associated m chr3q13.2-q21  cell adhesion --- 3.24 2.13 -1.99 1.29 -1.03 -1.28 1.18 1.12 1.71 1.76 4.92 2.89
LSAMP limbic system-associated m chr3q13.2-q21  cell adhesion --- 1.45 1.32 1.28 1.50 -1.55 -1.24 -1.14 -1.36 8.00 2.83 -1.16 1.07
LSM11 LSM11, U7 small nuclear Rchr5q33.3  S phase of mitotic cell cycle --- -1.04 -1.18 1.22 -1.06 -1.19 -1.22 1.72 1.50 1.33 1.04 1.66 1.29
LSM11 LSM11, U7 small nuclear Rchr5q33.3  S phase of mitotic cell cycle --- -1.08 -1.13 1.07 1.02 1.01 1.07 -1.03 1.06 -1.21 1.03 -1.45 -1.33
LSM14A LSM14A, SCD6 homolog Achr19q13.11  regulation of translation --- -1.02 1.00 -1.05 -1.00 -1.09 -1.05 -1.08 -1.07 -1.02 1.04 -1.06 -1.05
LSM14B LSM14B, SCD6 homolog Bchr20q13.33  regulation of translation --- 1.17 -1.03 -1.02 -1.04 1.09 1.15 1.05 -1.00 -1.13 1.03 -1.08 -1.23
LSM3 LSM3 homolog, U6 small nchr3p25.1  nuclear-transcribed mRNA catabolic proc--- 1.10 -1.08 1.15 1.13 -1.04 1.24 -1.27 1.04 -1.13 -1.52 -1.41 -1.25
LSM4 LSM4 homolog, U6 small nchr19p13.11  nuclear-transcribed mRNA catabolic proc--- 1.03 -1.13 -1.06 -1.17 1.03 -1.03 1.09 -1.01 1.21 1.25 1.14 1.29
LSM5 LSM5 homolog, U6 small nchr7p14.3  nuclear-transcribed mRNA catabolic proc--- 1.05 1.08 -1.00 -1.02 1.03 1.04 1.06 -1.01 -1.06 -1.02 -1.30 -1.28
LSM5 LSM5 homolog, U6 small nchr7p14.3  nuclear-transcribed mRNA catabolic proc--- 1.09 1.18 1.09 -1.04 -1.01 1.08 -1.26 -1.29 -2.70 -2.38 -3.08 -3.87
LSM7 LSM7 homolog, U6 small nchr19p13.3  nuclear-transcribed mRNA catabolic procmRNA_processing_Reactome // GenMAPP 1.02 -1.00 -1.14 -1.21 1.06 -1.06 1.02 1.04 1.04 1.06 1.33 1.13
LSMEM1 leucine-rich single-pass memchr7q31.1 0 --- 2.77 3.05 1.06 1.08 1.32 -1.84 6.35 3.17 -1.50 -1.32 1.84 -1.07
LSMEM1 leucine-rich single-pass memchr7q31.1 0 --- 1.03 -1.47 1.16 1.72 -1.23 -1.53 1.91 1.26 -1.40 -1.20 1.65 2.06
LSS lanosterol synthase (2,3-oxi chr21q22.3  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP -1.30 1.01 1.09 -1.04 -1.48 -1.27 1.05 -1.11 1.16 1.35 3.75 6.96
LSS lanosterol synthase (2,3-oxi chr21q22.3  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP 1.01 1.02 1.00 1.18 1.06 1.01 1.15 1.11 1.03 -1.06 1.26 1.43
LSS lanosterol synthase (2,3-oxi chr21q22.3  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP -1.18 -1.29 -1.19 -1.10 1.18 1.01 -1.03 1.14 1.54 1.37 3.13 4.13
LST1 leukocyte specific transcriptchr6p21.3  cell morphogenesis --- 1.50 2.51 -2.13 -1.09 1.87 8.50 -1.51 -1.03 1.23 1.69 8.60 3.59
LTBP1 latent transforming growth fchr2p22-p21  extracellular matrix organization TGF_Beta_Signaling_Pathway // GenMAPP -1.11 -1.06 1.01 -1.01 -1.16 -1.11 -1.11 -1.09 -1.89 -1.50 -2.51 -2.63
LTBP1 latent transforming growth fchr2p22-p21  extracellular matrix organization TGF_Beta_Signaling_Pathway // GenMAPP 1.04 1.10 1.39 -1.06 1.52 1.26 1.09 1.05 -1.82 -1.54 -1.87 -2.03
LTBR lymphotoxin beta receptor ( chr12p13  apoptotic process --- -1.33 -1.19 1.28 -1.07 1.63 1.86 1.59 1.33 2.37 1.18 1.18 -1.30
LTBR lymphotoxin beta receptor ( chr12p13  apoptotic process --- -1.51 -1.47 1.14 1.32 -1.23 -1.23 1.15 -1.10 1.14 1.10 1.51 1.21
LTBR lymphotoxin beta receptor ( chr12p13  apoptotic process --- -1.05 -1.18 -1.01 1.28 -1.01 -1.10 1.29 1.32 1.61 1.33 1.30 1.51
LTF lactotransferrin chr3p21.31  ossification --- -2.02 -1.11 1.89 1.04 3.31 2.17 1.43 -1.25 1.24 -1.17 14.27 8.36
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LTN1 listerin E3 ubiquitin protein chr21q22.11  protein ubiquitination --- -1.26 -1.21 1.12 -1.02 1.13 1.04 1.15 1.20 1.06 1.28 1.29 1.35
LTV1 LTV1 homolog (S. cerevisiachr6q24.2 0 --- 1.17 1.08 1.08 1.05 -1.10 1.01 -1.18 -1.00 -1.16 -1.22 1.13 1.11
LTV1 LTV1 homolog (S. cerevisiachr6q24.2 0 --- 1.42 -1.22 1.21 1.55 -1.29 -1.41 -1.75 -1.53 1.36 -1.04 2.59 2.09
LUC7L LUC7-like (S. cerevisiae) chr16p13.3  negative regulation of striated muscle tiss--- -1.19 -1.16 1.04 1.01 1.05 1.01 -1.16 1.01 -1.41 -1.67 -1.42 -1.18
LUC7L LUC7-like (S. cerevisiae) chr16p13.3  negative regulation of striated muscle tiss--- -1.17 -1.13 1.06 -1.03 1.18 1.01 -1.15 -1.06 -1.58 -1.70 -1.39 -1.27
LUC7L LUC7-like (S. cerevisiae) chr16p13.3  negative regulation of striated muscle tiss--- 1.34 1.45 1.12 1.08 1.06 -1.01 1.17 -1.00 -1.68 -1.56 -1.42 -1.25
LUC7L LUC7-like (S. cerevisiae) chr16p13.3  negative regulation of striated muscle tiss--- -1.12 -1.19 1.02 1.03 1.09 -1.08 -1.05 -1.03 -1.41 -1.35 -1.38 -1.27
LUC7L LUC7-like (S. cerevisiae) chr16p13.3  negative regulation of striated muscle tiss--- -1.04 -1.09 1.01 -1.03 1.10 -1.03 -1.01 1.00 -1.81 -2.03 -2.00 -1.62
LUC7L2 LUC7-like 2 (S. cerevisiae) chr7q34 0 --- 1.02 -1.03 1.03 -1.13 1.01 1.08 -1.04 -1.11 -1.63 -1.42 -1.64 -2.38
LUC7L2 LUC7-like 2 (S. cerevisiae) chr7q34 0 --- -1.11 -1.16 1.09 1.07 -1.06 1.03 -1.04 1.15 -1.64 -1.33 -1.36 -1.43
LUC7L3 LUC7-like 3 (S. cerevisiae) chr17q21.33  mRNA processing --- -1.06 -1.05 1.01 1.06 -1.02 1.01 1.02 1.03 1.01 -1.07 -1.15 -1.03
LUC7L3 LUC7-like 3 (S. cerevisiae) chr17q21.33  mRNA processing --- 1.28 1.32 1.03 1.11 1.08 1.14 -1.27 -1.22 -1.52 -1.55 -1.99 -1.60
LUC7L3 LUC7-like 3 (S. cerevisiae) chr17q21.33  mRNA processing --- -1.14 1.08 1.08 1.15 -1.04 -1.18 1.11 1.11 -1.17 -1.26 -1.24 -1.06
LUC7L3 LUC7-like 3 (S. cerevisiae) chr17q21.33  mRNA processing --- -1.02 -1.01 -1.06 1.14 -1.11 1.04 -1.29 -1.06 -1.29 -1.17 -1.23 -1.12
LUC7L3 LUC7-like 3 (S. cerevisiae) chr17q21.33  mRNA processing --- 1.40 -1.02 1.32 -1.05 1.27 1.18 -1.75 -1.31 -2.37 -2.69 -2.68 -2.46
LUC7L3 LUC7-like 3 (S. cerevisiae) chr17q21.33  mRNA processing --- 1.03 1.11 -1.03 1.04 1.05 -1.07 -1.24 -1.35 -1.71 -1.67 -2.37 -2.37
LUM lumican chr12q21.3-q22  carbohydrate metabolic process --- 1.06 1.11 -1.06 -1.06 -1.08 1.11 -1.25 -1.14 -1.42 -1.02 -1.56 -1.53
LURAP1 leucine rich adaptor protein chr1p34  positive regulation of cytokine production--- -2.41 -4.62 -1.32 -1.24 4.18 2.52 -1.38 -1.21 3.06 1.59 2.79 2.95
LUZP1 leucine zipper protein 1 chr1p36  ventricular septum development --- -1.07 -1.08 1.09 1.07 1.07 -1.01 1.10 1.24 1.39 1.18 1.17 1.27
LUZP1 leucine zipper protein 1 chr1p36  ventricular septum development --- 1.05 1.02 -1.03 1.10 -1.01 1.04 1.05 1.08 1.38 1.29 1.31 1.35
LUZP1 leucine zipper protein 1 chr1p36  ventricular septum development --- -1.12 -1.02 1.02 1.04 -1.02 -1.08 1.02 -1.16 1.33 1.24 1.39 1.34
LUZP2 leucine zipper protein 2 chr11p14.3 0 --- -1.01 -1.15 -1.05 -1.10 1.14 1.19 -1.34 -1.01 -1.96 -1.42 -2.58 -2.23
LUZP6 /// MTleucine zipper protein 6 /// mchr7q33  regulation of translation --- -1.09 -1.01 -1.07 1.07 -1.24 -1.05 -1.17 -1.10 -1.02 1.13 -1.05 -1.05
LY6D lymphocyte antigen 6 comp chr8q24  cell adhesion --- 1.03 1.25 -1.20 -1.09 1.00 1.08 -1.03 -1.20 -1.25 -1.57 -2.16 -1.80
LY6G5C lymphocyte antigen 6 comp chr6p21.33 0 --- 1.07 -1.04 -1.05 1.03 -1.17 -1.44 -1.35 -1.02 -1.74 -2.23 -2.05 -1.95
LY6K lymphocyte antigen 6 comp chr8q24.3 0 --- -1.03 -1.03 -1.12 -1.05 1.01 -1.01 1.05 1.07 1.14 1.12 1.27 1.28
LY75 lymphocyte antigen 75 chr2q24  endocytosis --- -1.44 1.13 1.78 1.39 1.23 1.04 1.40 1.50 1.11 -1.05 -2.17 -2.40
LY86-AS1 LY86 antisense RNA 1 chr6p25.1 0 --- -1.91 -2.69 5.81 14.17 -1.72 1.51 -1.79 -3.45 9.33 6.47 2.78 2.21
LYAR Ly1 antibody reactive chr4p16.3 0 --- -1.21 -1.09 1.02 -1.08 1.14 1.03 1.16 1.07 1.41 1.16 1.71 1.64
LYAR Ly1 antibody reactive chr4p16.3 0 --- -1.01 1.05 -1.00 -1.09 -1.08 -1.04 -1.29 -1.09 1.37 1.22 1.64 1.44
LYG1 lysozyme G-like 1 chr2q11.2  metabolic process --- -1.97 -2.73 -1.13 1.13 1.21 -1.20 1.04 1.14 1.10 -1.49 1.66 2.16
LYN v-yes-1 Yamaguchi sarcomachr8q13  B cell homeostasis --- -1.10 -1.06 1.04 1.25 1.03 1.08 -1.10 -1.14 -1.02 1.07 1.24 1.11
LYN v-yes-1 Yamaguchi sarcomachr8q13  B cell homeostasis --- 1.11 -1.01 1.07 1.11 -1.00 1.28 1.06 1.16 -1.02 -1.03 1.21 1.16
LYPD1 LY6/PLAUR domain conta chr2q21.2 0 GPCRDB_Class_A_Rhodopsin-like2 // GenM -1.16 -1.22 1.03 1.04 1.11 1.05 1.18 1.14 1.37 1.48 1.55 1.40
LYPD3 LY6/PLAUR domain conta chr19q13.31  cellular component movement --- 1.27 1.43 -1.02 1.20 1.22 -1.11 1.13 1.20 4.80 3.24 3.01 1.92
LYPD6 LY6/PLAUR domain conta chr2q23.2 0 --- -1.19 -1.11 -1.12 -1.13 -1.29 1.02 -1.12 -1.37 -1.58 -1.55 -1.01 -1.01
LYPD6B LY6/PLAUR domain conta chr2q23.2 0 --- -1.05 -1.14 -1.13 1.05 -1.19 -1.24 1.14 1.09 -1.28 -1.29 -2.22 -2.47
LYPLA2 lysophospholipase II chr1p36.11  lipid metabolic process --- -1.05 1.01 -1.02 1.25 -1.06 -1.40 1.07 -1.02 1.21 1.68 -1.36 -1.13
LYPLA2 lysophospholipase II chr1p36.11  lipid metabolic process --- -1.26 -1.22 -1.05 -1.15 1.08 -1.10 -1.15 -1.02 1.03 -1.04 1.08 1.08
LYPLA2 lysophospholipase II chr1p36.11  lipid metabolic process --- -1.19 -1.19 1.17 1.26 -1.20 -1.16 1.01 -1.13 -1.16 -1.17 1.25 1.19
LYPLAL1 lysophospholipase-like 1 chr1q41  protein depalmitoylation --- 1.02 1.02 -1.01 -1.08 1.05 -1.02 -1.08 -1.02 -1.37 -1.42 -1.00 -1.09
LYPLAL1 lysophospholipase-like 1 chr1q41  protein depalmitoylation --- -1.13 -1.07 1.02 1.15 -1.06 -1.14 -1.36 -1.17 -2.92 -2.25 -1.49 -1.45
LYRM1 LYR motif containing 1 chr16p11.2 0 --- 1.10 1.07 -1.29 -1.05 -1.40 -1.20 -1.14 -1.04 1.08 1.14 1.14 1.22
LYRM2 LYR motif containing 2 chr6q15 0 --- 1.01 -1.12 1.03 -1.02 1.05 1.11 1.01 1.04 -1.67 -1.45 -1.92 -1.59
LYRM2 LYR motif containing 2 chr6q15 0 --- -1.07 -1.05 -1.02 -1.16 1.06 1.03 -1.15 -1.06 -1.80 -1.80 -1.34 -1.86
LYRM2 LYR motif containing 2 chr6q15 0 --- -1.12 -1.11 1.00 -1.06 1.09 1.05 -1.02 -1.03 -1.57 -1.56 -1.60 -1.44
LYRM2 LYR motif containing 2 chr6q15 0 --- 1.01 1.12 -1.18 -1.19 1.07 1.03 1.12 1.26 -1.65 -1.74 -1.20 -1.76
LYRM4 LYR motif containing 4 chr6p25.1  small molecule metabolic process --- -1.03 -1.09 -1.05 -1.04 -1.08 -1.19 1.21 1.38 1.11 1.04 1.18 1.29
LYRM5 LYR motif containing 5 chr12p12.1 0 --- 1.10 1.07 -1.04 -1.05 -1.08 -1.04 -1.08 -1.03 -1.59 -1.44 -1.61 -1.74
LYRM7 LYR motif containing 7 chr5q23.3 0 --- -1.01 -1.12 -1.02 1.11 1.55 1.54 -1.04 -1.31 -2.18 -2.11 -2.40 -2.36
LYRM7 LYR motif containing 7 chr5q23.3 0 --- 1.00 1.09 1.05 -1.14 -1.08 -1.07 -1.22 -1.03 -3.55 -3.23 -3.39 -3.03
LYRM7 LYR motif containing 7 chr5q23.3 0 --- 1.10 1.01 1.08 1.02 -1.02 1.09 -1.41 -1.26 -3.15 -3.02 -3.16 -3.15
LYRM7 LYR motif containing 7 chr5q23.3 0 --- 1.01 -1.07 1.02 -1.07 -1.16 1.02 -1.41 1.04 -3.40 -3.05 -3.14 -2.92
LYRM9 LYR motif containing 9 chr17q11.2 0 --- 1.03 1.08 1.12 1.15 -1.06 1.15 -1.01 1.09 -1.10 -1.44 -1.77 -1.56
LYSMD1 LysM, putative peptidoglyc chr1q21.3  cell wall macromolecule catabolic proces--- -1.02 -1.08 1.08 1.12 -1.08 -1.01 1.34 1.34 1.09 1.33 1.54 1.08
LYSMD2 LysM, putative peptidoglyc chr15q21.2  cell wall macromolecule catabolic proces--- 1.07 1.01 1.18 1.16 1.01 1.04 -1.20 -1.26 -2.04 -1.71 -1.33 -1.73
LYSMD4 LysM, putative peptidoglyc chr15q26.3  cell wall macromolecule catabolic proces--- 1.08 1.01 1.17 1.39 -1.05 1.09 1.11 1.09 -1.03 -1.12 -1.44 -1.35
LYST lysosomal trafficking regulachr1q42.1-q42.2  neutrophil mediated immunity --- -1.03 1.18 -1.31 -1.29 1.04 -1.03 1.03 -1.16 -2.26 -1.94 -1.41 -1.53
LZIC leucine zipper and CTNNBIchr1p36.22  central nervous system development --- -1.07 -1.09 1.09 1.07 1.11 -1.01 1.02 1.08 1.62 1.62 1.55 2.01
LZTFL1 leucine zipper transcription chr3p21.3  establishment of protein localization to or--- -1.03 1.12 -1.02 -1.09 -1.16 -1.14 1.07 -1.20 -1.99 -1.99 -1.77 -2.07
LZTFL1 leucine zipper transcription chr3p21.3  establishment of protein localization to or--- 1.01 -1.13 1.46 1.99 -1.07 -1.03 1.02 1.18 -1.67 -2.10 -2.07 -2.74
LZTS1 leucine zipper, putative tumchr8p22  transcription, DNA-dependent --- -1.81 1.30 -1.23 1.41 1.06 -3.59 -1.10 -1.66 -1.74 -1.84 1.07 1.12
LZTS1 leucine zipper, putative tumchr8p22  transcription, DNA-dependent --- 1.99 1.74 -1.36 -1.28 -1.12 1.19 2.13 2.75 -1.64 1.14 -1.59 -1.28
LZTS2 leucine zipper, putative tumchr10q24  cell cycle --- 1.14 1.15 -1.10 1.04 -1.13 -1.15 1.05 1.07 1.27 1.14 1.15 1.27
LZTS2 leucine zipper, putative tumchr10q24  cell cycle --- 1.36 -1.18 1.08 -1.13 -1.25 -1.14 1.30 1.07 1.32 1.41 1.93 1.90
LZTS3 leucine zipper, putative tumchr20p13  protein homooligomerization --- -1.15 -1.13 -1.51 -1.17 3.13 2.89 1.26 1.21 1.76 1.72 1.81 2.19
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MACF1 microtubule-actin crosslinkichr1p32-p31  mesoderm formation --- -1.01 -1.60 -1.54 -2.02 -2.65 -2.05 1.41 -1.31 1.97 -1.01 -3.19 2.03
MACF1 microtubule-actin crosslinkichr1p32-p31  mesoderm formation --- 1.06 1.14 -1.06 -1.16 1.16 1.03 -1.13 -1.07 -1.14 -1.36 -1.29 -1.30
MACF1 microtubule-actin crosslinkichr1p32-p31  mesoderm formation --- 1.02 -1.17 1.00 1.08 1.12 1.23 -1.58 -1.55 -1.59 -1.42 -1.35 -1.40
MACF1 microtubule-actin crosslinkichr1p32-p31  mesoderm formation --- 1.08 1.08 1.00 1.04 -1.02 -1.05 -1.27 -1.16 -1.51 -1.27 -1.42 -1.56
MACF1 microtubule-actin crosslinkichr1p32-p31  mesoderm formation --- 1.03 -1.04 -1.11 -1.01 1.03 -1.01 1.00 -1.00 -1.44 -1.56 -1.46 -1.32
MACF1 microtubule-actin crosslinkichr1p32-p31  mesoderm formation --- -1.01 -1.02 1.01 -1.07 -1.23 -1.09 -1.26 -1.21 1.01 -1.10 -1.27 -1.14
MACROD1 MACRO domain containingchr11q11  response to DNA damage stimulus --- 1.09 1.07 1.40 1.18 1.23 1.04 -1.24 1.09 -1.50 -1.19 -2.39 -1.72
MACROD2 MACRO domain containingchr20p12.1  response to DNA damage stimulus --- -1.12 -1.25 -1.24 -1.35 1.06 -1.09 -1.42 -1.14 -1.28 -1.06 -2.18 -1.65
MACROD2-AMACROD2 antisense RNAchr20p12.1 0 --- 2.44 2.05 -1.77 -1.72 -1.24 -1.74 -6.62 -2.48 1.76 1.62 -1.00 -1.59
MAD1L1 MAD1 mitotic arrest deficiechr7p22  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP 1.02 1.15 1.07 1.21 -1.23 -1.18 1.16 1.18 1.78 1.03 1.53 1.98
MAD2L1BP MAD2L1 binding protein chr6p21.1  mitotic cell cycle checkpoint --- -1.06 -1.03 -1.04 -1.03 1.08 1.03 1.12 1.11 -1.01 1.00 1.18 1.25
MAD2L2 MAD2 mitotic arrest deficiechr1p36  negative regulation of transcription from Cell_cycle_KEGG // GenMAPP -1.17 -1.12 -1.01 1.02 1.05 -1.11 1.18 1.15 1.91 1.59 1.23 1.34
MAEA macrophage erythroblast attchr4p16.3  cytoskeleton organization --- 1.01 -1.02 1.00 1.04 -1.13 -1.09 -1.15 -1.01 -1.18 -1.28 -1.28 -1.20
MAF v-maf musculoaponeurotic fchr16q22-q23  negative regulation of transcription from --- -3.45 -1.23 -1.91 -2.66 -1.59 1.47 -1.34 1.26 10.59 3.54 1.35 1.07
MAFB v-maf musculoaponeurotic fchr20q11.2-q13.1  transcription, DNA-dependent --- -1.08 1.05 -1.11 -1.04 -1.18 -1.18 -1.28 -1.39 1.10 1.40 1.69 1.28
MAFF v-maf musculoaponeurotic fchr22q13.1  in utero embryonic development Smooth_muscle_contraction // GenMAPP 1.26 1.27 -1.04 1.02 -1.11 -1.18 2.40 1.60 3.17 2.24 2.69 2.39
MAFF v-maf musculoaponeurotic fchr22q13.1  in utero embryonic development Smooth_muscle_contraction // GenMAPP 1.25 1.12 -1.08 1.01 -1.09 1.01 2.15 1.54 3.26 2.48 2.88 2.60
MAFG v-maf musculoaponeurotic fchr17q25.3  in utero embryonic development --- 1.02 1.02 1.01 -1.05 1.03 1.04 1.08 1.08 1.39 1.37 1.01 1.10
MAFK v-maf musculoaponeurotic fchr7p22.3  transcription, DNA-dependent --- -1.08 -1.03 -1.08 -1.11 -1.04 -1.02 1.24 1.12 1.43 1.46 1.42 1.37
MAGEA9 /// Mmelanoma antigen family AchrXq28 0 --- -1.33 -1.99 1.32 1.50 -1.50 -1.29 -1.85 -1.06 -1.05 -1.53 -1.64 -1.91
MAGEB18 melanoma antigen family B chrXp21.3 0 --- 1.38 3.26 2.94 -1.34 -3.57 -2.04 1.49 1.38 5.80 1.05 -2.43 1.38
MAGED2 melanoma antigen family DchrXp11.2 0 --- -1.13 -1.09 -1.01 1.02 1.03 -1.11 1.26 1.06 1.43 1.16 1.65 1.97
MAGI1 membrane associated guanychr3p14.1  protein complex assembly --- -1.12 -1.23 1.02 1.02 1.02 1.04 -1.06 -1.02 -1.48 -1.36 -1.37 -1.16
MAGI1 membrane associated guanychr3p14.1  protein complex assembly --- 1.03 1.21 1.17 1.52 1.12 -1.29 1.15 -1.06 -1.02 -1.19 1.75 1.37
MAGI1 membrane associated guanychr3p14.1  protein complex assembly --- 1.09 -1.18 -1.06 1.17 2.21 1.68 1.06 -1.05 -2.69 -1.24 -2.51 -2.67
MAGI1 membrane associated guanychr3p14.1  protein complex assembly --- 1.55 1.77 1.33 1.45 -1.17 -1.01 -1.13 -1.46 -2.12 -2.76 -2.70 -2.68
MAGI1 membrane associated guanychr3p14.1  protein complex assembly --- 1.87 1.36 1.17 -1.11 1.20 -1.01 -1.15 -1.40 -2.82 -2.93 -2.04 -1.50
MAGI1 membrane associated guanychr3p14.1  protein complex assembly --- 1.43 -1.04 1.16 1.51 -1.03 -1.02 1.03 -1.02 -1.24 -1.53 -2.12 -2.05
MAGI1 membrane associated guanychr3p14.1  protein complex assembly --- -1.01 -1.12 1.03 -1.12 -1.11 1.09 -1.07 -1.09 -1.68 -1.40 -1.49 -1.39
MAGI2 membrane associated guanychr7q21  positive regulation of receptor internaliza--- -3.31 -1.36 2.02 6.57 -1.55 1.18 -1.72 1.67 -2.80 -3.54 -3.95 -4.21
MAGI2 membrane associated guanychr7q21  positive regulation of receptor internaliza--- 1.51 1.46 1.02 1.21 1.58 1.26 -1.85 -1.68 -2.96 -1.95 -4.76 -12.05
MAGI2-AS2 MAGI2 antisense RNA 2 --- 0 --- 1.81 1.48 -6.27 -2.61 2.92 3.20 -1.90 1.05 10.64 2.82 1.78 2.59
MAGI2-AS3 MAGI2 antisense RNA 3 --- 0 --- 1.32 1.33 -1.60 -1.53 -1.02 -1.50 1.06 1.59 -1.99 -1.14 -3.19 -3.55
MAGI3 membrane associated guanychr1p12-p11.2  apoptotic process --- -1.27 -1.34 -1.06 -1.35 -1.44 -1.35 -1.12 1.03 1.14 1.13 1.41 1.47
MAGI3 membrane associated guanychr1p12-p11.2  apoptotic process --- 1.10 -1.01 1.06 1.24 -1.03 1.11 -1.16 -1.07 -1.85 -1.57 -2.25 -1.77
MAGT1 magnesium transporter 1 chrXq21.1  protein N-linked glycosylation --- 1.14 1.08 -1.09 -1.06 -1.12 1.05 -1.12 -1.13 -1.26 -1.06 -1.24 -1.35
MAGT1 magnesium transporter 1 chrXq21.1  protein N-linked glycosylation --- 1.02 1.02 1.06 -1.14 1.08 -1.04 -1.05 -1.05 -1.27 -1.03 -1.14 -1.30
MAGT1 magnesium transporter 1 chrXq21.1  protein N-linked glycosylation --- -1.01 -1.03 -1.01 -1.17 -1.01 1.02 -1.10 -1.18 -1.40 -1.04 -1.45 -1.37
MAK16 MAK16 homolog (S. cerevichr8p12 0 --- -1.02 1.01 -1.02 -1.01 1.05 1.02 -1.06 -1.06 1.12 -1.00 1.34 1.30
MAL2 mal, T-cell differentiation p chr8q23 0 --- 1.00 -1.01 -1.01 1.06 -1.05 1.01 -1.10 -1.07 -1.14 1.02 -1.23 -1.22
MALAT1 metastasis associated lung achr11q13.1 0 --- 1.10 1.03 1.06 1.15 1.13 1.05 1.19 -1.02 -1.92 -1.97 -1.58 -1.51
MALL mal, T-cell differentiation p chr2q13  cholesterol homeostasis --- -1.06 1.10 -1.03 -1.04 -1.14 1.02 1.37 1.06 1.88 2.20 1.68 2.05
MALSU1 mitochondrial assembly of rchr7p15.3  ribosomal large subunit biogenesis --- -1.08 -1.22 -1.13 1.09 1.02 1.11 -1.08 1.11 1.02 1.05 1.15 1.35
MALSU1 mitochondrial assembly of rchr7p15.3  ribosomal large subunit biogenesis --- 1.02 -1.07 -1.01 1.06 -1.01 1.04 1.01 1.06 1.37 1.31 1.18 1.27
MALSU1 mitochondrial assembly of rchr7p15.3  ribosomal large subunit biogenesis --- -1.07 1.04 1.03 1.16 1.09 -1.01 1.18 1.01 1.01 -1.10 -2.06 -2.29
MALT1 mucosa associated lymphoidchr18q21  B-1 B cell differentiation --- -1.04 -1.01 1.01 -1.05 1.06 -1.08 1.05 -1.02 -1.33 -1.48 -1.10 -1.14
MALT1 mucosa associated lymphoidchr18q21  B-1 B cell differentiation --- 1.06 -1.03 1.07 1.18 -1.03 1.06 -1.15 -1.06 -1.71 -1.96 -1.76 -1.45
MALT1 mucosa associated lymphoidchr18q21  B-1 B cell differentiation --- -1.07 -1.02 -1.03 -1.02 -1.01 -1.10 1.08 1.08 -1.20 -1.33 -1.06 -1.10
MAMDC2 MAM domain containing 2 chr9q21.12  peptide cross-linking via chondroitin 4-su--- 1.35 1.35 1.09 -1.12 -1.53 -1.11 -1.53 -1.01 -2.66 -1.98 -3.43 -4.21
MAML2 mastermind-like 2 (Drosophchr11q21  transcription, DNA-dependent --- -1.22 1.06 -1.74 -1.53 1.72 1.52 1.21 -1.21 1.15 1.20 1.90 2.18
MAMLD1 mastermind-like domain conchrXq28  transcription, DNA-dependent --- -1.09 -1.07 1.04 -1.01 1.05 -1.03 -1.06 -1.04 -1.28 -1.17 -1.53 -1.49
MAN1A1 mannosidase, alpha, class 1Achr6q22  protein glycosylation --- 1.32 1.55 -1.02 -1.39 -1.32 -1.22 -1.15 1.03 -2.08 -1.50 -1.95 -2.11
MAN1A2 mannosidase, alpha, class 1Achr1p13  protein glycosylation --- 1.08 -1.02 -1.14 -1.13 -1.10 -1.13 -1.04 -1.09 -1.58 -1.41 -1.38 -1.27
MAN1A2 mannosidase, alpha, class 1Achr1p13  protein glycosylation --- 1.05 1.27 -1.02 1.03 1.04 1.18 -1.47 -1.50 -2.86 -2.05 -1.89 -2.13
MAN1A2 mannosidase, alpha, class 1Achr1p13  protein glycosylation --- -1.28 -1.20 1.09 1.01 1.36 1.25 -1.50 -1.50 -2.36 -1.54 -1.98 -1.78
MAN1A2 mannosidase, alpha, class 1Achr1p13  N-glycan processing --- -1.06 1.00 -1.01 -1.20 -1.00 -1.09 -1.12 -1.53 -2.31 -2.68 -1.58 -1.78
MAN1A2 mannosidase, alpha, class 1Achr1p13  protein glycosylation --- 1.09 1.11 1.03 -1.00 1.02 1.03 -1.23 -1.12 -1.57 -1.42 -1.47 -1.49
MAN1B1 mannosidase, alpha, class 1Bchr9q34  protein folding --- -1.03 -1.17 1.03 1.20 1.08 -1.04 1.26 1.16 1.14 1.05 1.09 1.30
MAN1B1-AS MAN1B1 antisense RNA 1 chr9q34.3 0 --- 1.18 1.05 1.00 1.11 -1.15 -1.24 1.45 1.23 -1.26 -1.22 -2.12 -1.25
MAN2A1 mannosidase, alpha, class 2Achr5q21-q22  in utero embryonic development --- 1.13 1.13 -1.03 -1.09 -1.18 -1.00 -1.05 1.01 -1.03 1.19 1.15 1.05
MAN2A1 mannosidase, alpha, class 2Achr5q21-q22  in utero embryonic development --- 1.07 1.10 1.13 1.09 -1.00 1.04 -1.13 1.15 -1.18 -1.04 1.21 -1.02
MAN2A1 mannosidase, alpha, class 2Achr5q21-q22  in utero embryonic development --- -1.02 -1.03 -1.00 -1.07 1.08 1.20 -1.05 -1.07 1.01 1.15 1.34 1.37
MAN2A2 mannosidase, alpha, class 2Achr15q26.1  carbohydrate metabolic process --- 1.03 -1.02 1.08 1.33 1.08 1.08 1.21 1.16 1.40 1.26 1.14 1.45
MAN2C1 mannosidase, alpha, class 2 chr15q11-q13  carbohydrate metabolic process --- -1.23 -1.23 1.09 1.24 1.01 -1.10 1.26 1.03 1.66 1.42 1.21 1.27
MAN2C1 mannosidase, alpha, class 2 chr15q11-q13  carbohydrate metabolic process --- -1.21 1.07 1.07 -1.02 1.13 -1.21 -1.24 1.06 -1.14 -1.07 -1.89 -1.61
MANBA mannosidase, beta A, lysosochr4q22-q25  carbohydrate metabolic process --- -1.06 -1.11 1.22 1.47 1.29 1.22 1.27 1.18 1.39 1.40 1.26 1.58
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MANBAL mannosidase, beta A, lysosochr20q11.23-q12 0 --- 1.00 -1.06 1.04 1.11 -1.02 -1.18 1.10 1.19 1.54 1.23 1.42 1.59
MANEA mannosidase, endo-alpha chr6q16.1  protein N-linked glycosylation via aspara--- 1.11 1.25 -1.25 -1.01 1.19 1.23 -1.10 -1.19 -1.29 1.13 -2.03 -1.70
MANEAL mannosidase, endo-alpha-likchr1p34.3 0 --- -1.12 -1.03 -1.11 -1.07 1.03 1.01 -1.19 -1.10 -1.29 -1.24 -1.41 -1.24
MANF mesencephalic astrocyte-derchr3p21.1  vasoconstriction of artery involved in isch--- -1.09 -1.06 -1.01 -1.03 1.06 -1.06 1.00 -1.07 1.34 1.16 1.30 1.39
MANSC1 MANSC domain containingchr12p13.2 0 --- 1.06 1.06 -1.12 1.06 1.01 1.15 -1.25 -1.22 -1.31 -1.14 -1.40 -1.42
MAOA monoamine oxidase A chrXp11.3  cellular biogenic amine metabolic proces Biogenic_Amine_Synthesis // GenMAPP -1.27 -1.24 2.51 -3.46 2.68 -1.12 2.68 1.36 1.47 -1.69 9.29 6.47
MAOB monoamine oxidase B chrXp11.23  xenobiotic metabolic process --- 1.14 1.10 -1.07 -1.13 1.15 1.13 1.13 1.07 -1.59 -1.20 -3.22 -3.31
MAP1A microtubule-associated prot chr15q15.3  microtubule cytoskeleton organization --- -1.05 -1.21 -1.10 -1.03 1.01 1.14 1.01 1.03 -2.00 -2.42 -2.08 -2.20
MAP1B microtubule-associated prot chr5q13  microtubule cytoskeleton organization --- -1.02 1.00 1.08 1.08 1.19 1.14 -1.04 -1.14 1.04 1.22 1.46 1.64
MAP1B microtubule-associated prot chr5q13  microtubule cytoskeleton organization --- -1.13 1.11 1.08 -1.24 -1.09 1.07 -1.56 -1.02 -1.38 1.17 1.55 1.52
MAP1B microtubule-associated prot chr5q13  microtubule cytoskeleton organization --- -1.36 -1.42 1.13 -1.12 1.14 1.11 -2.22 -1.14 -1.13 1.01 1.52 1.39
MAP1LC3B microtubule-associated prot chr16q24.2  autophagic vacuole assembly --- -1.02 -1.04 1.05 1.01 1.02 1.01 1.11 1.05 1.90 1.79 1.82 1.87
MAP1S microtubule-associated prot chr19p13.11  microtubule cytoskeleton organization --- -1.13 -1.10 -1.10 1.13 -1.09 -1.36 1.14 1.49 1.88 1.48 1.44 1.76
MAP2 microtubule-associated prot chr2q34-q35  microtubule bundle formation MAPK_Cascade // GenMAPP -1.26 -1.32 1.02 1.17 1.00 -1.03 1.06 1.30 -2.25 -1.62 -2.11 -2.07
MAP2K1 mitogen-activated protein k chr15q22.1-q22.33  MAPK cascade Integrin-mediated_cell_adhesion_KEGG // G 1.22 1.21 1.20 1.03 1.08 1.16 1.08 -1.00 1.32 1.23 1.37 1.20
MAP2K2 mitogen-activated protein k chr19p13.3  MAPK cascade Integrin-mediated_cell_adhesion_KEGG // G -1.08 -1.05 1.25 1.55 -1.05 1.01 -1.04 1.21 1.10 1.19 -1.15 1.33
MAP2K2 mitogen-activated protein k chr19p13.3  MAPK cascade Integrin-mediated_cell_adhesion_KEGG // G -1.19 -1.24 1.18 1.15 1.20 1.01 1.24 1.13 1.45 1.03 1.18 1.30
MAP2K4 mitogen-activated protein k chr17p12  MAPK cascade Apoptosis // GenMAPP /// Apoptosis_GenM 1.04 -1.01 1.02 1.12 1.01 -1.04 -1.16 -1.11 -1.39 -1.21 -1.10 -1.03
MAP2K4 mitogen-activated protein k chr17p12  MAPK cascade Apoptosis // GenMAPP /// Apoptosis_GenM 1.01 -1.11 1.06 1.13 -1.04 -1.07 1.11 1.16 1.75 1.63 2.11 2.20
MAP2K5 mitogen-activated protein k chr15q23  negative regulation of transcription from Integrin-mediated_cell_adhesion_KEGG // G -1.18 -1.25 1.02 -1.10 -1.06 -1.10 1.03 1.06 -1.18 -1.12 1.00 1.15
MAP2K5 mitogen-activated protein k chr15q23  negative regulation of transcription from Integrin-mediated_cell_adhesion_KEGG // G 1.80 2.58 1.13 -1.31 1.07 -1.26 -2.06 -3.18 1.57 1.99 2.32 2.41
MAP2K5 mitogen-activated protein k chr15q23  negative regulation of transcription from Integrin-mediated_cell_adhesion_KEGG // G 1.62 1.28 -2.40 -2.14 -1.39 1.57 1.72 1.63 -5.89 -2.22 -1.69 -1.66
MAP2K6 mitogen-activated protein k chr17q24.3  MAPK cascade Integrin-mediated_cell_adhesion_KEGG // G -1.03 -1.05 -1.15 -1.20 1.09 1.06 1.00 1.04 -1.25 -1.27 -1.06 -1.02
MAP2K7 mitogen-activated protein k chr19p13.3-p13.2  toll-like receptor signaling pathway MAPK_Cascade // GenMAPP -1.04 1.02 1.35 -1.10 -1.03 1.07 1.05 -1.08 1.11 1.13 1.15 1.01
MAP3K12 mitogen-activated protein k chr12q13  activation of MAPKK activity MAPK_Cascade // GenMAPP -1.12 -1.15 1.05 -1.00 1.08 -1.02 -1.15 -1.02 -1.32 -1.24 -1.48 -1.40
MAP3K2 mitogen-activated protein k chr2q14.3  activation of MAPKK activity MAPK_Cascade // GenMAPP 1.10 1.12 1.03 -1.08 -1.10 1.06 -1.00 1.11 1.16 1.35 1.44 1.17
MAP3K2 mitogen-activated protein k chr2q14.3  activation of MAPKK activity MAPK_Cascade // GenMAPP -1.18 -1.22 -1.02 -1.08 1.18 1.06 1.02 -1.10 -1.04 1.18 1.12 1.33
MAP3K3 mitogen-activated protein k chr17q23.3  MAPK cascade MAPK_Cascade // GenMAPP -1.18 -1.13 1.00 -1.15 1.05 1.09 1.03 1.04 -1.39 -1.40 -1.88 -1.50
MAP3K3 mitogen-activated protein k chr17q23.3  MAPK cascade MAPK_Cascade // GenMAPP -1.02 -1.04 1.08 -1.02 1.08 1.01 1.13 1.28 -1.20 -1.33 -1.62 -1.31
MAP3K3 mitogen-activated protein k chr17q23.3  MAPK cascade MAPK_Cascade // GenMAPP -1.03 1.05 1.02 -1.36 1.58 1.83 -2.60 -3.20 1.40 2.46 -1.37 -1.35
MAP3K4 mitogen-activated protein k chr6q26  activation of MAPKK activity G13_Signaling_Pathway // GenMAPP 1.26 1.17 1.22 1.05 1.10 1.13 1.05 -1.14 -1.30 -1.54 -1.51 -1.23
MAP3K7 mitogen-activated protein k chr6q15  MAPK cascade --- 1.10 -1.09 -1.01 -1.11 -1.35 -1.12 -1.39 -1.08 -1.23 -1.07 -1.38 -1.38
MAP3K8 mitogen-activated protein k chr10p11.23  MAPK cascade --- 1.05 1.47 1.17 1.01 1.18 -1.15 -1.04 -1.04 1.34 1.09 1.63 -1.05
MAP4 microtubule-associated prot chr3p21  mitotic spindle organization --- -1.06 -1.06 1.03 1.02 1.03 1.01 1.10 1.02 1.33 1.25 1.20 1.32
MAP4 microtubule-associated prot chr3p21  mitotic spindle organization --- -1.02 -1.03 -1.02 1.00 1.02 -1.01 1.11 1.09 1.29 1.26 1.19 1.30
MAP4 microtubule-associated prot chr3p21  mitotic spindle organization --- 1.01 -1.01 -1.00 1.02 1.00 1.01 1.08 1.03 1.30 1.16 1.14 1.22
MAP4 microtubule-associated prot chr3p21  mitotic spindle organization --- -1.04 -1.03 -1.05 -1.05 1.01 1.05 -1.01 -1.06 -1.11 1.01 -1.13 -1.02
MAP4 microtubule-associated prot chr3p21  mitotic spindle organization --- -7.29 1.06 1.26 1.01 1.23 -4.20 -1.20 -1.03 2.73 2.79 2.87 1.70
MAP4K2 mitogen-activated protein k chr11q13  protein phosphorylation --- 1.20 1.19 -1.13 -1.01 -1.05 -1.09 1.16 1.25 -1.03 1.02 -1.43 -1.30
MAP4K3 mitogen-activated protein k chr2p22.1  protein phosphorylation --- 1.41 1.51 1.24 -1.01 1.08 1.01 -1.23 -1.09 -1.89 -1.90 -1.60 -2.52
MAP4K4 mitogen-activated protein k chr2q11.2-q12  protein phosphorylation --- 1.13 1.17 -1.10 -1.34 -1.13 1.13 -1.00 1.07 -1.49 -1.16 -1.75 -2.47
MAP4K4 mitogen-activated protein k chr2q11.2-q12  protein phosphorylation --- 1.18 1.19 1.07 -1.06 -1.19 1.10 1.05 -1.01 -1.05 -1.34 -1.50 -2.00
MAP4K5 mitogen-activated protein k chr14q11.2-q21  protein phosphorylation --- 1.28 1.08 -1.10 -1.10 -1.36 1.09 -1.29 -1.25 -1.72 -1.15 -1.83 -1.80
MAP6D1 MAP6 domain containing 1chr3q27.1  negative regulation of microtubule depoly--- 1.05 1.02 1.27 1.08 1.18 1.29 -1.03 1.22 1.94 2.21 1.13 1.16
MAP7 microtubule-associated prot chr6q23.3  microtubule cytoskeleton organization --- -1.04 1.03 -1.06 -1.06 -1.14 -1.11 -1.03 -1.00 1.04 1.08 -1.21 -1.16
MAP7 microtubule-associated prot chr6q23.3  microtubule cytoskeleton organization --- -1.04 1.05 -1.05 -1.18 -1.21 -1.06 1.39 1.21 1.08 1.24 1.30 1.11
MAP7 microtubule-associated prot chr6q23.3  microtubule cytoskeleton organization --- -1.14 -1.02 -1.07 -1.14 1.43 1.21 1.24 -1.04 1.37 1.54 1.45 1.56
MAP7D2 MAP7 domain containing 2chrXp22.12 0 --- -1.08 1.01 -1.02 -1.11 1.05 -1.02 -1.10 -1.06 -1.40 -1.24 -1.90 -1.86
MAP7D3 MAP7 domain containing 3chrXq26.3 0 --- 1.19 1.23 1.12 1.04 1.05 1.02 -1.28 -1.07 -1.95 -1.82 -1.64 -2.31
MAPK1 mitogen-activated protein k chr22q11.21  MAPK cascade MAPK_Cascade // GenMAPP /// S1P_Signa -1.02 1.05 1.04 1.04 1.04 -1.21 1.18 -1.07 1.04 -1.02 1.78 1.36
MAPK1 mitogen-activated protein k chr22q11.21  MAPK cascade MAPK_Cascade // GenMAPP /// S1P_Signa -1.14 1.00 1.30 1.30 1.10 1.10 -1.03 1.02 -1.01 -1.02 -1.22 -1.26
MAPK1 mitogen-activated protein k chr22q11.21  MAPK cascade MAPK_Cascade // GenMAPP /// S1P_Signa 1.25 1.29 1.02 -1.07 -1.09 -1.11 -1.11 -1.19 -1.39 -1.28 -1.31 -1.57
MAPK1 mitogen-activated protein k chr22q11.21  MAPK cascade MAPK_Cascade // GenMAPP /// S1P_Signa 1.15 -1.09 1.22 1.00 -1.23 -1.03 1.07 1.03 1.69 1.56 1.48 1.44
MAPK12 mitogen-activated protein k chr22q13.33  MAPK cascade Integrin-mediated_cell_adhesion_KEGG // G -1.04 1.08 -1.03 1.31 1.10 1.19 1.20 1.01 -1.48 -1.83 1.03 1.17
MAPK12 mitogen-activated protein k chr22q13.33  MAPK cascade Integrin-mediated_cell_adhesion_KEGG // G 1.39 1.09 1.07 1.59 1.11 1.35 -1.37 -1.00 -1.48 -1.24 -2.30 -1.70
MAPK13 mitogen-activated protein k chr6p21.31  MAPK cascade --- 1.50 1.48 -1.18 -1.33 1.66 1.64 1.31 1.04 1.32 1.38 1.35 1.80
MAPK14 mitogen-activated protein k chr6p21.3-p21.2  DNA damage checkpoint MAPK_Cascade // GenMAPP -1.69 -1.47 1.01 1.22 1.46 1.18 1.31 1.27 1.80 1.52 2.12 2.44
MAPK14 mitogen-activated protein k chr6p21.3-p21.2  DNA damage checkpoint MAPK_Cascade // GenMAPP -1.25 -1.12 -1.07 1.23 1.02 -1.03 1.37 1.02 1.67 1.49 1.76 1.87
MAPK14 mitogen-activated protein k chr6p21.3-p21.2  DNA damage checkpoint MAPK_Cascade // GenMAPP -1.12 -1.12 -1.01 1.27 1.36 1.03 1.44 1.34 2.36 2.35 1.88 1.67
MAPK15 mitogen-activated protein k ---  negative regulation of transcription from --- -1.29 -1.01 -1.65 -1.06 2.17 1.43 1.65 1.24 1.09 -1.05 -2.38 -1.55
MAPK1IP1L mitogen-activated protein k chr14q22.3 0 --- -1.00 1.04 1.01 -1.01 1.03 1.02 -1.18 -1.13 -1.34 -1.28 -1.22 -1.32
MAPK1IP1L mitogen-activated protein k chr14q22.3 0 --- 1.08 1.02 -1.02 -1.08 -1.02 1.10 -1.24 -1.14 -1.57 -1.48 -1.24 -1.44
MAPK1IP1L mitogen-activated protein k chr14q22.3 0 --- 1.23 -1.05 -1.01 -1.08 1.16 1.12 1.09 1.06 1.48 1.39 1.66 2.04
MAPK1IP1L mitogen-activated protein k chr14q22.3 0 --- -1.02 1.06 -1.11 -1.05 -1.02 1.04 -1.26 -1.11 -1.45 -1.16 -1.30 -1.32
MAPK3 mitogen-activated protein k chr16p11.2  MAPK cascade MAPK_Cascade // GenMAPP /// S1P_Signa -1.16 -1.24 1.17 -1.06 1.11 -1.04 1.09 -1.17 1.10 -1.03 1.28 1.33
MAPK6 mitogen-activated protein k chr15q21  MAPK cascade Integrin-mediated_cell_adhesion_KEGG // G 1.17 1.18 -1.05 -1.07 -1.06 1.05 -1.07 -1.01 1.21 1.22 1.50 1.32
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MAPK8 mitogen-activated protein k chr10q11.22  MAPK cascade --- -1.10 -1.06 1.08 1.04 -1.06 -1.08 1.09 1.06 1.10 1.11 1.36 1.29
MAPK8IP3 mitogen-activated protein k chr16p13.3  in utero embryonic development --- 1.06 -1.47 1.88 2.49 -2.37 -2.24 -1.86 -1.26 -1.86 -1.36 -3.17 1.01
MAPK9 mitogen-activated protein k chr5q35  MAPK cascade TGF_Beta_Signaling_Pathway // GenMAPP 1.06 1.16 1.06 -1.01 1.08 -1.13 1.26 -1.01 -1.11 -1.04 1.40 1.20
MAPK9 mitogen-activated protein k chr5q35  MAPK cascade TGF_Beta_Signaling_Pathway // GenMAPP -1.04 -1.06 1.05 1.09 1.10 1.01 1.06 -1.02 -1.14 -1.06 -1.30 -1.27
MAPKAP1 mitogen-activated protein k chr9q33.3  response to stress --- -1.08 -1.06 -1.03 -1.14 -1.11 -1.06 -1.26 1.06 -1.53 -1.23 -1.16 -1.39
MAPKAP1 mitogen-activated protein k chr9q33.3  response to stress --- -1.14 -1.11 -1.03 -1.11 1.18 1.04 -1.04 -1.25 1.50 1.62 1.99 2.10
MAPKAP1 mitogen-activated protein k chr9q33.3  response to stress --- 1.06 1.02 1.02 1.09 1.05 1.03 -1.16 -1.18 -1.21 -1.00 1.29 1.39
MAPKAPK2 mitogen-activated protein k chr1q32  MAPK cascade --- -1.11 -1.10 1.02 -1.05 1.09 1.04 1.00 1.02 1.21 1.23 1.17 1.29
MAPKAPK2 mitogen-activated protein k chr1q32  MAPK cascade --- -1.39 -1.19 -1.59 -1.33 1.01 -1.07 -1.11 -1.30 1.76 1.70 1.39 1.36
MAPKAPK3 mitogen-activated protein k chr3p21.3  activation of MAPK activity --- -1.06 1.04 -1.23 -1.13 1.09 -1.03 1.15 -1.03 1.36 1.25 1.33 1.22
MAPKAPK5 mitogen-activated protein k chr12q24.13  MAPK cascade --- 1.02 1.04 -1.11 -1.17 1.14 -1.03 -1.07 -1.04 1.05 -1.16 1.40 1.15
MAPKAPK5-MAPKAPK5 antisense RNAchr12q24.12 0 --- -1.03 -1.06 1.27 1.52 1.03 1.14 -1.04 -1.05 1.55 1.40 1.37 1.40
MAPRE1 microtubule-associated prot chr20q11.1-q11.23  G2 --- 1.04 1.06 1.04 -1.16 -1.12 -1.03 1.19 1.16 -1.01 1.16 1.34 1.23
MAPRE2 microtubule-associated prot chr18q12.1  cell cycle --- 1.45 1.50 1.07 -1.05 1.08 1.01 -1.05 1.02 -1.92 -1.73 -1.40 -2.31
MAPRE2 microtubule-associated prot chr18q12.1  cell cycle --- 1.05 -1.05 1.09 1.18 1.00 1.01 -1.39 -1.03 -1.20 -1.06 -1.77 -1.46
MAPRE3 microtubule-associated prot chr2p23.3-p23.1  cell cycle --- 1.05 -1.02 1.04 1.19 -1.13 -1.19 1.11 1.05 -1.05 -1.01 1.40 1.41
MAPT microtubule-associated prot chr17q21.1  microtubule cytoskeleton organization --- -1.64 -1.33 -1.00 -1.10 1.10 -1.66 1.30 1.70 1.02 1.19 1.12 1.88
MAPT microtubule-associated prot chr17q21.1  microtubule cytoskeleton organization --- -1.50 1.04 -2.20 -1.28 -1.58 -4.29 1.84 2.59 -1.36 -1.14 2.06 2.43
MAPT microtubule-associated prot chr17q21.1  microtubule cytoskeleton organization --- 2.00 1.87 -1.52 -2.98 -1.77 1.04 -1.59 -1.60 2.54 2.16 1.72 1.31
MAPT microtubule-associated prot chr17q21.1  microtubule cytoskeleton organization --- 1.26 1.19 -1.12 1.04 -1.81 -1.03 -1.10 -1.17 2.34 1.74 1.76 1.75
MARC1 mitochondrial amidoxime rechr1q41  metabolic process --- -1.02 -1.01 -1.00 -1.06 1.05 -1.01 1.06 1.02 -1.96 -1.76 -1.95 -2.14
MARC2 mitochondrial amidoxime rechr1q41  nitrate metabolic process --- -1.03 -1.04 1.11 1.08 1.28 1.12 -1.17 -1.18 -1.78 -1.53 -1.59 -1.37
MARC2 mitochondrial amidoxime rechr1q41  nitrate metabolic process --- -1.05 -1.00 1.00 1.03 1.02 1.06 -1.09 -1.06 -1.30 -1.42 -1.56 -1.62
MARC2 mitochondrial amidoxime rechr1q41  nitrate metabolic process --- 1.06 -1.02 -1.01 -1.09 1.12 1.06 -1.04 1.04 -1.46 -1.60 -1.51 -1.35
MARCH1 membrane-associated ring f chr4q32.2  protein polyubiquitination --- 1.06 -1.38 1.15 1.35 -1.20 -1.48 -1.14 1.09 -2.23 -2.04 -1.90 -2.32
MARCH1 membrane-associated ring f chr4q32.2  protein polyubiquitination --- 1.10 -1.03 1.21 -1.06 -1.03 1.39 1.08 1.03 -2.53 -2.08 -3.03 -2.76
MARCH2 membrane-associated ring f chr19p13.2  endocytosis --- -1.18 1.04 -1.01 -1.04 1.23 -1.10 -1.19 1.38 2.10 1.67 1.56 1.74
MARCH3 membrane-associated ring f chr5q23.2  endocytosis --- 1.14 1.33 -1.03 -1.07 -1.07 1.14 -1.02 1.07 2.09 1.40 1.80 1.92
MARCH3 membrane-associated ring f chr5q23.2  endocytosis --- 1.33 1.90 1.08 -1.16 -1.10 -1.54 -1.01 -2.23 1.55 1.25 1.97 1.88
MARCH5 membrane-associated ring f chr10q23.32-q23.33 protein polyubiquitination --- 1.06 1.03 -1.14 -1.16 1.13 1.11 1.06 -1.02 1.20 1.08 1.13 -1.05
MARCH5 membrane-associated ring f chr10q23.32-q23.33 protein polyubiquitination --- 1.12 1.09 -1.02 -1.06 1.04 1.09 -1.32 -1.14 -1.31 -1.27 -1.43 -1.48
MARCH6 membrane-associated ring f chr5p15.2  protein ubiquitination --- -1.05 -1.01 -1.04 -1.01 1.12 1.03 1.16 1.08 1.08 1.11 1.33 1.28
MARCH6 membrane-associated ring f chr5p15.2  protein ubiquitination --- 1.01 1.11 1.03 1.06 1.03 1.02 -1.14 -1.12 -1.03 -1.02 -1.07 -1.05
MARCH6 membrane-associated ring f chr5p15.2  protein K48-linked ubiquitination --- -1.21 -1.20 -1.12 -1.23 1.14 1.24 -1.04 1.01 -1.41 -1.46 -2.19 -2.22
MARCH6 membrane-associated ring f chr5p15.2  protein ubiquitination --- 1.19 1.07 1.20 1.18 -1.19 -1.07 -1.54 -1.21 -2.03 -2.10 -2.43 -2.63
MARCH6 membrane-associated ring f chr5p15.2  protein ubiquitination --- -1.08 -1.15 -1.11 -1.14 1.02 1.04 -1.56 -1.46 -2.05 -1.24 -1.24 -1.16
MARCH7 membrane-associated ring f chr2q24.2  protein ubiquitination --- 1.06 1.04 -1.01 1.05 1.06 1.07 1.22 1.04 -1.15 -1.18 1.46 1.31
MARCH7 membrane-associated ring f chr2q24.2  protein ubiquitination --- 1.44 1.25 -1.13 -1.16 -1.04 1.14 -1.28 -1.16 -2.30 -1.66 -2.13 -1.97
MARCH7 membrane-associated ring f chr2q24.2  protein ubiquitination --- -1.21 -1.07 -1.20 1.13 -1.32 1.01 -1.50 -1.09 -1.34 -1.32 -1.04 1.03
MARCH8 membrane-associated ring f chr10q11.21  protein polyubiquitination --- 1.09 -1.00 1.07 1.09 -1.04 1.01 -1.01 1.03 -2.09 -1.85 -1.61 -1.82
MARCKS myristoylated alanine-rich pchr6q22.2  energy reserve metabolic process --- 1.07 1.11 -1.04 -1.12 -1.09 -1.03 -1.18 -1.22 -1.17 -1.13 -1.28 -1.51
MARCKS myristoylated alanine-rich pchr6q22.2  energy reserve metabolic process --- 1.00 1.11 -1.13 -1.13 -1.20 -1.09 -1.26 -1.22 -1.34 -1.17 -1.21 -1.35
MARCKS myristoylated alanine-rich pchr6q22.2  energy reserve metabolic process --- 1.18 1.12 1.09 1.10 -1.11 -1.00 -1.44 -1.38 -2.47 -1.76 -2.04 -2.01
MARCKS myristoylated alanine-rich pchr6q22.2  energy reserve metabolic process --- -1.10 -1.03 -1.07 -1.07 -1.08 1.02 -1.29 -1.14 -1.55 -1.16 -1.24 -1.22
MARCKSL1 MARCKS-like 1 chr1p35.1  positive regulation of cell proliferation --- -1.01 1.02 -1.02 -1.11 -1.05 -1.01 -1.40 -1.05 -1.46 -1.37 -1.76 -1.72
MARK1 MAP/microtubule affinity-r chr1q41  microtubule cytoskeleton organization --- 1.38 1.38 -1.13 -1.08 1.14 1.12 -2.10 -1.25 -1.63 -1.46 -1.89 -2.48
MARK1 MAP/microtubule affinity-r chr1q41  microtubule cytoskeleton organization --- -1.05 -1.26 1.04 1.13 -1.03 -1.12 -1.15 -1.14 -1.72 -1.67 -1.40 -1.61
MARK1 MAP/microtubule affinity-r chr1q41  microtubule cytoskeleton organization --- 1.04 1.11 1.02 1.01 -1.01 1.04 1.02 -1.10 -1.41 -1.14 -1.15 -1.26
MARK3 MAP/microtubule affinity-r chr14q32.3  protein phosphorylation --- 1.20 1.15 -1.06 -1.12 -1.10 -1.01 -1.31 -1.01 -1.49 -1.17 -1.26 -1.25
MARK3 MAP/microtubule affinity-r chr14q32.3  protein phosphorylation --- 1.14 1.13 1.00 1.02 -1.10 1.01 1.06 1.20 1.27 1.26 1.47 1.41
MARK4 MAP/microtubule affinity-r chr19q13.3  G1 --- 1.07 -1.04 1.02 1.10 1.12 1.08 1.29 1.17 1.61 1.24 1.41 1.45
MARK4 MAP/microtubule affinity-r chr19q13.3  G1 --- 1.07 1.10 -1.03 1.05 1.02 -1.06 1.28 1.16 1.60 1.09 1.31 1.46
MARVELD1 MARVEL domain containinchr10q24.2  cell cycle --- -1.09 -1.02 -1.10 1.01 -1.04 -1.04 -1.05 -1.03 -1.05 -1.10 -1.10 -1.10
MAST2 microtubule associated serinchr1p34.1  protein phosphorylation --- 1.18 -1.10 1.02 1.20 1.31 -1.06 1.27 1.16 1.38 1.12 1.30 1.57
MAST4 microtubule associated serinchr5q12.3  protein phosphorylation --- 1.12 -1.05 -1.19 -1.14 1.62 1.48 1.25 1.21 1.42 1.36 3.30 2.60
MAST4 microtubule associated serinchr5q12.3  protein phosphorylation --- 1.21 -1.22 1.13 1.17 -1.25 -1.01 1.99 -1.23 1.48 -1.28 6.85 4.18
MAST4 microtubule associated serinchr5q12.3  protein phosphorylation --- 1.08 -1.04 -1.11 -1.22 -1.05 1.08 1.16 -1.01 1.61 1.09 1.99 1.75
MAST4 microtubule associated serinchr5q12.3  protein phosphorylation --- 2.08 2.01 -1.24 -1.21 -1.90 -1.31 1.08 -1.07 -1.04 -1.15 1.37 1.30
MASTL microtubule associated serinchr10p12.1  G2 --- 1.14 1.04 1.11 -1.01 -1.07 1.09 -1.07 1.05 -1.07 1.07 1.48 1.27
MAT2A methionine adenosyltransferchr2p11.2  sulfur amino acid metabolic process --- -1.02 -1.10 1.11 1.13 1.20 1.20 -1.16 -1.03 -1.55 -1.26 -1.49 -1.23
MAT2A methionine adenosyltransferchr2p11.2  sulfur amino acid metabolic process --- -1.00 1.07 -1.01 -1.03 -1.02 -1.06 -1.09 -1.11 -1.05 -1.19 -1.34 -1.27
MAT2B methionine adenosyltransferchr5q34-q35  sulfur amino acid metabolic process --- 1.15 1.18 -1.02 -1.06 -1.09 1.05 -1.09 -1.07 -1.26 -1.26 -1.17 -1.49
MAT2B methionine adenosyltransferchr5q34-q35  sulfur amino acid metabolic process --- 1.22 1.15 -1.06 1.13 -1.16 -1.20 1.13 1.03 -1.87 -1.57 -1.04 -1.18
MATN1-AS1 MATN1 antisense RNA 1 chr1p35.2 0 --- -1.33 -1.42 -1.02 1.17 1.10 -1.57 -1.19 1.64 1.52 1.84 2.17 2.22
MATR3 matrin 3 chr5q31.2 0 --- 1.09 1.09 1.12 1.07 1.08 1.00 -1.26 -1.71 -2.06 -1.54 -2.02 -2.62
MATR3 /// SNmatrin 3 /// small nucleolar chr5q31.2 0 --- 1.06 1.06 -1.03 -1.03 1.00 -1.05 -1.06 -1.04 -1.93 -1.56 -1.49 -1.71

131 of 293



ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

MATR3 /// SNmatrin 3 /// small nucleolar chr5q31.2 0 --- -1.04 1.04 1.04 -1.09 1.05 -1.04 -1.12 -1.09 -1.61 -1.50 -1.08 -1.31
MATR3 /// SNmatrin 3 /// small nucleolar chr5q31.2 0 --- -1.07 -1.02 -1.08 1.01 1.02 1.03 1.03 -1.03 -1.13 -1.08 -1.06 -1.14
MATR3 /// SNmatrin 3 /// small nucleolar chr5q31.2 0 --- -1.08 -1.03 -1.11 -1.07 -1.07 1.02 -1.15 -1.08 -1.44 -1.11 -1.08 1.09
MATR3 /// SNmatrin 3 /// small nucleolar chr5q31.2 0 --- 1.09 1.08 1.04 1.08 -1.04 1.03 -1.08 -1.10 -1.37 -1.23 -1.08 -1.18
MATR3 /// SNmatrin 3 /// small nucleolar chr5q31.2 0 --- 1.05 1.03 1.09 1.14 1.28 1.12 -1.14 -1.07 1.63 1.41 1.39 1.28
MAU2 MAU2 chromatid cohesion chr19p13.11  mitotic cell cycle --- 1.16 1.21 1.08 1.26 1.01 -1.13 1.04 -1.06 -1.76 -1.71 -1.29 -1.25
MAVS mitochondrial antiviral sign chr20p13  positive regulation of protein phosphoryl --- 1.09 -1.05 1.09 1.24 -1.02 1.12 -1.00 1.10 -1.59 -1.45 -1.53 -1.16
MAVS mitochondrial antiviral sign chr20p13  positive regulation of protein phosphoryl --- -1.65 -2.08 1.23 -1.12 1.34 1.01 1.11 1.03 -2.41 -1.63 -2.33 -1.50
MAVS mitochondrial antiviral sign chr20p13  positive regulation of protein phosphoryl --- 1.07 1.06 1.01 1.27 1.18 1.07 1.30 1.25 -1.39 -1.36 -1.61 -1.40
MAX MYC associated factor X chr14q23  transcription, DNA-dependent --- 1.15 1.16 1.05 -1.06 1.01 1.09 -1.22 -1.12 -1.92 -2.02 -1.61 -2.15
MAX MYC associated factor X chr14q23  transcription, DNA-dependent --- 1.16 1.18 -1.03 -1.19 -1.01 -1.03 -1.15 -1.24 -2.10 -2.56 -1.60 -2.29
MAX MYC associated factor X chr14q23  transcription, DNA-dependent --- -1.06 -1.01 -1.09 -1.04 -1.16 -1.09 -1.07 1.05 -1.67 -1.37 -1.90 -1.87
MB myoglobin chr22q13.1  response to hypoxia --- -1.12 -1.14 1.05 1.05 -1.01 1.03 1.03 1.15 1.69 2.45 2.89 5.13
MB21D1 Mab-21 domain containing chr6q13  activation of innate immune response --- 1.02 1.17 1.05 -1.16 1.19 1.13 -1.24 1.00 1.21 1.08 1.69 1.48
MB21D2 Mab-21 domain containing chr3q29 0 --- -1.15 -1.15 1.04 1.14 1.10 -1.13 1.40 1.09 3.48 2.85 2.90 2.52
MBD1 methyl-CpG binding domai chr18q21  transcription, DNA-dependent --- 1.53 1.31 1.13 1.09 1.36 1.10 -1.41 1.50 1.23 1.25 2.25 2.89
MBD1 methyl-CpG binding domai chr18q21  transcription, DNA-dependent --- 1.22 1.13 1.07 1.05 -1.11 1.10 1.05 1.07 1.59 1.46 1.37 1.50
MBD1 methyl-CpG binding domai chr18q21  transcription, DNA-dependent --- -1.05 -1.05 1.19 1.10 1.02 -1.23 1.29 1.30 1.58 1.38 1.44 1.76
MBD2 methyl-CpG binding domai chr18q21  negative regulation of transcription from --- 2.48 2.11 -1.12 -1.07 1.48 1.17 1.86 1.92 4.21 3.11 4.92 4.52
MBD2 methyl-CpG binding domai chr18q21  negative regulation of transcription from --- -1.12 -1.07 -1.01 1.06 1.02 1.04 -1.01 1.07 -1.02 -1.03 -1.15 -1.18
MBD5 methyl-CpG binding domai chr2q23.1 0 --- 1.20 1.17 1.16 1.06 -1.32 -1.17 1.45 1.06 1.31 1.52 2.04 1.51
MBD5 methyl-CpG binding domai chr2q23.1 0 --- -1.14 -1.17 1.21 1.16 -1.14 1.19 1.04 1.07 -2.00 -1.67 -1.35 -1.47
MBLAC1 metallo-beta-lactamase domchr7q22.1 0 --- -1.34 -1.23 -1.36 -1.30 -1.12 -1.17 -1.58 -1.45 -1.40 -1.48 -2.79 -2.49
MBLAC2 metallo-beta-lactamase domchr5q14.3 0 --- 1.73 2.15 1.55 1.48 -1.19 -1.05 -1.60 -1.02 -2.13 -2.93 -3.31 -2.30
MBLAC2 metallo-beta-lactamase domchr5q14.3 0 --- 1.04 1.00 1.20 1.02 1.04 1.18 -1.28 -1.03 -3.12 -2.29 -2.56 -2.51
MBNL1-AS1 MBNL1 antisense RNA 1 chr3q25.1 0 --- 1.08 1.05 1.07 1.36 1.07 1.11 1.36 1.22 -1.12 -1.77 -1.15 -1.12
MBNL1-AS1 MBNL1 antisense RNA 1 chr3q25.1 0 --- -1.04 -1.20 1.04 1.11 -1.13 -1.09 -1.07 -1.11 -1.88 -1.66 -1.86 -1.48
MBNL2 muscleblind-like splicing rechr13q32.1  regulation of alternative mRNA splicing, --- -1.05 -1.04 1.13 -1.37 1.07 -1.02 -1.08 -1.33 1.28 1.12 2.02 1.52
MBNL2 muscleblind-like splicing rechr13q32.1  regulation of alternative mRNA splicing, --- -1.25 -1.14 1.08 -1.26 -1.04 -1.11 1.16 -1.10 1.39 1.56 1.69 1.52
MBNL2 muscleblind-like splicing rechr13q32.1  regulation of alternative mRNA splicing, --- -1.00 -1.00 1.25 -1.28 1.07 1.13 1.15 1.12 1.23 1.27 1.38 1.27
MBNL2 muscleblind-like splicing rechr13q32.1  regulation of alternative mRNA splicing, --- 1.22 1.39 1.01 1.01 -1.00 1.25 -1.13 -1.18 -2.51 -1.45 -2.11 -2.00
MBNL3 muscleblind-like splicing rechrXq26.2  mRNA processing --- -1.02 1.04 -1.09 -1.09 -1.09 -1.07 1.00 -1.02 -1.14 -1.08 -1.88 -2.26
MBNL3 muscleblind-like splicing rechrXq26.2  mRNA processing --- -1.07 -1.09 -1.00 -1.09 -1.01 1.09 -1.21 -1.24 -1.06 -1.18 -1.93 -2.27
MBNL3 muscleblind-like splicing rechrXq26.2  mRNA processing --- -1.08 -1.11 1.05 1.05 -1.10 1.03 1.02 1.09 -2.29 -2.08 -6.31 -5.55
MBOAT2 membrane bound O-acyltranchr2p25.1  lipid metabolic process --- -1.04 -1.09 1.09 1.09 1.12 -1.02 1.03 -1.01 -1.38 -1.38 -1.50 -1.50
MBOAT7 membrane bound O-acyltranchr19q13.4  lipid metabolic process --- 1.09 1.01 -1.11 1.09 1.01 -1.14 1.18 1.17 1.39 1.28 1.54 1.84
MBP myelin basic protein chr18q23  immune response MAPK_Cascade // GenMAPP 1.10 1.06 1.09 -1.21 -1.05 -1.04 1.23 -1.01 1.36 1.31 1.33 1.09
MBP myelin basic protein chr18q23  immune response MAPK_Cascade // GenMAPP -1.07 1.09 1.31 -1.25 -1.15 1.11 1.78 1.61 2.35 2.30 1.62 1.58
MBP myelin basic protein chr18q23  immune response MAPK_Cascade // GenMAPP 1.06 -1.11 -1.13 -1.22 1.25 1.12 1.29 -1.02 1.85 1.77 1.63 1.43
MBTD1 mbt domain containing 1 chr17q21.33  transcription, DNA-dependent --- 1.24 1.23 -1.16 -1.22 -1.07 1.06 -1.27 -1.15 -2.10 -2.12 -1.55 -2.13
MBTPS1 membrane-bound transcript chr16q24  proteolysis --- 1.03 1.05 1.08 1.06 -1.04 -1.07 1.03 -1.03 -1.27 -1.18 -1.44 -1.45
MBTPS2 membrane-bound transcript chrXp22.12-p22.11  proteolysis --- 1.04 1.04 1.06 1.09 -1.07 1.03 -1.13 1.10 -1.32 -1.13 -1.37 -1.37
MCAM melanoma cell adhesion mochr11q23.3  glomerular filtration --- -1.13 -1.10 1.01 1.01 1.08 -1.08 1.07 1.03 1.08 1.03 -1.37 -1.16
MCAM melanoma cell adhesion mochr11q23.3  glomerular filtration --- 1.04 -1.06 1.04 1.05 1.01 1.03 -1.02 -1.01 -1.14 -1.02 -1.41 -1.24
MCAM melanoma cell adhesion mochr11q23.3  glomerular filtration --- -1.21 -1.18 1.00 1.03 1.09 1.02 1.07 -1.03 1.19 -1.06 -1.23 -1.22
MCAM melanoma cell adhesion mochr11q23.3  glomerular filtration --- -1.17 -1.22 1.05 -1.10 1.04 1.08 1.05 -1.02 -1.01 -1.10 -1.36 -1.40
MCAM melanoma cell adhesion mochr11q23.3  glomerular filtration --- 1.01 1.05 -1.01 -1.01 -1.06 -1.08 -1.04 -1.03 -1.17 -1.19 -1.49 -1.42
MCC mutated in colorectal cancerchr5q21  signal transduction --- 1.22 1.22 1.03 -1.08 -1.37 1.02 -1.25 -1.02 -1.57 -1.09 -1.94 -2.76
MCCC1 methylcrotonoyl-CoA carbochr3q27  leucine catabolic process --- -1.07 -1.09 1.05 1.15 -1.04 -1.03 1.19 1.06 -1.51 -1.54 -2.51 -1.86
MCCC2 methylcrotonoyl-CoA carbochr5q12-q13  leucine catabolic process --- -1.03 -1.00 1.03 1.00 -1.02 1.08 -1.24 -1.10 -1.47 -1.12 -1.56 -1.63
MCEE methylmalonyl CoA epimerchr2p13.3  fatty acid beta-oxidation --- -1.00 1.02 1.14 1.05 1.02 -1.05 1.01 1.01 1.28 1.29 1.74 1.84
MCHR1 melanin-concentrating hormchr22q13.2  generation of precursor metabolites and eGPCRDB_Class_A_Rhodopsin-like // GenM 1.29 -1.33 -1.13 1.01 1.52 1.40 2.96 1.18 1.35 -1.00 -1.94 1.19
MCL1 myeloid cell leukemia sequechr1q21  cell fate determination Apoptosis_GenMAPP // GenMAPP /// Apop 1.09 1.07 1.03 1.02 -1.00 1.09 -1.09 -1.09 1.81 1.51 1.70 1.43
MCL1 myeloid cell leukemia sequechr1q21  cell fate determination --- 1.12 1.00 1.76 1.08 1.13 1.13 1.16 1.56 3.07 1.87 1.73 1.39
MCL1 myeloid cell leukemia sequechr1q21  cell fate determination Apoptosis_GenMAPP // GenMAPP /// Apop -1.00 -1.01 -1.08 -1.06 1.06 1.02 1.12 1.06 2.34 2.16 1.78 1.88
MCL1 myeloid cell leukemia sequechr1q21  cell fate determination Apoptosis_GenMAPP // GenMAPP /// Apop 1.01 -1.04 1.01 1.00 1.12 1.13 1.29 1.09 2.64 2.20 1.99 1.99
MCL1 myeloid cell leukemia sequechr1q21  cell fate determination Apoptosis_GenMAPP // GenMAPP /// Apop 1.08 1.08 -1.04 -1.04 -1.00 1.00 1.09 -1.00 2.13 1.79 1.65 1.53
MCM10 minichromosome maintenanchr10p13  cell cycle checkpoint --- 1.02 -1.00 -1.03 1.16 1.08 1.01 -1.10 -1.04 -1.40 -1.30 -1.14 -1.21
MCM10 minichromosome maintenanchr10p13  cell cycle checkpoint --- 1.07 1.06 -1.05 -1.06 -1.08 1.05 -1.12 -1.03 -1.26 -1.18 -1.20 -1.25
MCM2 minichromosome maintenanchr3q21  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep -1.04 -1.05 1.03 1.04 1.09 1.02 1.23 1.08 1.01 -1.16 -1.15 -1.07
MCM3 minichromosome maintenanchr6p12  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep -1.07 -1.01 1.02 1.11 1.05 1.00 1.01 -1.11 -1.61 -1.36 -1.65 -1.50
MCM3AP minichromosome maintenanchr21q22.3  DNA replication --- 1.30 1.03 -1.44 -1.29 1.14 1.40 -1.44 -1.81 1.33 1.81 1.98 1.58
MCM3AP-ASMCM3AP antisense RNA 1chr21q22.3 0 --- 1.59 1.25 1.16 1.29 1.14 1.24 1.02 1.10 -2.07 -1.49 -1.36 -1.35
MCM4 minichromosome maintenanchr8q11.2  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep -1.12 -1.04 1.10 -1.12 1.13 1.04 1.06 -1.04 -1.32 -1.29 -1.57 -1.24
MCM5 minichromosome maintenanchr22q13.1  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep -1.02 -1.09 1.01 1.22 1.01 -1.20 1.26 1.35 1.01 -1.18 -1.93 -1.49
MCM5 minichromosome maintenanchr22q13.1  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep 1.14 -1.08 -1.03 1.29 -1.14 -1.06 1.13 1.12 -1.38 -1.23 -2.34 -1.69
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MCM6 minichromosome maintenanchr2q21  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep -1.06 -1.04 -1.03 -1.02 -1.03 1.03 -1.02 -1.03 -1.20 -1.13 -1.35 -1.16
MCM6 minichromosome maintenanchr2q21  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep 1.04 -1.02 1.05 -1.00 -1.12 -1.05 -1.12 1.05 -1.79 -1.42 -1.79 -1.57
MCM9 minichromosome maintenanchr6q22.31  double-strand break repair via homologou--- 1.10 1.06 1.01 -1.11 -1.03 -1.05 -1.39 -1.00 -2.12 -1.86 -2.45 -2.72
MCMBP minichromosome maintenanchr10q26.11  S phase of mitotic cell cycle --- 1.01 -1.02 1.19 1.13 -1.04 -1.16 1.20 1.05 -1.28 -1.40 -2.41 -1.93
MCOLN1 mucolipin 1 chr19p13.2  transport --- -1.03 -1.04 -1.01 -1.01 1.07 1.05 -1.08 -1.01 -1.37 -1.60 -1.43 -1.37
MCOLN2 mucolipin 2 chr1p22  transport --- 1.02 -1.02 1.14 1.25 1.08 1.11 1.01 1.21 -1.16 -1.70 -1.97 -1.75
MCOLN3 mucolipin 3 chr1p22.3  transport --- 1.14 -1.03 1.20 1.22 1.15 1.13 -1.30 -1.07 -2.91 -2.02 -7.54 -4.46
MCPH1 microcephalin 1 chr8p23.1  regulation of gene expression --- 1.34 1.08 1.03 1.50 1.21 1.24 -1.01 -1.09 -2.62 -3.84 -1.22 -1.59
MCPH1 microcephalin 1 chr8p23.1  regulation of gene expression --- -1.06 -1.17 -1.02 1.15 -1.05 1.00 1.21 1.19 1.46 1.50 1.13 1.35
MCPH1 microcephalin 1 chr8p23.1  regulation of gene expression --- 1.24 1.10 1.15 1.29 -1.02 -1.17 -1.49 1.04 -1.95 -2.55 -2.87 -3.02
MCTP1 multiple C2 domains, transmchr5q15  calcium-mediated signaling --- 1.09 1.05 -1.04 -1.01 -1.00 1.09 1.52 1.20 2.11 2.22 2.86 2.61
MCTP2 multiple C2 domains, transmchr15q26.2  calcium-mediated signaling --- -1.16 1.02 1.25 1.46 1.21 -1.07 1.27 1.11 1.94 1.62 -1.07 1.62
MCTP2 multiple C2 domains, transmchr15q26.2  calcium-mediated signaling --- 1.01 1.18 1.25 -1.04 1.17 1.05 1.17 1.08 1.65 1.61 2.10 1.78
MCTP2 multiple C2 domains, transmchr15q26.2  calcium-mediated signaling --- 1.79 2.14 -1.38 -1.03 1.80 1.16 1.76 -1.03 3.16 2.72 1.33 1.07
MCTS1 malignant T cell amplified schrXq24  transcription, DNA-dependent --- -1.33 -1.70 1.31 1.28 -1.03 -1.08 1.11 1.02 -1.64 -1.67 -1.34 -1.04
MCU mitochondrial calcium unip chr10q22.1  transport --- 1.02 -1.06 1.02 1.03 1.12 1.07 1.10 -1.07 1.37 1.33 1.56 1.49
MCUR1 mitochondrial calcium unip chr6p23  transport --- 1.21 1.21 1.09 -1.09 -1.11 -1.07 -1.43 -1.05 -1.51 -1.55 -1.50 -1.74
MDFIC MyoD family inhibitor domchr7q31.1-q31.2  transcription, DNA-dependent --- 1.11 1.04 -1.06 -1.05 -1.04 1.04 -1.01 1.01 -1.24 -1.02 -1.51 -1.57
MDFIC MyoD family inhibitor domchr7q31.1-q31.2  transcription, DNA-dependent --- 1.32 1.17 1.05 1.12 -1.04 1.15 1.17 -1.18 1.27 1.37 1.34 1.19
MDGA1 MAM domain containing glchr6p21  neuron migration --- 1.62 1.81 1.93 1.77 -1.20 -1.11 -2.16 -1.55 4.18 3.55 1.95 3.02
MDH1 malate dehydrogenase 1, NAchr2p13.3  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.05 -1.01 -1.01 1.03 1.04 1.01 1.04 -1.02 -1.01 1.04 -1.11 -1.09
MDH2 malate dehydrogenase 2, NAchr7cen-q22  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA 1.05 1.03 -1.03 -1.04 -1.04 -1.08 1.05 1.07 -1.43 -1.35 -1.27 -1.26
MDH2 malate dehydrogenase 2, NAchr7cen-q22  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.01 -1.02 -1.01 1.02 -1.00 -1.02 1.08 -1.01 1.29 1.20 1.10 1.14
MDK midkine (neurite growth-prochr11p11.2  M phase of mitotic cell cycle --- -1.28 -1.10 -1.22 1.01 -1.30 -1.26 -1.13 1.13 1.13 1.08 -1.14 -1.16
MDM1 Mdm1 nuclear protein homochr12q15  retina development in camera-type eye --- 1.25 1.16 1.15 1.22 -1.17 1.23 -1.39 -1.21 -1.95 -1.74 -1.47 -1.52
MDM1 Mdm1 nuclear protein homochr12q15  retina development in camera-type eye --- 1.09 1.15 -1.04 -1.06 1.04 -1.25 1.27 1.05 -1.83 -1.73 -2.93 -2.64
MDM2 MDM2 oncogene, E3 ubiquchr12q14.3-q15  cell cycle checkpoint Apoptosis // GenMAPP /// Apoptosis_GenM 1.17 1.31 1.12 1.13 -1.03 -1.05 -1.37 -1.20 -1.32 -1.27 -1.08 -1.07
MDM4 Mdm4 p53 binding protein chr1q32  negative regulation of transcription from --- 1.38 1.03 1.62 1.28 1.42 -1.11 1.10 1.17 -2.61 -2.81 -1.03 -1.36
MDN1 MDN1, midasin homolog (ychr6q15  ATP catabolic process --- -1.03 -1.06 -1.02 -1.00 1.01 -1.03 -1.13 -1.03 -1.60 -1.50 -1.35 -1.30
MDP1 /// NEDmagnesium-dependent phoschr14q /// chr14q12  transport --- -1.13 -1.19 -1.01 -1.05 1.32 1.21 1.26 1.05 -1.23 -1.42 -1.80 -2.00
MDP1 /// NEDmagnesium-dependent phoschr14q /// chr14q12  transport --- -1.04 -1.05 1.02 1.02 1.28 1.02 1.15 1.08 -1.05 -1.21 -1.67 -1.64
MDS2 myelodysplastic syndrome 2chr1p36 0 --- 1.97 2.45 -4.23 -9.48 1.56 1.67 -1.05 -1.29 -1.06 1.30 -1.20 -1.67
ME2 malic enzyme 2, NAD(+)-d chr18q21  malate metabolic process --- 1.04 1.12 -1.02 -1.07 1.04 1.04 -1.09 -1.12 -1.14 -1.11 -1.26 -1.66
ME3 malic enzyme 3, NADP(+)- chr11cen-q22.3  pyruvate metabolic process --- 1.58 1.74 -1.09 1.36 2.52 1.58 2.20 1.48 5.98 3.82 7.82 5.99
ME3 malic enzyme 3, NADP(+)- chr11cen-q22.3  pyruvate metabolic process --- 1.08 -1.01 -1.06 1.10 -1.08 -1.06 1.31 1.12 1.50 1.26 1.11 1.28
MEAF6 MYST/Esa1-associated factchr1p35.3-p33  transcription, DNA-dependent --- 1.19 1.07 -1.08 -1.29 -1.17 -1.10 -1.12 -1.10 1.14 1.31 1.30 1.60
MECOM MDS1 and EVI1 complex lochr3q26.2  in utero embryonic development --- 1.20 1.16 -1.02 -1.21 -1.09 1.03 -1.13 1.09 -2.27 -1.92 -1.72 -2.21
MECP2 methyl CpG binding proteinchrXq28  negative regulation of transcription from --- -1.05 -1.08 1.01 -1.06 -1.15 -1.14 -1.11 -1.04 1.89 1.70 2.35 2.50
MED1 mediator complex subunit 1chr17q12  negative regulation of transcription from --- -1.26 -1.15 1.02 1.18 1.14 1.13 -1.32 1.07 1.15 1.40 1.03 1.09
MED10 mediator complex subunit 1chr5p15.31  transcription, DNA-dependent --- 1.18 1.26 -1.07 -1.25 -1.04 -1.04 -1.04 1.08 1.24 1.06 2.23 1.91
MED12 mediator complex subunit 1chrXq13  neural tube closure --- 1.04 -1.02 1.01 1.08 -1.03 -1.04 1.02 1.05 -1.36 -1.38 -1.82 -1.58
MED12 mediator complex subunit 1chrXq13  neural tube closure --- -1.19 -1.07 1.08 1.06 1.01 1.02 1.00 -1.09 -1.17 -1.38 -1.79 -1.46
MED12 mediator complex subunit 1chrXq13  neural tube closure --- 1.08 1.05 -1.03 1.11 -1.05 -1.02 -1.14 -1.08 -1.41 -1.45 -1.76 -1.53
MED12L mediator complex subunit 1chr3q25.1  transcription, DNA-dependent --- 1.35 1.34 1.19 1.10 -1.37 -1.11 -1.72 -1.23 -3.95 -2.93 -4.59 -4.17
MED13 mediator complex subunit 1chr17q22-q23  transcription, DNA-dependent --- 1.11 1.37 -1.41 -1.45 -1.37 -1.01 -1.34 -1.76 -1.35 -3.86 -1.69 -1.58
MED13 mediator complex subunit 1chr17q22-q23  transcription, DNA-dependent --- 1.05 1.04 -1.04 -1.00 -1.17 -1.01 -1.30 -1.16 -1.05 1.00 -1.07 -1.02
MED13L mediator complex subunit 1chr12q24.21  transcription, DNA-dependent --- 1.08 1.09 -1.02 1.09 -1.04 1.04 -1.00 -1.11 -1.34 -1.20 -1.34 -1.29
MED13L mediator complex subunit 1chr12q24.21  transcription, DNA-dependent --- -1.10 -1.13 1.12 1.12 -1.29 -1.03 -1.27 -1.16 -1.63 -1.07 -1.26 -1.56
MED14 mediator complex subunit 1chrXp11.4  transcription, DNA-dependent --- -1.07 -1.04 1.06 -1.02 1.01 1.01 -1.06 1.05 -1.06 1.09 1.28 1.14
MED14 mediator complex subunit 1chrXp11.4  transcription, DNA-dependent --- 1.23 -1.06 -1.01 1.10 1.31 1.15 1.28 1.48 1.69 1.84 2.86 3.30
MED15 mediator complex subunit 1chr22q11.2  transcription, DNA-dependent --- 1.11 -1.02 1.03 1.15 -1.02 -1.01 1.20 1.02 1.34 1.19 1.55 1.64
MED16 mediator complex subunit 1chr19p13.3  transcription, DNA-dependent --- -1.01 -1.15 -1.08 1.19 -1.02 -1.01 -1.07 -1.10 -1.06 1.11 -1.06 -1.18
MED16 mediator complex subunit 1chr19p13.3  transcription, DNA-dependent --- 1.14 -1.29 1.18 1.38 1.07 1.30 -1.56 1.17 -1.06 1.02 1.14 1.46
MED17 mediator complex subunit 1chr11q14  transcription, DNA-dependent --- 1.01 -1.00 1.01 -1.02 -1.09 1.01 -1.41 -1.24 -2.02 -2.02 -1.37 -1.60
MED17 mediator complex subunit 1chr11q14  transcription, DNA-dependent --- -1.07 -1.07 1.08 -1.06 -1.03 1.08 -1.30 -1.08 -2.11 -2.28 -1.73 -1.58
MED19 mediator complex subunit 1chr11q12.1  transcription, DNA-dependent --- 1.10 1.09 -1.10 -1.08 -1.11 1.03 -1.06 1.02 -1.07 -1.19 1.19 1.05
MED19 mediator complex subunit 1chr11q12.1  transcription, DNA-dependent --- -1.00 -1.09 1.06 1.12 1.10 1.03 -1.06 1.07 -1.12 -1.19 1.05 -1.01
MED21 mediator complex subunit 2chr12p11.23  blastocyst development --- 1.08 1.16 -1.01 -1.16 -1.01 -1.02 -1.22 -1.19 -1.41 -1.32 -1.21 -1.42
MED22 mediator complex subunit 2chr9q34.2  transcription, DNA-dependent --- -1.10 -1.18 1.05 1.30 1.16 -1.01 1.38 1.31 -1.58 -1.65 -2.40 -2.05
MED26 mediator complex subunit 2chr19p13.11  transcription, DNA-dependent --- -1.21 -1.13 1.03 1.06 -1.08 -1.03 1.38 1.19 1.30 1.07 1.52 1.19
MED27 mediator complex subunit 2chr9q34.13  transcription, DNA-dependent --- -1.06 -1.03 -1.18 -1.09 1.05 1.05 1.06 1.05 1.21 1.26 1.48 1.51
MED27 mediator complex subunit 2chr9q34.13  transcription, DNA-dependent --- -1.02 -1.00 -1.01 -1.02 1.03 -1.01 1.04 -1.04 1.22 1.20 1.30 1.37
MED28 mediator complex subunit 2chr4p16  transcription, DNA-dependent --- 1.20 1.15 1.05 -1.01 -1.09 -1.08 1.22 1.09 1.33 1.06 1.16 -1.05
MED28 mediator complex subunit 2chr4p16  transcription, DNA-dependent --- 1.04 1.01 1.02 -1.10 -1.07 1.03 -1.02 -1.02 -1.49 -1.26 -1.31 -1.51
MED28 mediator complex subunit 2chr4p16  transcription, DNA-dependent --- 1.07 -1.02 -1.08 -1.08 -1.21 1.06 1.02 -1.08 -1.46 -1.61 -1.23 -1.44
MED28 mediator complex subunit 2chr4p16  transcription, DNA-dependent --- -1.03 1.01 1.01 -1.03 -1.01 -1.02 1.05 -1.01 -1.15 -1.14 -1.35 -1.40
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MED28 mediator complex subunit 2chr4p16  transcription, DNA-dependent --- 1.03 1.01 1.01 -1.18 1.04 1.01 1.06 1.05 -1.28 -1.21 -1.39 -1.38
MED29 mediator complex subunit 2chr19q13.2  transcription, DNA-dependent --- -1.05 -1.06 1.08 1.08 -1.03 -1.03 -1.04 1.07 -1.06 1.03 -1.42 -1.22
MED31 mediator complex subunit 3chr17p13.1  transcription, DNA-dependent --- 1.03 -1.02 1.08 -1.00 1.07 1.05 -1.15 -1.07 -1.10 1.09 -1.41 -1.20
MED4 mediator complex subunit 4chr13q14.2  transcription, DNA-dependent --- -1.08 -1.04 1.08 -1.00 -1.11 1.09 -1.36 1.03 -1.81 -1.50 -1.41 -1.54
MED6 mediator complex subunit 6chr14q24.2  transcription, DNA-dependent --- 1.01 -1.02 1.13 1.03 1.06 -1.01 -1.16 -1.09 -1.06 1.08 1.10 1.17
MED6 mediator complex subunit 6chr14q24.2  transcription, DNA-dependent --- -1.11 -1.18 1.00 -1.09 1.01 1.01 1.13 -1.03 1.05 1.04 1.26 1.29
MED7 mediator complex subunit 7chr5q33.3  transcription, DNA-dependent --- 1.04 1.01 -1.06 1.10 -1.01 1.07 -1.11 -1.10 -1.36 -1.14 -1.14 -1.17
MED8 mediator complex subunit 8chr1p34.2  transcription, DNA-dependent --- -1.13 -1.06 -1.05 1.01 1.03 1.02 -1.16 1.09 1.32 1.28 1.58 1.79
MED8 mediator complex subunit 8chr1p34.2  transcription, DNA-dependent --- 1.10 1.02 1.01 1.04 1.09 1.02 1.22 1.11 1.93 1.59 2.23 2.19
MED8 mediator complex subunit 8chr1p34.2  transcription, DNA-dependent --- 1.01 -1.01 -1.02 1.01 1.07 1.12 -1.12 1.01 1.28 1.39 1.72 1.87
MEDAG mesenteric estrogen-dependchr13q12.3  positive regulation of fat cell differentiati --- 1.03 1.16 -1.21 -1.59 -2.55 1.17 -2.15 -2.25 2.01 -1.15 -2.03 -1.22
MEF2A myocyte enhancer factor 2Achr15q26  mitochondrial genome maintenance --- -1.02 1.03 1.27 1.21 -1.54 -1.01 -1.12 1.13 3.14 5.18 1.67 1.96
MEF2A myocyte enhancer factor 2Achr15q26  mitochondrial genome maintenance --- 1.21 1.10 1.12 1.04 -1.15 1.07 -1.13 1.04 1.04 1.32 1.35 1.31
MEF2A myocyte enhancer factor 2Achr15q26  mitochondrial genome maintenance --- 1.12 1.08 1.02 -1.07 1.01 1.00 1.02 1.02 -1.52 -1.05 -1.16 -1.14
MEF2B /// MEmyocyte enhancer factor 2Bchr19p13.11  transcription, DNA-dependent --- 1.02 -1.06 -1.11 -1.07 1.17 1.12 1.04 -1.01 -1.82 -2.03 -2.76 -2.23
MEF2C myocyte enhancer factor 2Cchr5q14  mitochondrial genome maintenance --- -1.01 -1.01 -1.07 -1.04 -1.05 -1.08 -1.25 1.03 -1.71 -1.41 -1.29 -1.29
MEF2C myocyte enhancer factor 2Cchr5q14  mitochondrial genome maintenance --- -1.07 1.01 -1.02 1.03 1.01 1.03 -1.18 -1.04 -2.30 -1.55 -2.06 -1.95
MEF2D myocyte enhancer factor 2Dchr1q12-q23  osteoblast differentiation --- 1.19 1.08 -1.22 -1.25 -1.19 1.33 -1.14 -1.24 1.21 1.46 1.31 1.33
MEF2D myocyte enhancer factor 2Dchr1q12-q23  osteoblast differentiation --- 1.28 1.22 -1.09 1.06 1.07 1.07 1.39 1.43 1.67 1.24 1.35 1.48
MEG3 maternally expressed 3 (nonchr14q32 0 --- 2.14 1.39 1.25 -1.05 1.34 1.38 -5.20 -2.17 1.22 1.27 1.56 -1.24
MEGF6 multiple EGF-like-domains chr1p36.3 0 --- 1.37 1.05 -1.06 1.11 1.07 -1.12 1.38 1.13 1.06 -1.01 -1.19 -1.12
MEGF8 multiple EGF-like-domains chr19q12  multicellular organismal development --- -1.19 -1.07 1.23 -1.12 -1.21 -1.04 1.02 -1.07 -1.84 -1.47 -2.83 -2.04
MEGF8 multiple EGF-like-domains chr19q12  multicellular organismal development --- 1.17 -1.05 -1.00 1.32 1.37 1.30 1.20 1.21 -1.48 -1.48 -2.02 -1.94
MEGF9 multiple EGF-like-domains chr9q32-q33.3 0 --- 1.02 -1.01 1.04 -1.00 -1.02 1.03 -1.10 -1.10 -1.70 -1.42 -2.17 -2.17
MEGF9 multiple EGF-like-domains chr9q32-q33.3 0 --- -1.03 -1.06 -1.00 -1.04 1.10 1.20 -1.41 -1.36 -2.10 -1.70 -2.09 -2.08
MEIS1 Meis homeobox 1 chr2p14  angiogenesis --- -1.14 -1.01 1.29 1.24 1.06 -1.03 -1.28 1.01 -1.68 -1.48 -1.08 -1.04
MEIS2 Meis homeobox 2 chr15q14  negative regulation of transcription from --- -1.01 1.05 1.04 1.04 -1.04 -1.03 -1.05 -1.01 -1.96 -1.63 -1.50 -1.43
MEIS3P1 Meis homeobox 3 pseudogechr17p12  regulation of transcription, DNA-depende--- -1.09 -1.03 -1.00 -1.07 1.06 1.06 -1.03 1.13 -1.64 -1.39 -1.38 -1.59
MEOX1 mesenchyme homeobox 1 chr17q21  somite specification --- -1.03 -1.03 -1.00 1.12 -1.02 1.05 -1.13 -1.13 -1.62 -1.28 -1.10 1.01
MEPCE methylphosphate capping enchr7q22.1  negative regulation of transcription from --- -1.01 -1.01 1.09 1.02 1.04 1.06 -1.32 -1.08 -1.05 -1.28 1.26 1.35
MESDC2 mesoderm development canchr15q13  protein folding --- 1.13 1.09 1.04 1.10 1.04 -1.07 1.09 1.09 1.28 1.22 1.41 1.40
MESDC2 mesoderm development canchr15q13  protein folding --- 1.11 1.05 1.09 1.13 1.02 1.01 -1.14 -1.21 -1.20 -1.32 -1.19 -1.21
MEST mesoderm specific transcripchr7q32  mesoderm development --- 1.02 1.09 -1.01 -1.18 1.03 1.02 -1.02 1.03 -1.23 -1.15 -1.60 -1.85
MET met proto-oncogene (hepatochr7q31  activation of MAPK activity --- -1.04 -1.04 -1.00 -1.00 -1.02 1.07 1.01 -1.03 -1.22 -1.07 -1.50 -1.45
METAP1D methionyl aminopeptidase t chr2q31.1  proteolysis --- -1.25 -1.06 1.01 1.14 1.16 1.01 -1.07 1.08 -1.55 -1.60 -1.67 -1.47
METAP1D methionyl aminopeptidase t chr2q31.1  proteolysis --- -1.31 1.13 -1.16 1.36 -1.34 1.84 -2.42 1.52 8.05 8.98 -2.61 -1.84
METAP1D methionyl aminopeptidase t chr2q31.1  proteolysis --- -1.54 -1.88 1.30 1.29 1.44 1.26 -1.28 -1.21 -1.64 -2.08 -1.32 -1.45
METAP2 methionyl aminopeptidase 2chr12q22  proteolysis --- 1.03 1.02 -1.05 -1.01 -1.03 -1.02 -1.12 1.04 -2.16 -2.14 -2.06 -2.21
METAP2 methionyl aminopeptidase 2chr12q22  proteolysis --- 1.07 1.14 -1.03 -1.00 -1.08 -1.01 -1.02 -1.04 -1.32 -1.11 -1.03 -1.01
METAP2 methionyl aminopeptidase 2chr12q22  proteolysis --- -1.09 -1.03 1.06 -1.06 -1.09 1.09 -1.33 -1.23 -2.49 -1.57 -2.00 -1.77
METRNL meteorin, glial cell differentchr17q25.3 0 --- -1.07 -1.17 1.04 1.02 1.10 1.05 1.58 1.18 3.02 2.86 1.95 2.19
METTL1 methyltransferase like 1 chr12q13  tRNA modification --- 1.15 1.05 1.10 1.13 1.01 1.09 1.06 -1.05 -1.37 -1.41 -1.04 -1.02
METTL10 methyltransferase like 10 chr10q26.13  methylation --- 1.09 -1.01 1.08 1.22 1.02 1.00 -1.04 1.12 -1.23 -1.14 -1.34 -1.16
METTL13 methyltransferase like 13 chr1q24-q25.3  metabolic process --- -1.12 -1.17 -1.02 1.13 1.07 1.01 -1.05 1.02 1.27 1.17 -1.02 1.14
METTL15 methyltransferase like 15 chr11p14.1  methylation --- 1.04 1.01 -1.01 1.21 -1.21 -1.06 1.05 1.23 -1.05 1.05 1.43 1.42
METTL15 methyltransferase like 15 chr11p14.1  methylation --- 1.00 -1.14 -1.08 -1.06 -1.03 1.07 2.34 1.80 2.45 2.34 1.45 1.73
METTL16 methyltransferase like 16 chr17p13.3  methylation --- -1.01 -1.07 -1.02 -1.01 -1.03 1.00 1.07 1.10 1.18 1.19 1.14 1.22
METTL16 methyltransferase like 16 chr17p13.3  methylation --- -1.09 1.03 -1.16 -1.25 1.26 1.07 1.35 1.25 1.57 1.40 1.49 1.64
METTL20 methyltransferase like 20 chr12p11.21  protein methylation --- 1.42 1.31 -1.02 -1.38 -1.08 1.10 1.05 -1.11 -1.47 -1.72 -2.08 -2.18
METTL21A methyltransferase like 21A chr2q33.3  protein methylation --- 1.38 1.29 1.10 1.24 -1.22 -1.15 -1.00 1.03 -1.49 -1.95 -1.09 -1.22
METTL21A methyltransferase like 21A chr2q33.3  protein methylation --- 1.10 1.10 1.05 -1.32 1.04 -1.14 -1.52 -1.13 -1.30 -1.60 -1.36 -1.28
METTL21A methyltransferase like 21A chr2q33.3  protein methylation --- 1.41 1.21 1.20 1.09 1.04 -1.01 1.18 1.34 1.26 1.57 1.02 1.17
METTL21B methyltransferase like 21B chr12q14.1  methylation --- 1.08 -1.06 1.11 1.09 1.19 1.21 1.45 1.13 -1.06 1.16 -1.21 -1.06
METTL21D methyltransferase like 21D chr14q21.3  peptidyl-lysine trimethylation --- 1.20 1.12 1.10 1.21 1.05 1.08 -1.08 -1.05 1.10 1.10 1.20 1.24
METTL21EP methyltransferase like 21E, chr13q33.1 0 --- 1.03 -2.24 -1.06 1.43 1.82 -1.00 -5.77 -2.36 -1.32 -1.74 3.59 8.24
METTL23 methyltransferase like 23 chr17q25.1  methylation --- -1.02 -1.09 1.04 1.14 1.08 1.01 1.08 1.01 1.14 1.06 1.15 1.28
METTL25 methyltransferase like 25 chr12q21.31  methylation --- -1.01 1.08 1.12 1.02 -1.17 -1.13 -1.26 -1.06 -3.72 -2.84 -2.65 -3.50
METTL2A /// methyltransferase like 2A // chr17q23.2 /// chr7q metabolic process --- -1.11 -1.10 1.01 1.02 1.07 -1.06 1.23 1.01 1.37 1.20 1.61 1.52
METTL3 methyltransferase like 3 chr14q11.1  RNA methylation mRNA_processing_Reactome // GenMAPP 1.12 1.03 1.40 1.52 1.16 1.18 -1.07 1.02 -1.59 -1.55 -2.08 -1.50
METTL4 methyltransferase like 4 chr18p11.32  nucleobase-containing compound metabo--- 1.18 1.21 -1.01 1.33 -1.14 1.10 -1.17 -1.05 -1.01 1.18 1.08 1.07
METTL5 methyltransferase like 5 chr2q31.1  RNA methylation --- -1.04 -1.05 -1.09 -1.00 -1.04 1.00 -1.09 1.01 1.17 1.34 1.28 1.43
METTL6 methyltransferase like 6 chr3p25.1  metabolic process --- 1.24 1.43 1.09 1.09 1.92 2.40 1.10 1.50 1.22 1.18 3.08 2.77
METTL6 methyltransferase like 6 chr3p25.1  metabolic process --- 1.06 1.09 1.01 -1.05 1.11 1.12 -1.09 -1.05 -1.04 -1.20 -1.21 -1.22
METTL7A methyltransferase like 7A chr12q13.12  metabolic process --- -1.04 1.01 -1.01 -1.08 -1.09 -1.05 -1.21 -1.14 -2.84 -1.93 -3.32 -3.04
METTL7A methyltransferase like 7A chr12q13.12  metabolic process --- -1.38 -1.57 -1.04 1.01 1.22 -1.08 -1.46 -1.04 1.14 -1.29 -1.96 -1.18
METTL7A methyltransferase like 7A chr12q13.12  metabolic process --- 1.23 1.13 1.05 -1.36 1.09 1.26 -1.33 -1.04 -1.74 -1.60 -2.12 -2.02
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METTL7B methyltransferase like 7B chr12q13.2  metabolic process --- -1.12 -1.11 -1.14 -1.20 1.19 1.11 -1.09 1.02 -2.38 -2.01 -4.05 -4.94
METTL8 methyltransferase like 8 chr2q31.1  skeletal muscle tissue development --- 1.13 1.09 1.01 -1.10 1.19 1.02 -1.19 -1.22 -1.79 -1.86 -1.69 -1.26
METTL8 methyltransferase like 8 chr2q31.1  skeletal muscle tissue development --- 1.01 1.16 -1.01 -1.06 -1.07 -1.17 -1.03 1.08 -1.29 -1.54 -1.04 -1.12
METTL9 methyltransferase like 9 chr16p12.2  metabolic process --- -1.00 -1.09 -1.03 1.07 -1.02 1.00 -1.01 -1.02 1.14 1.26 -1.35 -1.18
METTL9 methyltransferase like 9 chr16p12.2  metabolic process --- -1.05 -1.03 -1.01 -1.00 -1.01 1.09 -1.00 1.01 1.01 1.10 -1.14 -1.13
MEX3B mex-3 homolog B (C. elega chr15q25.2  protein phosphorylation --- 1.65 1.98 -1.41 -1.43 3.88 5.09 -5.28 -1.50 -1.02 -1.44 -2.38 -4.09
MFAP2 microfibrillar-associated prochr1p36.1-p35  extracellular matrix organization --- -1.12 -1.07 -1.10 -1.02 -1.14 -1.19 -1.23 -1.18 -1.36 -1.39 -1.13 1.11
MFAP3 microfibrillar-associated prochr5q32-q33.2  extracellular matrix organization --- 1.09 1.02 -1.03 -1.02 -1.02 -1.04 -1.30 -1.17 1.35 1.37 1.42 1.29
MFAP3L microfibrillar-associated prochr4q32.3 0 --- 1.06 1.08 1.26 1.11 1.49 1.40 -1.57 -1.24 -1.76 -1.73 -1.17 -1.34
MFAP5 microfibrillar associated prochr12p13.1-p12.3  extracellular matrix organization --- -1.01 -1.13 1.10 -1.03 1.06 1.11 1.47 1.40 -1.28 -1.03 -2.67 -3.39
MFAP5 microfibrillar associated prochr12p13.1-p12.3  extracellular matrix organization --- 1.08 1.13 1.15 1.16 1.23 1.07 -1.37 -1.06 1.05 1.11 -1.66 -2.60
MFAP5 microfibrillar associated prochr12p13.1-p12.3  extracellular matrix organization --- -1.16 -1.24 1.03 1.03 1.08 1.03 1.28 1.20 1.12 -1.11 -1.25 -1.37
MFF mitochondrial fission factor chr2q36.3  mitochondrial fission --- -1.07 -1.15 1.05 1.11 1.00 1.03 1.04 1.05 1.17 1.11 -1.02 1.15
MFF mitochondrial fission factor chr2q36.3  mitochondrial fission --- -1.02 -1.08 -1.08 1.03 -1.04 1.13 -1.23 -1.27 -1.06 1.04 -1.16 -1.35
MFF mitochondrial fission factor chr2q36.3  mitochondrial fission --- 1.01 -1.09 -1.01 1.13 -1.00 -1.00 1.15 1.03 1.25 1.15 1.19 1.31
MFF mitochondrial fission factor chr2q36.3  mitochondrial fission --- -1.00 -1.02 -1.01 1.09 1.03 -1.04 1.11 -1.03 1.80 1.52 1.64 1.73
MFHAS1 malignant fibrous histiocytochr8p23.1 0 --- 1.06 1.03 -1.01 -1.06 -1.07 1.06 -1.11 -1.03 -1.32 -1.12 1.02 -1.02
MFI2 antigen p97 (melanoma assochr3q28-q29  transport --- 1.21 1.21 -1.02 -1.02 1.06 1.02 -1.09 -1.02 -1.16 -1.10 -1.70 -1.32
MFI2 antigen p97 (melanoma assochr3q28-q29  transport --- 1.04 1.01 1.07 1.41 1.07 -1.10 -1.17 -1.15 1.73 1.15 1.13 1.46
MFI2-AS1 MFI2 antisense RNA 1 --- 0 --- 1.02 -1.65 -1.19 1.29 -1.42 -1.56 1.54 1.33 -1.08 -1.08 -2.10 -1.75
MFN1 mitofusin 1 chr3q26.33  GTP catabolic process --- 1.22 1.11 1.17 1.06 1.10 -1.00 1.09 1.02 1.05 1.10 1.23 1.13
MFN1 mitofusin 1 chr3q26.33  GTP catabolic process --- 1.01 -1.02 -1.03 -1.15 1.17 1.26 1.16 1.06 -1.17 1.12 1.44 1.17
MFN2 mitofusin 2 chr1p36.22  blastocyst formation --- -1.18 -1.08 1.14 1.05 1.04 -1.68 1.00 -1.28 -1.27 -1.25 -1.08 -1.09
MFN2 mitofusin 2 chr1p36.22  blastocyst formation --- -1.00 1.12 1.09 -1.12 -1.07 -1.08 1.07 -1.01 1.18 1.01 1.39 1.42
MFSD1 major facilitator superfamilychr3q25.32  transport --- 1.19 1.10 -1.03 1.03 1.01 1.01 -1.06 1.00 -1.40 -1.38 -1.72 -1.97
MFSD10 major facilitator superfamilychr4p16.3  transport --- 1.10 1.14 1.19 1.10 -1.01 -1.14 1.27 1.14 1.38 1.23 1.26 1.14
MFSD11 major facilitator superfamilychr17q25  transmembrane transport --- -1.02 1.05 1.17 -1.01 1.04 -1.02 -1.23 -1.17 -1.90 -1.83 -1.47 -1.38
MFSD11 major facilitator superfamilychr17q25 0 --- 1.07 1.08 1.06 -1.04 1.01 1.06 1.00 1.00 -1.89 -1.82 -1.66 -1.50
MFSD12 major facilitator superfamilychr19p13.3  transport --- -1.03 -1.22 -1.17 1.12 -1.00 1.16 1.04 1.06 3.02 2.50 1.89 1.59
MFSD12 major facilitator superfamilychr19p13.3  transport --- -1.06 -1.11 1.05 1.13 1.08 -1.01 1.33 1.26 3.40 2.35 3.64 2.96
MFSD2A major facilitator superfamilychr1p34.2  transport --- 1.08 1.07 -1.19 -1.14 1.04 -1.06 -1.33 -2.78 7.26 6.23 9.52 9.29
MFSD3 major facilitator superfamilychr8q24.3  transport --- -1.02 -1.18 1.08 1.00 -1.01 -1.03 1.28 1.08 1.09 1.19 -1.48 -1.29
MFSD4 major facilitator superfamilychr1q32.1  transport --- -1.20 -1.12 2.58 2.23 -1.24 -1.03 2.29 2.18 1.35 2.15 -1.06 1.37
MFSD6 major facilitator superfamilychr2q32.2  transmembrane transport --- -1.03 -1.04 1.01 -1.04 -1.01 1.01 -1.13 -1.10 -1.72 -1.28 -1.28 -1.36
MFSD7 major facilitator superfamilychr4p16.3  transport --- 1.08 -1.18 -1.10 1.13 1.23 1.20 1.29 1.59 -1.18 -1.93 -2.17 -2.68
MFSD8 major facilitator superfamilychr4q28.2  transport --- 1.15 -1.14 1.09 1.15 -1.03 -1.01 1.27 1.18 -1.87 -2.56 1.07 -1.21
MFSD9 major facilitator superfamilychr2q12.1  transport --- 1.41 1.08 1.02 -1.61 -1.38 1.07 1.10 -1.29 2.18 1.13 1.81 2.34
MGA MGA, MAX dimerization pchr15q14  transcription, DNA-dependent --- 1.13 1.16 1.03 1.11 -1.20 1.01 -1.11 -1.12 -1.20 -1.14 -1.01 -1.11
MGARP mitochondria-localized glut chr4q31.1  protein targeting to mitochondrion --- 1.24 1.53 1.02 1.04 1.62 2.69 -2.79 -3.11 -1.52 -2.22 3.82 2.78
MGAT1 mannosyl (alpha-1,3-)-glycochr5q35  in utero embryonic development --- -1.09 -1.06 -1.02 -1.02 1.03 1.02 -1.11 -1.01 1.50 1.42 1.59 1.67
MGAT2 mannosyl (alpha-1,6-)-glycochr14q21  protein glycosylation --- 1.15 1.15 1.00 1.04 -1.18 1.11 -1.31 -1.16 -1.60 -1.40 -1.20 -1.38
MGAT4A mannosyl (alpha-1,3-)-glycochr2q12  carbohydrate metabolic process --- 1.18 1.41 3.19 3.14 -1.09 -1.06 1.69 1.49 1.35 -1.32 1.60 1.20
MGAT4B mannosyl (alpha-1,3-)-glycochr5q35  carbohydrate metabolic process --- 1.16 1.10 1.01 1.03 -1.12 1.07 -1.25 -1.15 -1.34 -1.20 -1.27 -1.20
MGAT5 mannosyl (alpha-1,6-)-glycochr2q21.3  protein glycosylation --- -1.09 -1.09 -1.01 -1.06 1.03 1.04 1.06 1.02 1.21 1.38 1.24 1.58
MGAT5B mannosyl (alpha-1,6-)-glycochr17q25.2  protein glycosylation --- 1.54 1.34 1.01 -1.11 1.02 1.17 -1.46 1.05 -1.28 -1.24 -1.03 -1.12
MGC21881 uncharacterized locus MGCchr9q21.11 0 --- -1.08 -1.14 1.07 -1.06 1.02 -1.08 -1.18 -1.11 -2.02 -2.08 -2.36 -2.24
MGC21881 uncharacterized locus MGCchr9q21.11 0 --- 1.03 1.01 1.15 1.01 1.23 -1.04 -1.14 -1.12 -2.20 -2.33 -3.02 -2.52
MGC27345 uncharacterized protein MGchr7q32.1 0 --- 1.00 1.08 1.09 1.02 1.02 1.03 -1.19 -1.11 -1.45 -1.56 -1.15 -1.18
MGC27382 uncharacterized MGC27382chr1p31.1 0 --- 1.27 3.85 5.46 6.53 -1.87 1.26 1.15 -1.03 11.10 -1.02 1.66 -1.34
MGC2752 /// CENPB DNA-binding dom chr19q13.43 /// chr20 --- 1.17 1.05 -1.02 -1.13 -1.10 1.12 -1.19 1.06 1.15 1.46 1.16 1.24
MGC34034 uncharacterized protein MGchr6q23.2 0 --- 3.04 4.90 6.16 11.57 -10.30 -1.61 4.27 1.22 1.90 2.48 1.01 1.32
MGC39372 serpin peptidase inhibitor, c chr6p25.2 0 --- 1.02 -1.06 1.13 1.06 -1.33 -1.18 1.04 1.05 -1.50 -1.28 -1.36 -1.28
MGC39584 uncharacterized LOC44105 chr4q35.2 0 --- 1.10 -1.48 -1.38 -1.09 -1.04 -1.17 1.59 -1.11 -1.27 1.22 -3.47 -1.46
MGC70870 C-terminal binding protein 2---  metabolic process --- 1.01 -1.09 1.14 1.19 -1.11 1.19 -1.68 -1.50 -1.42 -1.42 -2.14 -2.62
MGEA5 meningioma expressed antigchr10q24.1-q24.3  N-acetylglucosamine metabolic process --- 1.01 -1.03 1.10 1.18 1.14 -1.08 1.35 1.13 1.50 1.39 1.44 1.79
MGEA5 meningioma expressed antigchr10q24.1-q24.3  N-acetylglucosamine metabolic process --- -1.03 1.04 -1.10 1.05 -1.05 1.03 -1.43 -1.06 -1.36 1.01 -1.17 -1.13
MGLL monoglyceride lipase chr3q21.3  lipid metabolic process --- -1.18 -1.08 -1.02 1.08 1.06 -1.05 1.21 1.31 1.27 -1.00 1.36 1.59
MGME1 mitochondrial genome mainchr20p11.23  mitochondrial genome maintenance --- -1.00 -1.08 1.02 1.16 1.04 -1.04 -1.12 -1.10 -1.22 -1.30 -1.29 -1.16
MGST2 microsomal glutathione S-trchr4q28.3  leukotriene metabolic process --- 1.02 1.01 1.00 -1.07 -1.02 1.07 -1.16 -1.11 1.04 1.22 -1.08 -1.01
MIA melanoma inhibitory activit chr19q13.2  cell proliferation --- 2.26 1.45 -2.22 -1.31 -1.21 1.19 1.78 3.77 1.14 1.23 2.31 10.39
MIA3 melanoma inhibitory activit chr1q41  positive regulation of leukocyte migration--- -1.07 -1.06 -1.09 1.03 1.22 1.04 -1.01 -1.00 1.24 1.06 1.17 1.20
MIA3 melanoma inhibitory activit chr1q41  positive regulation of leukocyte migration--- 1.06 -1.07 1.12 1.26 1.09 1.09 -1.01 -1.11 -1.03 1.11 1.21 1.42
MIA3 melanoma inhibitory activit chr1q41  positive regulation of leukocyte migration--- 1.14 1.10 1.00 1.02 1.04 1.20 -1.33 -1.18 -1.61 -1.35 -1.42 -1.46
MIA-RAB4B MIA-RAB4B readthrough (chr19q /// chr19q13. GTP catabolic process --- -1.09 -1.17 1.06 1.15 1.12 -1.03 1.14 1.15 3.08 2.90 1.95 2.20
MIA-RAB4B MIA-RAB4B readthrough (chr19q /// chr19q13. GTP catabolic process --- 1.04 -1.13 1.13 1.30 1.03 -1.14 1.27 1.39 2.64 2.50 1.66 2.21
MIA-RAB4B MIA-RAB4B readthrough (chr19q /// chr19q13. GTP catabolic process --- -1.13 -1.10 -1.01 -1.11 -1.04 1.11 1.18 1.31 1.59 1.56 1.59 1.50
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MIB1 mindbomb E3 ubiquitin prochr18q11.2  blood vessel development --- 1.11 1.09 1.13 1.05 1.06 1.15 1.11 1.12 1.21 1.48 1.66 1.46
MIB1 mindbomb E3 ubiquitin prochr18q11.2  blood vessel development --- 1.36 -1.02 -1.06 -1.10 1.03 -1.02 -1.45 -1.10 -1.84 -1.25 -2.30 -2.41
MIB2 mindbomb E3 ubiquitin prochr1p36.33  Notch signaling pathway --- -1.03 -1.00 -1.06 1.01 1.21 1.03 -1.01 1.11 -1.33 1.17 -1.63 -1.26
MICA MHC class I polypeptide-re chr6p21.33  T cell mediated cytotoxicity --- -1.06 -1.01 1.00 -1.02 -1.02 -1.04 1.02 1.04 1.99 1.87 2.77 2.73
MICA /// MICMHC class I polypeptide-re chr6p21.3 /// chr6p2 T cell mediated cytotoxicity --- -1.02 -1.02 1.12 1.09 1.25 1.08 1.04 -1.10 2.11 1.95 3.64 3.67
MICAL2 microtubule associated monchr11p15.3  metabolic process --- -1.04 1.46 -1.43 -1.10 -1.56 1.01 -2.58 -3.94 2.41 1.96 4.46 5.11
MICAL2 microtubule associated monchr11p15.3  metabolic process --- -1.00 -1.00 -1.25 -1.21 1.37 1.05 1.17 1.01 4.00 3.37 2.73 3.18
MICAL2 microtubule associated monchr11p15.3  metabolic process --- -1.08 -1.07 -1.19 -1.34 1.12 1.05 1.23 1.02 3.40 2.87 2.59 3.11
MICALL1 MICAL-like 1 chr22q13.1 0 --- -1.05 -1.15 1.04 1.23 -1.00 -1.05 1.10 1.28 1.15 -1.32 -1.48 -1.56
MICALL2 MICAL-like 2 chr7p22.3  endocytosis --- 2.78 2.22 1.09 1.06 -1.48 -2.32 -1.80 1.18 1.52 1.40 1.67 1.40
MICB MHC class I polypeptide-re chr6p21.3  T cell mediated cytotoxicity --- 1.14 1.01 1.04 1.05 -1.09 1.07 -1.23 -1.02 1.35 1.47 1.56 1.48
MICU1 mitochondrial calcium uptakchr10q22.1  transport --- -1.01 -1.06 1.04 1.11 1.09 1.02 1.10 -1.04 1.20 1.20 -1.19 -1.01
MICU2 mitochondrial calcium uptakchr13q12.11  mitochondrial calcium ion transport --- 1.15 1.11 1.03 1.07 -1.04 1.11 -1.12 -1.11 -1.48 -1.43 -1.42 -1.56
MID1 midline 1 (Opitz/BBB syndrchrXp22  microtubule cytoskeleton organization --- 1.27 1.09 1.38 1.46 1.05 1.09 1.04 1.27 -1.92 -1.75 -2.00 -1.53
MID1 midline 1 (Opitz/BBB syndrchrXp22  microtubule cytoskeleton organization --- 1.03 1.03 1.05 1.01 -1.03 -1.03 -1.03 1.10 -1.18 -1.06 1.02 -1.01
MID2 midline 2 chrXq22.3  protein ubiquitination --- -1.07 1.04 1.11 1.15 1.21 1.12 -1.07 1.08 -1.05 1.36 -1.04 1.08
MID2 midline 2 chrXq22.3  protein ubiquitination --- -1.02 -1.04 1.05 1.05 1.15 1.01 1.32 1.13 2.19 2.15 1.61 1.62
MIDN midnolin chr19p13.3 0 --- -1.03 -1.05 -1.10 1.04 -1.33 -1.16 -1.14 -1.06 1.44 1.29 1.29 1.08
MIER1 mesoderm induction early r chr1p31.3  transcription, DNA-dependent --- 1.02 -1.02 1.05 1.08 1.06 -1.02 1.10 -1.03 1.37 1.42 1.57 1.32
MIER2 mesoderm induction early r chr19p13.3  transcription, DNA-dependent --- 1.09 1.23 -1.08 -1.29 -1.57 -1.50 1.33 1.54 1.34 1.01 2.67 2.64
MIER2 mesoderm induction early r chr19p13.3  transcription, DNA-dependent --- -1.09 -1.18 1.09 1.04 -1.09 -1.34 1.09 1.09 1.59 1.19 1.63 1.69
MIER3 mesoderm induction early r chr5q11.2  transcription, DNA-dependent --- 1.15 1.23 1.13 -1.06 -1.27 -1.11 -1.37 -1.26 -1.51 -1.49 -1.01 -1.46
MIIP migration and invasion inhibchr1p36.22 0 --- -1.13 -1.12 -1.10 -1.05 -1.57 -1.17 -1.16 -1.10 1.00 1.17 1.46 1.83
MIIP migration and invasion inhibchr1p36.22 0 --- 1.03 1.00 1.18 1.22 1.21 -1.10 1.54 1.12 1.51 -1.00 1.38 1.36
MILR1 mast cell immunoglobulin-l chr17q23.3  negative regulation of mast cell activation--- 1.20 -1.13 -1.52 -1.02 1.26 1.03 1.09 1.19 4.36 3.08 3.39 3.53
MINA MYC induced nuclear antig chr3q11.2  negative regulation of transcription from --- -1.13 -1.04 1.04 1.10 1.02 1.15 -1.04 -1.05 -1.89 -1.35 -1.55 -1.50
MINA MYC induced nuclear antig chr3q11.2  negative regulation of transcription from --- 1.09 1.14 1.10 1.15 1.04 1.00 1.07 1.18 -1.31 -1.33 -1.37 -1.34
MINA MYC induced nuclear antig chr3q11.2  negative regulation of transcription from --- -1.01 -1.02 1.12 -1.01 1.10 1.19 1.07 -1.05 -1.47 -1.68 -1.28 -1.23
MINK1 misshapen-like kinase 1 chr17p13.2  regulation of cell-matrix adhesion --- -1.06 -1.10 1.09 1.20 1.03 1.15 1.00 1.09 1.27 1.31 1.20 1.46
MINK1 misshapen-like kinase 1 chr17p13.2  regulation of cell-matrix adhesion --- -1.04 -1.07 1.02 1.22 -1.01 1.04 1.01 1.11 1.32 1.30 1.09 1.32
MINK1 misshapen-like kinase 1 chr17p13.2  regulation of cell-matrix adhesion --- -1.11 -1.22 1.03 1.21 -1.00 1.10 1.16 1.16 1.32 1.28 1.19 1.49
MINK1 misshapen-like kinase 1 chr17p13.2  regulation of cell-matrix adhesion --- -1.13 -1.21 1.11 1.14 1.15 1.08 1.18 1.00 1.32 1.13 1.21 1.44
MINOS1 mitochondrial inner membrachr1p36.13 0 --- 1.11 -1.21 -1.03 1.12 -1.05 -1.05 -1.09 -1.10 -1.91 -1.41 -2.42 -2.35
MINOS1-NBLMINOS1-NBL1 readthroug chr1p36.13  nervous system development --- -1.10 -1.12 -1.02 -1.05 1.07 -1.01 1.06 -1.02 1.55 1.39 1.50 1.46
MIOS missing oocyte, meiosis reg chr7p21.3 0 --- 1.63 1.79 1.54 1.53 -1.04 1.63 -1.92 -1.48 -5.30 -6.89 -5.16 -5.63
MIPEP mitochondrial intermediate chr13q12  proteolysis --- -1.08 -1.05 -1.02 -1.13 1.12 1.05 -1.05 1.05 -1.56 -1.16 -1.90 -1.71
MIPEP mitochondrial intermediate chr13q12  proteolysis --- 1.02 1.10 1.15 1.04 1.06 1.15 -1.07 -1.11 -1.79 -1.24 -1.92 -1.83
MIPOL1 mirror-image polydactyly 1 chr14q13.3 0 --- -1.12 -1.05 -1.01 1.33 1.15 -1.16 1.10 1.00 -1.53 -1.43 -1.20 -1.55
MIR100HG mir-100-let-7a-2 cluster hoschr11q24.1 0 --- 1.17 1.06 1.19 1.10 1.01 1.06 -1.09 -1.14 1.10 1.23 1.67 1.50
MIR1257 /// TmicroRNA 1257 /// TAF4 Rchr20q13.33  ovarian follicle development --- 1.39 1.44 1.02 -1.07 -1.15 -1.11 -1.21 -1.02 -1.58 -1.69 -1.24 -1.41
MIR1292 /// NmicroRNA 1292 /// NOP56 chr20p13  rRNA processing --- -1.03 -1.08 1.06 1.09 1.14 1.04 1.06 -1.03 -1.11 -1.34 -1.24 -1.08
MIR1292 /// NmicroRNA 1292 /// NOP56 chr20p13  rRNA processing --- -1.02 -1.05 -1.04 1.11 -1.04 -1.11 1.11 1.18 1.01 -1.33 -1.27 -1.16
MIR1304 /// SmicroRNA 1304 /// small nuchr11q21  transcription, DNA-dependent --- 1.02 1.02 -1.02 1.04 -1.03 1.04 1.13 1.02 1.31 1.30 1.44 1.38
MIR1304 /// SmicroRNA 1304 /// small nuchr11q21  transcription, DNA-dependent --- 1.10 -1.00 -1.01 1.06 -1.09 1.07 1.08 -1.05 1.03 1.04 1.18 1.13
MIR155 /// M microRNA 155 /// MIR155 chr21q21.3 0 --- -1.28 1.22 -1.08 -1.02 1.19 1.17 -1.01 -1.04 -2.27 -1.71 -2.24 -1.64
MIR181A2HGMIR181A2 host gene (non- chr9q33.3 0 --- -1.03 -1.49 -1.05 -1.07 1.08 -1.12 -1.03 -1.02 -2.54 -2.32 -1.35 -1.31
MIR1909 /// RmicroRNA 1909 /// REX1, Rchr19p13.3  nucleic acid phosphodiester bond hydroly--- 1.03 -1.00 1.01 1.04 1.13 1.07 1.08 1.05 1.41 1.22 1.32 1.26
MIR21 /// VMmicroRNA 21 /// vacuole mchr17q23.1  autophagy --- -1.02 1.03 -1.01 1.03 -1.00 1.01 1.06 1.06 -1.22 -1.19 1.03 -1.05
MIR210HG MIR210 host gene (non-prochr11p15.5 0 --- 1.02 -1.06 1.12 1.37 1.43 1.26 1.51 1.55 1.55 2.00 3.93 5.61
MIR210HG MIR210 host gene (non-prochr11p15.5 0 --- -1.10 -1.11 1.11 1.29 -1.07 -1.50 1.34 1.52 2.11 2.02 2.74 3.79
MIR22 /// MIRmicroRNA 22 /// MIR22 hochr17p13.3 0 --- -1.09 -1.05 1.05 -1.05 1.09 1.02 -1.57 -1.26 2.44 1.14 3.83 2.64
MIR31HG MIR31 host gene (non-protechr9p21.3 0 --- -1.26 -1.26 -1.04 -1.16 1.14 1.04 1.34 1.03 1.34 1.10 2.40 2.42
MIR3656 /// TmicroRNA 3656 /// traffickichr11q23.3  transport --- 1.22 1.28 1.54 1.20 1.01 -1.17 1.27 1.11 1.29 -1.01 1.04 1.96
MIR3658 /// UmicroRNA 3658 /// uridine-chr1q23  pyrimidine nucleobase metabolic process--- -1.01 1.02 -1.01 1.01 1.08 -1.05 1.16 1.09 1.54 1.28 1.47 1.29
MIR3682 microRNA 3682 --- 0 --- 1.19 1.20 -1.10 -1.26 1.04 1.08 -2.84 -1.18 -2.01 -1.51 -1.54 -3.43
MIR4647 /// SmicroRNA 4647 /// solute c chr6p12.1-p11.2  carbohydrate metabolic process --- 1.02 -1.02 1.01 -1.16 1.01 1.03 -1.08 -1.09 1.08 1.14 1.23 1.28
MIR4680 /// PmicroRNA 4680 /// programchr10q24  apoptotic process --- 1.10 1.01 -1.01 1.02 -1.18 1.00 -1.36 -1.04 -1.55 -1.27 -1.39 -1.23
MIR4680 /// PmicroRNA 4680 /// programchr10q24  apoptotic process --- 1.15 1.08 1.04 1.05 1.02 1.08 -1.20 -1.12 -1.46 -1.44 1.03 1.05
MIR4680 /// PmicroRNA 4680 /// programchr10q24  apoptotic process --- -1.09 -1.15 1.05 1.17 1.01 1.21 -1.17 -1.02 -1.48 -1.21 -1.13 1.04
MIR4680 /// PmicroRNA 4680 /// programchr10q24  apoptotic process --- 1.02 1.09 -1.03 1.12 -1.13 -1.01 -1.22 -1.04 -1.25 -1.05 -1.26 -1.31
MIR4691 /// NmicroRNA 4691 /// NADH chr11q13  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.08 -1.14 -1.00 1.08 1.23 1.18 -1.14 1.01 -1.52 1.04 -1.28 -1.27
MIR4691 /// NmicroRNA 4691 /// NADH chr11q13  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.07 -1.09 1.08 1.09 -1.01 -1.10 1.12 -1.01 1.64 1.29 1.16 1.17
MIR4697HG MIR4697 host gene (non-prchr11q25 0 --- 1.02 -2.60 2.09 1.23 -8.82 -2.24 1.52 1.28 1.04 1.18 2.15 3.16
MIR4723 /// TmicroRNA 4723 /// transmechr17q11.2 0 --- -1.01 -1.07 1.01 -1.09 1.06 1.03 1.07 1.01 -1.33 -1.27 -1.31 -1.40
MIR4745 /// PmicroRNA 4745 /// polypyrchr19p13.3  alternative mRNA splicing, via spliceoso mRNA_processing_Reactome // GenMAPP -1.10 1.05 -1.02 -1.10 -1.05 1.06 1.06 1.10 1.55 1.47 1.35 1.39
MIR4746 /// UmicroRNA 4746 /// UBX dochr19p13 0 --- 1.03 1.02 1.10 1.02 1.06 1.03 1.24 1.10 1.27 1.08 1.19 1.26
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MIR4800 /// MmicroRNA 4800 /// MAX d chr4p16.3  negative regulation of transcription from --- -1.08 -1.06 -1.07 -1.08 1.07 -1.05 -1.12 -1.01 -1.94 -1.96 -1.61 -1.28
MIR4800 /// MmicroRNA 4800 /// MAX d chr4p16.3  negative regulation of transcription from --- -1.08 -1.19 1.21 -1.23 -1.21 -1.34 -1.25 1.01 -2.42 -1.98 -1.83 -1.39
MIR4800 /// MmicroRNA 4800 /// MAX d chr4p16.3  negative regulation of transcription from --- 1.03 1.08 -1.17 -1.13 -1.06 -1.17 1.09 -1.07 -1.14 -1.44 -1.30 -1.32
MIR5193 /// UmicroRNA 5193 /// ubiquiti chr3p21  cellular protein modification process Proteasome_Degradation // GenMAPP -1.71 -1.29 -2.05 -1.03 1.47 1.54 1.17 -1.12 1.53 -1.05 1.91 1.59
MIR5193 /// UmicroRNA 5193 /// ubiquiti chr3p21  cellular protein modification process Proteasome_Degradation // GenMAPP 1.10 -1.60 -1.84 -5.46 -1.27 -1.22 1.04 1.52 2.71 1.37 3.11 2.49
MIR600 /// M microRNA 600 /// MIR600 chr9q33.3 0 --- -1.46 1.14 -3.87 -3.72 -2.26 -2.15 -2.96 1.11 -1.91 -1.73 -2.12 -1.23
MIR612 /// NEmicroRNA 612 /// nuclear pchr11q13.1  multicellular organismal development --- 1.52 2.11 1.19 1.29 1.81 1.51 2.00 2.16 -1.51 -1.73 1.30 1.13
MIR612 /// NEmicroRNA 612 /// nuclear pchr11q13.1 0 --- 1.28 1.05 1.01 1.40 -1.03 1.29 1.00 -1.11 -1.46 -1.31 -1.60 -1.20
MIR612 /// NEmicroRNA 612 /// nuclear pchr11q13.1 0 --- 1.06 1.30 -1.16 -2.32 1.53 1.10 1.16 -1.02 -1.59 -3.18 -1.70 -1.80
MIR631 /// NEmicroRNA 631 /// nei endonchr15q24.2  DNA repair --- 1.13 1.17 -1.16 -1.05 1.39 1.17 1.25 -1.14 -1.29 -1.57 -2.31 -2.00
MIR636 /// SRmicroRNA 636 /// serine/argchr17q25.1  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.13 1.11 1.00 -1.02 -1.13 -1.09 -1.18 -1.23 -1.53 -1.57 -1.41 -1.62
MIR636 /// SRmicroRNA 636 /// serine/argchr17q25.1  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.09 1.16 1.01 -1.05 1.01 -1.04 -1.01 -1.10 -1.30 -1.42 -1.30 -1.56
MIR636 /// SRmicroRNA 636 /// serine/argchr17q25.1  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.03 1.05 -1.01 -1.05 1.02 -1.05 -1.02 -1.02 -1.26 -1.37 -1.26 -1.45
MIR943 /// NEmicroRNA 943 /// negative chr4p16.3  transcription, DNA-dependent --- 1.03 -1.10 -1.06 -1.01 -1.06 1.02 1.05 1.07 1.20 1.12 1.29 1.23
MIR943 /// NEmicroRNA 943 /// negative chr4p16.3  transcription, DNA-dependent --- -1.04 -1.09 -1.23 -1.37 -1.04 1.02 1.17 1.14 1.02 -1.02 1.36 1.47
MIRLET7BH MIRLET7B host gene (non chr22q13.31 0 --- 1.32 -1.49 1.39 1.16 1.37 1.49 -1.07 -1.11 -1.94 -6.13 -1.13 -1.28
MIRLET7DH MIRLET7D host gene (non chr9q22.32 0 --- 1.38 1.31 1.02 1.04 1.17 1.11 -1.24 -1.48 -2.20 -1.73 -1.88 -1.71
MIS12 MIS12, MIND kinetochore chr17p13.2  M phase of mitotic cell cycle --- 1.03 1.03 1.02 1.01 1.06 1.02 -1.06 -1.08 -1.01 -1.01 1.35 1.24
MIS18A MIS18 kinetochore protein chr21q22.11  nucleosome assembly --- 1.14 1.08 1.08 1.03 -1.13 1.05 -1.21 -1.10 1.16 1.23 1.16 1.11
MIS18A MIS18 kinetochore protein chr21q22.11  nucleosome assembly --- -1.04 -1.08 1.10 1.01 1.16 1.05 -1.01 -1.05 1.42 1.31 1.25 1.27
MIS18A MIS18 kinetochore protein chr21q22.11  nucleosome assembly --- -1.11 -1.01 1.00 1.00 1.05 -1.07 -1.05 -1.06 1.17 1.21 1.38 1.40
MISP mitotic spindle positioning chr19p13.3  cell cycle --- -1.12 -1.10 -1.01 -1.10 -1.03 -1.01 1.10 1.14 1.17 -1.12 1.17 -1.01
MITF microphthalmia-associated tchr3p14.2-p14.1  transcription, DNA-dependent --- -1.22 -1.10 1.05 -1.24 1.01 -1.12 1.02 -1.11 -2.01 -1.76 -1.14 -1.36
MITF microphthalmia-associated tchr3p14.2-p14.1  transcription, DNA-dependent --- 1.03 -1.01 -1.03 -1.05 -1.08 -1.00 1.08 1.05 -1.50 -1.28 -1.05 -1.10
MKI67 antigen identified by monocchr10q26.2  DNA metabolic process --- 1.13 1.10 -1.10 -1.25 1.02 1.03 -1.25 -1.03 1.21 1.24 1.91 1.75
MKI67 antigen identified by monocchr10q26.2  DNA metabolic process --- -1.09 -1.04 1.03 1.03 1.11 -1.05 1.06 1.07 2.05 1.61 2.11 2.20
MKI67IP MKI67 (FHA domain) interchr2q14.3  protein complex assembly --- -1.08 1.04 -1.13 -1.16 -1.10 -1.07 -1.10 1.07 -1.40 -1.35 -1.01 -1.18
MKI67IP MKI67 (FHA domain) interchr2q14.3  protein complex assembly --- -1.07 -1.04 1.03 1.03 -1.09 -1.11 1.07 1.11 1.26 1.13 1.48 1.49
MKKS McKusick-Kaufman syndrochr20p12  heart looping --- 1.11 1.17 1.02 -1.03 -1.13 -1.02 -1.04 1.01 -1.34 -1.47 -1.09 -1.32
MKKS McKusick-Kaufman syndrochr20p12  heart looping --- -1.03 -1.08 1.01 1.03 1.00 -1.02 1.08 1.06 1.44 1.38 1.15 1.14
MKL2 MKL/myocardin-like 2 chr16p13.12  in utero embryonic development --- 1.17 -1.08 -1.01 1.08 -1.27 1.02 -1.46 -1.20 -2.33 -1.74 -1.69 -1.61
MKL2 MKL/myocardin-like 2 chr16p13.12  in utero embryonic development --- -1.15 1.01 -1.16 -3.15 2.04 1.82 1.52 -1.03 4.56 3.74 1.96 1.61
MKL2 MKL/myocardin-like 2 chr16p13.12  in utero embryonic development --- 1.46 1.23 -1.01 1.21 -1.05 1.08 -1.03 1.09 3.19 3.70 2.77 2.55
MKLN1 muskelin 1, intracellular mechr7q32  signal transduction --- -1.03 -1.05 1.07 1.13 1.05 1.07 1.26 1.18 -1.22 -1.17 -1.64 -1.27
MKLN1 muskelin 1, intracellular mechr7q32  cell adhesion --- -1.06 -1.06 1.04 1.06 1.01 -1.07 1.15 1.03 1.31 1.24 1.38 1.55
MKLN1 muskelin 1, intracellular mechr7q32  cell adhesion --- -1.43 -4.50 -1.22 -1.70 1.24 1.16 1.18 -1.42 -1.20 1.21 -1.37 1.23
MKLN1 muskelin 1, intracellular mechr7q32  cell adhesion --- -1.08 -1.02 -1.07 -1.10 1.08 -1.06 1.17 -1.00 -1.68 -1.30 -1.42 -1.39
MKNK1 MAP kinase interacting serichr1p33  regulation of translation --- 1.02 1.05 1.09 1.15 1.00 -1.04 -1.16 1.03 -1.30 -1.37 -1.41 -1.54
MKNK1 MAP kinase interacting serichr1p33  regulation of translation --- -1.04 -1.03 -1.00 -1.01 1.03 1.03 -1.06 -1.06 -1.43 -1.31 -1.31 -1.08
MKNK2 MAP kinase interacting serichr19p13.3  regulation of translation --- -1.11 -1.04 1.00 1.10 1.17 1.11 -1.17 -1.10 1.10 1.25 1.17 1.40
MKNK2 MAP kinase interacting serichr19p13.3  regulation of translation --- -1.09 -1.07 -1.06 1.07 -1.06 -1.03 -1.06 1.03 1.31 1.24 1.09 1.19
MKRN1 makorin ring finger protein chr7q34  protein ubiquitination --- -1.10 -1.13 -1.03 1.09 -1.13 -1.05 1.19 1.18 1.69 1.49 1.54 1.45
MKRN2 makorin ring finger protein chr3p25  protein ubiquitination --- 1.02 1.09 1.14 1.08 1.14 -1.00 1.23 1.13 1.06 1.07 1.26 1.29
MKRN2 makorin ring finger protein chr3p25  protein ubiquitination --- -1.22 -1.09 -1.28 -1.02 -1.05 -1.17 -1.00 -1.30 1.50 1.35 1.92 2.01
MKS1 Meckel syndrome, type 1 chr17q22  cell projection organization --- -1.12 -1.32 -1.17 1.13 1.20 -1.02 -1.33 -1.13 -1.30 -1.49 -1.47 -1.57
MLF1 myeloid leukemia factor 1 chr3q25.1  myeloid progenitor cell differentiation --- -1.12 -1.29 1.03 -1.05 1.00 -1.05 1.23 1.06 1.20 1.48 1.46 1.40
MLF1IP MLF1 interacting protein chr4q35.1  M phase of mitotic cell cycle --- 1.02 1.09 -1.02 -1.00 1.03 -1.06 -1.06 -1.10 -1.44 -1.40 -1.17 -1.30
MLF1IP MLF1 interacting protein chr4q35.1  mitotic cell cycle --- 1.11 1.12 -1.02 -1.01 1.03 1.04 -1.15 -1.07 -1.82 -1.76 -1.48 -1.66
MLF1IP MLF1 interacting protein chr4q35.1  mitotic cell cycle --- -1.04 -1.11 1.01 1.07 1.02 1.14 -1.07 -1.01 -1.61 -2.09 -2.26 -2.27
MLF2 myeloid leukemia factor 2 chr12p13  defense response --- 1.05 -1.04 -1.02 -1.01 -1.06 1.03 -1.01 1.05 1.27 1.23 1.10 1.10
MLH1 mutL homolog 1, colon can chr3p21.3  pachytene Ovarian_Infertility_Genes // GenMAPP 1.10 1.07 1.01 1.01 1.04 1.06 1.02 1.00 -1.55 -1.54 -1.54 -1.53
MLH3 mutL homolog 3 (E. coli) chr14q24.3  ATP catabolic process --- -1.01 -1.03 -1.03 1.15 1.23 1.08 1.37 1.19 1.14 1.08 1.18 1.34
MLH3 mutL homolog 3 (E. coli) chr14q24.3  ATP catabolic process --- 1.02 -1.03 1.09 1.05 1.37 1.08 1.23 1.04 1.07 1.12 1.28 1.33
MLK7-AS1 MLK7 antisense RNA 1 chr2q31.1 0 --- -1.22 1.01 -1.38 -1.14 1.42 2.04 -1.04 -2.12 37.87 36.03 1.38 -1.09
MLKL mixed lineage kinase domaichr16q23.1  protein phosphorylation --- 1.01 -1.02 -1.00 1.16 1.06 -1.01 -1.01 1.13 1.48 1.13 1.07 1.17
MLLT1 myeloid/lymphoid or mixedchr19p13.3  transcription, DNA-dependent --- 1.11 1.17 1.11 1.18 -1.04 -1.10 1.18 1.13 1.03 -1.15 -1.25 -1.35
MLLT10 myeloid/lymphoid or mixedchr10p12  transcription, DNA-dependent --- -1.02 -1.19 1.16 1.24 1.05 1.17 -1.14 -1.39 1.05 -1.02 1.73 1.27
MLLT11 myeloid/lymphoid or mixedchr1q21  positive regulation of apoptotic process --- -1.03 -1.07 -1.15 -1.01 -1.04 1.06 -1.75 -1.32 -1.16 1.05 -1.41 -1.37
MLLT3 myeloid/lymphoid or mixedchr9p22  transcription, DNA-dependent --- -1.08 1.07 1.01 -1.08 -1.06 1.02 -1.27 -1.14 -1.62 -1.14 -1.36 -1.58
MLLT3 myeloid/lymphoid or mixedchr9p22  transcription, DNA-dependent --- -1.09 1.04 1.06 1.10 1.02 -1.08 1.15 -1.01 -1.70 -1.25 -1.35 -1.29
MLLT4 myeloid/lymphoid or mixedchr6q27  cell adhesion --- 1.00 1.02 1.03 -1.00 1.03 -1.04 -1.14 1.01 -1.45 -1.41 -1.40 -1.48
MLLT6 myeloid/lymphoid or mixedchr17q21  regulation of transcription, DNA-depende--- -1.02 -1.06 1.07 1.07 1.14 1.03 -1.01 1.02 -1.21 -1.30 -1.22 -1.07
MLLT6 myeloid/lymphoid or mixedchr17q21  regulation of transcription, DNA-depende--- -1.26 1.23 -1.13 3.50 -1.13 2.93 3.29 8.73 16.66 5.95 -1.82 3.01
MLLT6 myeloid/lymphoid or mixedchr17q21  regulation of transcription, DNA-depende--- -1.00 -1.04 1.15 -1.03 1.03 1.22 -1.11 -1.13 -1.51 -1.41 -1.38 -1.31
MLPH melanophilin chr2q37.3  protein targeting --- 1.19 1.14 -1.15 1.07 1.02 1.30 -1.80 -1.46 2.26 1.42 2.08 1.36
MLX MLX, MAX dimerization p chr17q21.1  energy reserve metabolic process --- 1.02 1.05 -1.06 -1.01 1.12 -1.01 1.27 1.10 1.08 1.02 1.30 1.12
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MLX MLX, MAX dimerization p chr17q21.1  energy reserve metabolic process --- -1.07 -1.07 -1.04 1.01 -1.01 1.04 1.15 1.15 1.21 1.21 1.18 1.26
MLX MLX, MAX dimerization p chr17q21.1  energy reserve metabolic process --- -1.10 -1.05 -1.02 -1.00 -1.00 -1.06 1.18 1.12 1.29 1.16 1.11 1.15
MLXIP MLX interacting protein chr12q24.31  transcription, DNA-dependent --- -1.03 -1.39 -1.30 -1.15 1.46 1.30 1.70 -1.66 2.63 1.73 1.48 1.30
MLXIP MLX interacting protein chr12q24.31  transcription, DNA-dependent --- -1.02 -1.12 1.03 1.04 1.17 1.04 1.04 1.05 -1.19 -1.30 -1.13 -1.11
MMAA methylmalonic aciduria (cobchr4q31.21  fatty acid beta-oxidation --- 1.01 -1.05 -1.06 1.07 1.03 1.12 -1.07 -1.01 1.36 -1.08 1.48 1.59
MMAA methylmalonic aciduria (cobchr4q31.21  fatty acid beta-oxidation --- 1.24 1.16 -1.29 -1.64 1.62 1.34 -1.28 1.03 1.10 1.11 1.76 1.99
MMAB methylmalonic aciduria (cobchr12q24  vitamin metabolic process --- -1.26 -1.10 -1.04 1.27 -1.13 -1.02 -1.27 -1.26 -1.22 -2.31 1.22 1.50
MMAB methylmalonic aciduria (cobchr12q24  vitamin metabolic process --- -1.36 -1.43 -1.13 -1.02 -1.03 -1.26 -1.48 -1.17 -1.17 -1.37 1.01 1.40
MMAB methylmalonic aciduria (cobchr12q24  vitamin metabolic process --- -1.01 -1.06 1.00 1.07 1.00 -1.03 1.04 1.15 1.04 -1.08 1.32 1.46
MMACHC methylmalonic aciduria (cobchr1p34.1  vitamin metabolic process --- -1.04 -1.11 -1.15 1.02 -1.06 -1.10 -1.08 1.10 -1.45 -1.50 -1.21 -1.13
MMD monocyte to macrophage di chr17q  cytolysis --- -1.03 1.20 -1.03 -1.16 1.26 1.05 -1.02 -1.09 -1.11 -1.08 -1.53 -1.72
MMEL1 membrane metallo-endopepchr1p36  proteolysis --- -1.20 -1.16 1.08 1.22 -1.08 -1.10 -1.10 -1.08 -1.41 -1.25 -1.74 -1.15
MMGT1 membrane magnesium transchrXq26.3  transport --- -1.06 1.05 -1.04 1.02 -1.04 1.02 -1.02 -1.00 -1.13 -1.09 -1.12 -1.14
MMP1 matrix metallopeptidase 1 (ichr11q22.3  proteolysis Matrix_Metalloproteinases // GenMAPP 1.45 1.06 -1.95 -2.09 -1.48 -3.76 -2.89 -3.02 16.12 13.13 2.93 2.56
MMP13 matrix metallopeptidase 13 chr11q22.3  ossification Matrix_Metalloproteinases // GenMAPP 3.31 2.37 1.83 -1.25 1.42 2.29 1.03 1.14 -1.66 -1.44 1.59 -1.24
MMP15 matrix metallopeptidase 15 chr16q13  cellular protein modification process Matrix_Metalloproteinases // GenMAPP -1.01 -1.00 -1.27 -1.17 1.09 1.07 -1.07 -1.12 1.13 1.09 1.51 1.89
MMP16 matrix metallopeptidase 16 chr8q21.3  proteolysis Matrix_Metalloproteinases // GenMAPP 1.39 -1.38 1.75 2.86 -1.36 1.57 1.14 -1.01 2.00 1.33 -1.01 -1.12
MMP19 matrix metallopeptidase 19 chr12q14  angiogenesis Matrix_Metalloproteinases // GenMAPP -1.12 -1.19 1.09 1.19 1.11 1.12 1.03 1.04 -1.83 -2.05 -1.57 -1.41
MMP24-AS1 MMP24 antisense RNA 1 chr20q11.22 0 --- 1.02 -1.12 -1.06 1.08 -1.03 1.00 1.12 1.15 1.35 1.41 -1.13 1.16
MMP24-AS1 MMP24 antisense RNA 1 chr20q11.22 0 --- -1.14 -1.16 -1.01 -1.00 1.19 1.05 1.04 1.04 1.07 1.11 -1.61 -1.20
MMP24-AS1 MMP24 antisense RNA 1 chr20q11.22 0 --- -1.09 -1.08 1.03 -1.12 -1.06 -1.14 1.13 1.08 1.57 1.57 1.11 1.19
MMP27 matrix metallopeptidase 27 chr11q24  proteolysis Matrix_Metalloproteinases // GenMAPP -1.04 -1.12 1.40 2.75 -1.62 -1.56 1.49 -1.19 8.54 5.71 1.21 1.28
MMP28 matrix metallopeptidase 28 chr17q21.1  proteolysis Matrix_Metalloproteinases // GenMAPP 1.08 1.73 -1.26 -1.34 -2.39 -1.06 1.48 1.38 1.08 1.12 1.14 -1.21
MMP28 matrix metallopeptidase 28 chr17q21.1  proteolysis Matrix_Metalloproteinases // GenMAPP -1.02 -1.16 -1.04 -1.38 -1.00 1.12 1.53 -1.15 1.53 1.53 -1.11 -1.44
MMP28 matrix metallopeptidase 28 chr17q21.1  proteolysis Matrix_Metalloproteinases // GenMAPP -1.01 1.18 1.01 -1.10 1.51 1.15 1.66 -1.08 1.59 1.12 -1.01 -1.40
MMP28 matrix metallopeptidase 28 chr17q21.1  proteolysis Matrix_Metalloproteinases // GenMAPP 1.07 -1.22 -1.63 -1.26 1.04 -1.33 -1.13 1.35 3.33 2.42 1.23 1.62
MMP3 matrix metallopeptidase 3 (schr11q22.3  response to hypoxia Matrix_Metalloproteinases // GenMAPP -1.13 -1.02 -1.12 1.43 -1.51 1.24 1.06 1.42 2.93 3.58 -1.15 1.02
MMP8 matrix metallopeptidase 8 (nchr11q22.3  ossification Matrix_Metalloproteinases // GenMAPP -2.58 -1.03 2.42 3.31 -1.13 1.45 2.35 -2.12 2.45 2.10 2.57 1.27
MMP9 matrix metallopeptidase 9 (gchr20q11.2-q13.1  skeletal system development Matrix_Metalloproteinases // GenMAPP 1.01 -1.55 -2.20 -1.67 2.44 1.23 -4.35 1.42 3.60 2.55 -2.04 -1.39
MN1 meningioma (disrupted in b chr22q12.1  intramembranous ossification --- 1.07 1.21 1.17 -1.04 -1.06 -1.06 -1.03 1.06 1.06 1.26 1.68 1.45
MNAT1 menage a trois homolog 1, cchr14q23  regulation of cyclin-dependent protein se G1_to_S_cell_cycle_Reactome // GenMAPP 1.06 1.10 1.05 -1.10 -1.07 -1.00 1.31 1.23 1.25 1.08 1.52 1.39
MNS1 meiosis-specific nuclear struchr15q21.3  meiosis --- 1.07 -1.10 -1.06 1.04 1.33 1.17 -1.04 1.18 -1.45 -1.70 -1.65 -2.13
MNT MNT, MAX dimerization p chr17p13.3  transcription, DNA-dependent --- -1.00 -1.07 -1.01 1.18 -1.05 1.02 1.01 1.10 1.13 1.28 1.06 1.20
MNX1 motor neuron and pancreas chr7q36  neuron migration --- -1.15 -1.13 -1.25 -1.57 1.04 1.35 -1.09 1.33 -1.13 -1.14 1.33 1.10
MOB1A MOB kinase activator 1A chr2p13.1  hippo signaling cascade --- 1.07 1.08 1.13 1.00 -1.01 1.05 -1.09 -1.15 -1.52 -1.53 1.04 -1.25
MOB1A MOB kinase activator 1A chr2p13.1  multicellular organismal development --- 1.07 1.05 -1.03 -1.19 -1.12 -1.06 -1.38 -1.15 -1.65 -1.36 -1.48 -1.66
MOB2 MOB kinase activator 2 chr11p15.5  phosphorylation --- 1.07 -1.15 1.14 1.10 -1.00 1.01 1.00 -1.18 1.27 -1.04 1.76 1.57
MOB3A MOB kinase activator 3A chr19p13.3 0 --- -1.06 -1.09 1.06 1.14 1.04 -1.17 1.12 1.09 -1.02 1.23 1.17 1.61
MOB3B MOB kinase activator 3B chr9p21.2 0 --- -1.00 1.02 1.07 1.06 -1.10 -1.11 1.33 1.22 -1.85 -1.99 -1.60 -1.76
MOB3B MOB kinase activator 3B chr9p21.2 0 --- 1.54 1.32 -1.03 -1.08 -1.03 1.16 -1.17 1.06 -1.37 -1.10 -1.40 -1.70
MOB3C MOB kinase activator 3C chr1p33 0 --- 1.03 -1.06 1.01 -1.07 1.05 -1.03 1.12 1.04 1.70 1.40 1.21 1.57
MOCOS molybdenum cofactor sulfu chr18q12  vitamin metabolic process --- 1.08 1.02 -1.01 1.05 -1.04 -1.05 1.06 1.07 1.07 1.17 1.20 1.35
MOCS2 molybdenum cofactor synthchr5q11  vitamin metabolic process --- 1.26 1.30 1.14 1.19 -1.18 -1.04 -1.41 -1.32 -1.37 -2.05 -2.79 -3.03
MOGS mannosyl-oligosaccharide gchr2p13.1  protein folding --- -1.11 -1.15 1.02 1.15 1.09 -1.05 1.18 1.22 1.33 1.05 1.44 1.46
MOK MOK protein kinase chr14q32  protein phosphorylation --- -1.01 -1.12 1.06 1.16 1.26 1.20 -1.17 1.00 -2.15 -1.78 -1.92 -1.68
MON1A MON1 homolog A (yeast) chr3p21.31  transport --- -1.03 1.06 -1.20 -1.07 1.17 1.03 -1.01 1.09 1.10 -1.27 1.41 1.46
MON1B MON1 homolog B (yeast) chr16q23.1 0 --- -1.04 -1.04 1.15 1.15 1.04 1.05 -1.17 -1.09 -1.02 1.14 1.06 1.13
MON1B MON1 homolog B (yeast) chr16q23.1 0 --- -1.12 -1.13 1.10 1.02 1.44 1.12 -1.10 -1.03 1.24 1.13 1.33 1.30
MON1B MON1 homolog B (yeast) chr16q23.1 0 --- -1.06 -1.12 1.26 1.14 1.10 -1.01 1.01 -1.08 1.24 1.19 1.14 1.19
MON2 MON2 homolog (S. cerevis chr12q14.1  transport --- -1.02 -1.01 1.07 1.05 1.12 1.03 1.01 -1.10 -1.23 1.05 -1.25 -1.05
MON2 MON2 homolog (S. cerevis chr12q14.1  transport --- 1.14 1.07 -1.28 1.10 1.25 1.77 1.44 -1.18 -1.42 -2.71 1.18 1.23
MORC2 MORC family CW-type zinchr22q12.2 0 --- 1.01 1.13 -1.00 1.00 1.34 1.27 1.11 1.02 1.05 1.16 1.23 1.60
MORC2 MORC family CW-type zinchr22q12.2 0 --- -1.01 -1.10 -1.01 1.04 1.22 1.21 -1.16 1.17 1.10 1.09 1.26 1.45
MORC2-AS1 MORC2 antisense RNA 1 chr22q12.2 0 --- -1.06 1.02 1.03 -1.04 -1.10 -1.13 1.05 1.19 -2.03 -2.21 -1.72 -1.74
MORC2-AS1 MORC2 antisense RNA 1 chr22q12.2 0 --- 1.23 1.19 -1.02 1.11 1.09 -1.04 -1.03 1.03 -1.81 -1.79 -1.75 -1.78
MORC4 MORC family CW-type zinchrXq22.3 0 --- 1.14 1.13 1.15 1.04 -1.06 1.13 1.01 1.00 -1.37 -1.29 -1.55 -1.56
MORF4L1 mortality factor 4 like 1 chr15q24  double-strand break repair via homologou--- 1.14 1.13 -1.04 -1.05 1.08 1.14 -1.10 1.08 -1.05 1.20 1.26 1.05
MORF4L1 mortality factor 4 like 1 chr15q24  double-strand break repair via homologou--- 1.16 1.10 -1.10 -1.01 -1.08 -1.01 -1.05 -1.02 -1.01 -1.01 1.26 1.21
MORN2 MORN repeat containing 2 chr2p22.1 0 --- 1.03 1.03 -1.03 1.03 1.10 1.13 -1.12 -1.15 -1.11 -1.02 -1.53 -1.41
MORN4 MORN repeat containing 4 chr10q24.2 0 --- -1.16 -1.12 -1.23 1.05 1.16 1.27 1.05 1.35 1.79 1.58 1.01 1.40
MORN4 MORN repeat containing 4 chr10q24.2 0 --- -1.03 -1.10 -1.07 -1.10 1.17 1.09 -1.11 -1.02 -1.58 -1.40 -1.34 -1.29
MOSPD1 motile sperm domain contaichrXq26.3  negative regulation of transcription from --- -1.22 -1.26 1.28 1.08 1.00 -1.08 -1.11 -1.00 1.39 1.21 1.83 1.23
MOSPD2 motile sperm domain contaichrXp22.2 0 --- 1.19 1.17 -1.04 -1.02 -1.08 -1.00 -1.04 -1.09 1.47 1.41 1.36 1.21
MOV10 Mov10, Moloney leukemia chr1p13.2  transcription, DNA-dependent --- -1.18 -1.20 1.06 1.08 1.04 -1.01 1.11 1.08 -1.09 -1.03 -1.65 -1.29
MOXD1 monooxygenase, DBH-like chr6q23.2  catecholamine metabolic process --- 3.28 3.64 -1.23 1.49 -1.66 1.02 -1.19 1.51 1.17 -1.43 1.02 1.03
MOXD1 monooxygenase, DBH-like chr6q23.2  catecholamine metabolic process --- 1.10 -1.17 1.66 1.29 1.05 1.16 -1.25 -1.57 -1.59 -1.89 -3.39 -2.24
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MPC1 mitochondrial pyruvate carrchr6q27  pyruvate metabolic process --- 1.16 1.18 -1.01 -1.02 1.04 1.03 -1.15 1.01 -1.25 -1.17 -1.03 -1.05
MPC2 mitochondrial pyruvate carrchr1q24  pyruvate metabolic process --- -1.00 1.02 1.02 -1.11 -1.06 -1.09 -1.02 -1.08 -1.04 1.23 1.20 1.37
MPDZ multiple PDZ domain prote chr9p23  cell adhesion --- 1.02 -1.10 -1.08 1.06 1.04 1.19 1.01 -1.06 -1.46 -1.22 -1.70 -1.50
MPG N-methylpurine-DNA glycochr16p13.3  DNA repair --- -1.08 -1.23 -1.05 1.12 1.05 -1.01 1.22 1.03 1.54 1.42 1.25 1.35
MPHOSPH10M-phase phosphoprotein 10chr2p13.3  RNA splicing, via transesterification reac--- -1.05 1.02 1.05 -1.07 1.02 -1.11 1.05 1.04 1.09 -1.08 1.33 1.30
MPHOSPH6 M-phase phosphoprotein 6 chr16q23.3  M phase of mitotic cell cycle --- -1.48 -1.35 1.00 1.15 1.06 -1.27 1.16 1.51 2.65 1.61 1.10 1.37
MPHOSPH8 M-phase phosphoprotein 8 chr13q12.11  transcription, DNA-dependent --- -1.01 -1.05 1.10 1.14 1.08 -1.05 1.17 1.22 -1.00 -1.38 -1.22 -1.09
MPHOSPH8 M-phase phosphoprotein 8 chr13q12.11  transcription, DNA-dependent --- 1.26 1.15 1.09 1.09 1.00 1.12 -1.08 -1.20 -2.20 -2.32 -1.52 -1.65
MPHOSPH8 M-phase phosphoprotein 8 chr13q12.11  transcription, DNA-dependent --- -1.13 -1.06 1.10 -1.01 1.11 1.11 -1.16 -1.07 -2.36 -2.14 -1.74 -1.75
MPHOSPH9 M-phase phosphoprotein 9 chr12q24.31  M phase of mitotic cell cycle --- 1.03 -1.03 -1.01 -1.09 1.12 1.20 -1.42 -1.34 -1.47 -1.24 -1.28 -1.17
MPHOSPH9 M-phase phosphoprotein 9 chr12q24.31  M phase of mitotic cell cycle --- 1.22 1.13 1.02 1.02 -1.30 -1.15 -1.07 1.24 -1.45 -1.52 1.00 -1.10
MPI mannose phosphate isomerachr15q22-qter  carbohydrate metabolic process --- -1.29 -1.15 1.19 1.10 1.25 1.15 1.27 1.26 -2.09 -1.47 -1.42 -1.17
MPL myeloproliferative leukemiachr1p34  cell surface receptor signaling pathway Cell_cycle_KEGG // GenMAPP 1.21 1.25 1.26 1.11 1.49 1.59 -1.33 -1.27 -4.65 -2.28 -1.41 1.07
MPP4 membrane protein, palmitoychr2q33.2  protein localization to synapse --- 3.90 2.32 -1.44 -1.66 2.86 5.94 1.34 -1.15 2.30 2.15 -1.41 -1.46
MPPED2 metallophosphoesterase domchr11p13  nervous system development --- 1.12 1.07 -1.07 -1.04 -1.22 -1.15 -1.71 -1.33 -6.58 -9.16 -13.07 -4.83
MPRIP myosin phosphatase Rho intchr17p11.2 0 --- 1.20 1.32 -1.31 -1.12 1.02 1.02 -1.30 1.29 1.74 1.54 3.00 1.97
MPV17 MpV17 mitochondrial innerchr2p23.3  mitochondrial genome maintenance --- -1.08 -1.02 -1.01 1.01 1.01 1.06 1.14 1.07 1.09 1.20 -1.24 -1.07
MPV17L MPV17 mitochondrial memchr16p13.11  negative regulation of hydrogen peroxide--- -1.05 1.05 1.06 -1.15 1.31 1.17 1.17 1.11 -1.42 -1.36 -1.58 -1.86
MPV17L2 MPV17 mitochondrial memchr19p13.11 0 --- -1.02 -1.16 1.12 1.17 -1.01 -1.12 -1.14 -1.09 1.42 1.04 1.44 1.31
MPZL1 myelin protein zero-like 1 chr1q24.2  transmembrane receptor protein tyrosine --- -1.79 1.02 1.35 -1.15 -1.06 1.20 1.31 1.39 1.76 1.58 1.39 1.70
MPZL1 myelin protein zero-like 1 chr1q24.2  transmembrane receptor protein tyrosine --- -1.04 -1.16 1.05 1.11 1.12 -1.04 1.31 1.11 1.19 1.11 1.18 1.27
MPZL1 myelin protein zero-like 1 chr1q24.2  transmembrane receptor protein tyrosine --- 1.20 1.01 1.02 1.05 1.22 1.09 1.28 1.34 2.00 1.60 1.42 1.51
MPZL2 myelin protein zero-like 2 chr11q24  cell adhesion --- 1.19 -1.07 1.05 1.02 -1.02 1.16 -1.13 -1.04 1.94 2.09 1.64 1.49
MPZL2 myelin protein zero-like 2 chr11q24  cell adhesion --- -1.13 -1.29 -1.07 -1.00 1.26 1.31 -1.10 -1.20 1.43 1.35 2.57 3.19
MPZL2 myelin protein zero-like 2 chr11q24  cell adhesion --- 1.02 -1.00 1.18 1.13 -1.01 -1.04 1.33 1.08 3.38 3.03 5.09 5.35
MPZL3 myelin protein zero-like 3 chr11q23.3  cell adhesion --- -1.08 -1.05 1.09 1.06 -1.00 1.06 -1.02 -1.05 1.60 1.44 1.56 1.74
MR1 major histocompatibility co chr1q25.3  positive regulation of T cell mediated cyt --- 1.06 1.04 1.00 1.12 1.14 -1.01 -1.08 -1.12 1.03 1.24 -1.10 1.02
MR1 major histocompatibility co chr1q25.3  positive regulation of T cell mediated cyt --- 1.14 -1.02 1.12 1.22 1.09 1.01 -1.04 1.06 -1.43 -1.22 -1.79 -1.37
MRAP melanocortin 2 receptor acc chr21q22.1  positive regulation of cAMP biosynthetic--- -1.12 -1.18 -1.01 1.02 1.01 1.12 1.04 1.06 -1.17 -1.06 1.10 1.28
MRAP2 melanocortin 2 receptor acc chr6q14.2  energy reserve metabolic process --- -1.16 1.02 3.74 4.13 -1.24 1.13 -1.73 -1.30 -1.72 -2.17 -2.50 -3.81
MRAS muscle RAS oncogene hom chr3q22.3  GTP catabolic process --- -1.02 -1.21 -1.03 -1.24 -1.03 -1.10 -1.33 -1.31 -1.62 -1.77 -1.03 -1.39
MRE11A MRE11 meiotic recombinatchr11q21  regulation of mitotic recombination --- 1.04 -1.05 -1.06 -1.07 -1.05 -1.13 1.26 1.14 -1.38 -1.61 1.07 -1.13
MRE11A MRE11 meiotic recombinatchr11q21  regulation of mitotic recombination --- -1.17 -1.13 -1.20 -1.48 1.18 1.11 -1.59 -1.40 -3.21 -1.66 -2.59 -2.48
MRFAP1L1 Morf4 family associated prochr4p16.1 0 --- -1.04 -1.01 -1.08 -1.07 -1.06 1.02 -1.06 -1.06 -1.20 -1.18 -1.20 -1.15
MRGBP MRG/MORF4L binding prochr20q13.33  transcription, DNA-dependent --- -1.04 -1.04 1.00 1.11 -1.06 1.04 1.21 1.13 1.36 1.39 1.33 1.35
MRGPRX1 MAS-related GPR, memberchr11p15.1|11  acute-phase response --- 1.61 1.67 1.47 1.64 1.35 -1.41 1.67 1.24 1.52 1.36 -2.07 -1.38
MRI1 methylthioribose-1-phosphachr19p13.2  sulfur amino acid metabolic process --- 1.09 1.11 -1.03 -1.01 1.04 1.06 -1.11 -1.05 -1.33 -1.38 -1.06 -1.29
MRM1 mitochondrial rRNA methy chr17q12  RNA methylation --- -1.06 -1.30 -1.03 1.01 1.06 -1.02 1.01 1.10 1.12 -1.24 1.13 1.47
MROH2A maestro heat-like repeat famchr2q37.1 0 --- -1.21 -1.52 -1.11 1.20 1.57 1.09 -1.16 -1.68 2.10 2.43 1.34 1.71
MROH2A maestro heat-like repeat famchr2q37.1 0 --- -1.20 -1.24 -1.30 -1.22 -1.50 -1.22 1.09 -1.18 1.86 2.55 2.20 2.24
MROH2B maestro heat-like repeat famchr5p13.1 0 --- -1.55 -1.76 -1.49 1.19 1.32 -1.05 1.58 1.51 1.81 1.05 -1.23 -1.41
MROH9 maestro heat-like repeat famchr1q24.3 0 --- 2.20 1.64 -7.08 1.41 1.84 1.02 1.59 1.12 7.30 6.82 -1.88 -1.40
MRP63 mitochondrial ribosomal prochr13q12.11  translation --- -1.18 -1.13 -1.25 -1.00 -1.21 -1.17 1.01 1.24 -1.19 -1.15 -1.20 -1.15
MRPL1 mitochondrial ribosomal prochr4q21.1  translation --- 1.07 1.14 1.02 -1.05 1.05 -1.10 1.09 -1.00 -1.35 -1.52 -1.42 -1.61
MRPL10 mitochondrial ribosomal prochr17q21.32  translation --- -1.14 -1.09 1.04 1.01 1.03 1.03 1.19 1.17 1.21 1.19 1.15 1.28
MRPL11 mitochondrial ribosomal prochr11q13.3  translation --- 1.00 -1.01 1.02 -1.06 1.00 -1.12 1.08 -1.07 -1.00 -1.07 -1.19 -1.31
MRPL14 mitochondrial ribosomal prochr6p21.3  translation --- -1.13 -1.16 1.03 1.13 1.15 -1.05 1.21 1.12 1.53 1.21 1.38 1.41
MRPL15 mitochondrial ribosomal prochr8q11.2-q13  translation --- -1.04 -1.01 -1.02 -1.04 1.02 1.01 -1.21 -1.17 -1.57 -1.52 -1.28 -1.28
MRPL16 mitochondrial ribosomal prochr11q12.1  translation --- -1.05 -1.01 1.03 -1.12 1.08 -1.04 1.20 -1.04 1.02 -1.14 -1.21 -1.14
MRPL17 mitochondrial ribosomal prochr11p15.5-p15.4  translation --- -1.13 -1.07 1.01 1.04 1.01 -1.12 1.24 1.15 1.53 1.50 1.17 1.37
MRPL18 mitochondrial ribosomal prochr6q25.3  translation --- -1.12 -1.02 -1.02 -1.08 1.09 -1.06 -1.03 1.00 1.32 1.22 1.25 1.33
MRPL19 mitochondrial ribosomal prochr2p11.1-q11.2  translation Ribosomal_Proteins // GenMAPP 1.11 1.14 1.17 -1.06 -1.01 1.03 1.09 1.09 1.39 1.17 1.16 -1.02
MRPL19 mitochondrial ribosomal prochr2p11.1-q11.2  translation Ribosomal_Proteins // GenMAPP -1.06 1.03 1.07 -1.12 -1.48 1.05 -1.76 -1.25 -1.01 1.26 -1.81 -1.73
MRPL2 mitochondrial ribosomal prochr6p21.3  translation --- -1.03 -1.11 1.02 1.07 -1.05 1.04 1.09 1.04 1.18 1.17 1.04 1.11
MRPL2 mitochondrial ribosomal prochr6p21.3  translation --- -1.01 -1.04 -1.02 1.04 -1.06 -1.14 1.18 1.11 1.52 1.33 1.36 1.48
MRPL20 mitochondrial ribosomal prochr1p36.3-p36.2  translation --- -1.50 -1.41 1.08 -1.09 1.26 1.20 -1.51 -1.03 -1.20 -1.16 -1.23 -1.28
MRPL20 mitochondrial ribosomal prochr1p36.3-p36.2  translation --- -1.10 -1.09 -1.03 -1.06 1.06 -1.00 -1.06 1.06 -1.05 -1.11 -1.23 -1.33
MRPL22 mitochondrial ribosomal prochr5q33.2  translation --- -1.08 -1.08 -1.05 1.01 -1.04 -1.03 1.06 1.10 1.29 1.19 1.15 1.31
MRPL23 mitochondrial ribosomal prochr11p15.5  translation --- -1.02 1.00 1.03 -1.03 1.11 -1.01 1.09 -1.02 -1.10 -1.08 -1.40 -1.42
MRPL27 mitochondrial ribosomal prochr17q21.3-q22  translation --- -1.10 -1.09 -1.04 1.06 1.01 -1.05 1.03 1.03 1.28 1.20 1.14 1.27
MRPL30 mitochondrial ribosomal prochr2q11.2 0 --- 1.04 1.13 -1.05 -1.18 -1.00 1.08 -1.33 -1.12 -1.42 -1.39 -1.89 -1.67
MRPL30 mitochondrial ribosomal prochr2q11.2 0 --- -1.06 -1.06 1.00 1.04 -1.02 -1.00 -1.04 1.07 1.32 1.29 1.28 1.30
MRPL30 mitochondrial ribosomal prochr2q11.2 0 --- 1.15 1.12 1.07 -1.11 1.07 1.20 -1.05 -1.02 -1.53 -1.30 -1.81 -1.75
MRPL35 mitochondrial ribosomal prochr2p11.2  translation --- -1.03 1.07 -1.11 -1.03 1.06 1.01 1.04 -1.08 1.42 1.37 1.71 1.66
MRPL35 mitochondrial ribosomal prochr2p11.2  translation --- 1.05 1.10 1.09 1.06 1.09 1.01 1.20 1.13 -1.11 -1.14 -1.04 -1.05
MRPL38 mitochondrial ribosomal prochr17q25.3  cell projection organization --- -1.13 -1.15 -1.01 -1.01 1.03 -1.11 1.07 1.10 1.12 1.03 1.15 1.26
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MRPL39 mitochondrial ribosomal prochr21q21.3 0 --- 1.08 1.03 -1.07 -1.06 -1.01 -1.02 1.04 -1.03 1.32 1.20 1.21 1.23
MRPL4 mitochondrial ribosomal prochr19p13.2  translation --- -1.22 -1.16 1.15 1.41 -1.09 -1.38 1.23 1.33 1.32 1.06 -1.75 -1.74
MRPL4 mitochondrial ribosomal prochr19p13.2  translation --- 1.10 -1.05 -1.14 -1.12 -1.03 1.04 1.23 1.06 1.18 1.10 1.04 1.04
MRPL4 mitochondrial ribosomal prochr19p13.2  translation --- -1.01 -1.02 1.01 -1.12 1.00 -1.06 1.10 1.02 1.41 1.18 1.19 1.17
MRPL41 mitochondrial ribosomal prochr9q34.3  translation --- -1.07 -1.11 -1.05 -1.03 1.07 -1.02 1.06 1.02 1.32 1.18 1.27 1.37
MRPL41 mitochondrial ribosomal prochr9q34.3  translation --- -1.15 -1.17 -1.08 -1.07 1.14 -1.03 1.11 -1.02 1.45 1.21 1.31 1.38
MRPL41 mitochondrial ribosomal prochr9q34.3  translation --- -1.09 -1.13 -1.10 -1.34 1.04 1.05 -1.14 -1.25 1.10 -1.02 1.29 1.34
MRPL41 mitochondrial ribosomal prochr9q34.3  translation --- -1.12 -1.15 -1.05 -1.06 1.09 1.00 1.13 1.07 1.39 1.28 1.26 1.34
MRPL41 mitochondrial ribosomal prochr9q34.3  translation --- -1.03 -1.07 -1.06 -1.09 1.03 -1.03 1.07 1.19 1.20 1.12 1.31 1.38
MRPL42 mitochondrial ribosomal prochr12q22  translation --- -1.01 -1.03 1.01 1.00 -1.04 -1.03 1.13 1.04 1.61 1.59 1.76 1.73
MRPL43 mitochondrial ribosomal prochr10q24.31  translation --- -1.10 -1.07 -1.05 1.13 -1.09 -1.07 1.03 1.04 -1.44 -1.29 -2.47 -2.16
MRPL43 mitochondrial ribosomal prochr10q24.31  translation --- -1.00 -1.02 -1.01 1.08 1.04 -1.05 1.32 1.10 1.36 1.38 1.34 1.29
MRPL43 mitochondrial ribosomal prochr10q24.31  translation --- -1.05 -1.10 1.08 1.07 1.07 -1.04 1.21 1.09 -1.04 -1.03 -1.29 -1.29
MRPL44 mitochondrial ribosomal prochr2q36.1  RNA processing --- -1.02 1.02 1.03 1.01 -1.03 -1.06 1.19 -1.03 1.30 1.16 1.52 1.37
MRPL45P2 mitochondrial ribosomal prochr17q21.32 0 --- -1.05 -1.34 1.31 -1.11 -1.31 -1.24 1.02 -1.09 -1.08 -1.15 1.61 -1.11
MRPL47 mitochondrial ribosomal prochr3q26.33  translation --- -1.05 1.04 -1.02 -1.08 1.01 -1.08 1.07 1.01 1.18 -1.02 1.18 1.09
MRPL49 mitochondrial ribosomal prochr11q13  translation --- -1.04 -1.01 -1.05 -1.07 1.01 1.01 1.03 -1.05 1.10 1.09 1.23 1.17
MRPL50 mitochondrial ribosomal prochr9q31.1 0 --- 1.16 1.11 -1.05 -1.23 -1.21 1.05 -1.26 -1.24 1.21 1.44 1.48 1.27
MRPL50 mitochondrial ribosomal prochr9q31.1 0 --- -1.12 1.03 -1.15 -1.04 -1.26 1.01 -1.04 -1.02 1.13 1.26 1.13 1.15
MRPL50 mitochondrial ribosomal prochr9q31.1 0 --- 1.28 1.32 1.29 1.38 -1.02 1.14 1.13 1.05 -1.58 -1.24 -1.30 -1.53
MRPL54 mitochondrial ribosomal prochr19p13.3 0 --- 1.04 1.01 -1.02 -1.08 1.06 -1.03 1.16 1.07 1.58 1.31 1.33 1.31
MRPL55 mitochondrial ribosomal prochr1q42.13  translation --- 1.08 1.09 -1.04 -1.07 -1.07 -1.10 -1.00 -1.06 -1.27 -1.39 -1.12 -1.24
MRPS10 mitochondrial ribosomal prochr6p21.1  translation --- 1.05 1.11 -1.05 -1.11 -1.03 1.06 1.08 1.17 1.14 1.11 -1.03 -1.09
MRPS10 mitochondrial ribosomal prochr6p21.1  translation --- 1.02 -1.06 -1.00 -1.10 -1.04 1.01 1.20 1.25 1.20 1.06 -1.02 -1.10
MRPS12 mitochondrial ribosomal prochr19q13.1-q13.2  translation --- -1.05 -1.21 -1.17 -1.24 1.18 1.02 -1.18 -1.30 -1.65 -1.43 1.01 1.02
MRPS14 mitochondrial ribosomal prochr1q25.1  translation --- -1.05 -1.06 -1.01 1.09 1.07 -1.03 -1.03 1.00 -2.23 -1.77 -2.64 -2.69
MRPS14 mitochondrial ribosomal prochr1q25.1  translation --- -1.06 -1.04 -1.06 -1.05 1.05 1.01 1.10 1.10 -1.01 1.08 1.16 1.15
MRPS15 mitochondrial ribosomal prochr1p34.3  translation --- 1.11 -1.04 1.05 1.23 -1.12 -1.05 -1.00 1.07 1.38 1.18 1.22 1.35
MRPS16 mitochondrial ribosomal prochr10q22.1  translation --- -1.02 1.15 1.08 1.01 1.07 1.02 -1.00 1.11 -2.36 -2.30 -2.69 -4.09
MRPS17 mitochondrial ribosomal prochr7p11  regulation of transcription, DNA-depende--- 1.05 1.02 -1.06 -1.06 1.10 1.09 -1.01 1.15 1.12 1.02 1.39 1.27
MRPS18B mitochondrial ribosomal prochr6p21.3  translation --- -1.15 -1.12 -1.02 -1.04 1.10 1.01 1.07 -1.01 1.21 1.16 1.50 1.61
MRPS18C mitochondrial ribosomal prochr4q21.23  translation --- 1.12 1.10 1.15 1.07 -1.07 -1.00 -1.05 -1.03 -2.00 -1.53 -2.13 -2.11
MRPS18C mitochondrial ribosomal prochr4q21.23  translation --- 1.15 1.07 1.04 1.10 1.11 1.08 1.04 1.08 1.04 -1.08 1.14 1.05
MRPS2 mitochondrial ribosomal prochr9q34  translation --- 1.01 -1.07 1.05 1.09 1.03 -1.01 1.10 1.04 1.19 1.03 1.21 1.16
MRPS22 mitochondrial ribosomal prochr3q23 0 --- -1.09 -1.02 1.07 1.03 1.11 -1.08 1.21 1.06 1.36 1.12 1.18 1.19
MRPS22 mitochondrial ribosomal prochr3q23 0 --- -1.11 -1.06 -1.03 -1.01 1.08 -1.06 1.23 1.04 1.25 1.02 1.14 1.23
MRPS22 mitochondrial ribosomal prochr3q23 0 --- -1.06 -1.03 1.03 1.03 1.07 -1.09 1.13 1.02 1.30 1.06 1.26 1.23
MRPS22 mitochondrial ribosomal prochr3q23 0 --- -1.05 -1.04 1.10 1.04 -1.03 -1.08 1.11 -1.07 1.28 1.10 1.28 1.21
MRPS23 mitochondrial ribosomal prochr17q22-q23  translation --- -1.14 -1.07 -1.03 -1.07 1.08 1.03 1.07 1.01 1.23 1.10 1.20 1.13
MRPS24 /// Umitochondrial ribosomal prochr7p13 /// chr7p14  translation --- -1.09 -1.07 -1.05 1.04 1.18 1.07 -1.01 -1.01 1.24 1.14 1.14 1.17
MRPS25 mitochondrial ribosomal prochr3p25  translation --- 1.18 1.18 1.10 1.08 1.03 1.07 -1.22 -1.08 -1.68 -1.53 -1.49 -1.64
MRPS27 mitochondrial ribosomal prochr5q13.2 0 --- 1.01 -1.00 -1.04 1.01 -1.04 -1.01 1.06 -1.01 1.05 1.05 -1.08 -1.08
MRPS28 mitochondrial ribosomal prochr8q21.1-q21.2  anatomical structure morphogenesis --- 1.10 1.07 -1.06 -1.01 1.02 -1.09 1.14 1.08 -1.08 1.01 -1.06 -1.17
MRPS30 mitochondrial ribosomal prochr5q11  translation --- -1.05 -1.03 1.04 1.10 1.05 1.01 1.14 1.06 1.28 1.12 1.43 1.36
MRPS30 mitochondrial ribosomal prochr5q11  translation --- 1.04 1.04 1.04 1.03 -1.02 -1.02 1.01 -1.08 -1.18 -1.15 -1.29 -1.30
MRPS30 mitochondrial ribosomal prochr5q11  translation --- -1.08 -1.04 1.13 1.19 1.14 1.20 1.06 1.02 -1.28 -1.21 -1.37 -1.39
MRPS31 mitochondrial ribosomal prochr13q14.11 0 --- -1.04 1.02 1.02 -1.08 1.13 1.00 -1.01 1.09 -1.05 -1.22 1.08 1.06
MRPS31P5 ///mitochondrial ribosomal prochr13q /// chr13q14. hematopoietic progenitor cell differentiat --- 1.61 1.44 -1.09 -1.19 1.13 1.15 -1.09 -1.20 -1.48 -1.79 -1.24 -1.37
MRPS33 mitochondrial ribosomal prochr7q34  translation --- -1.01 -1.09 -1.06 -1.07 1.09 -1.04 -1.10 -1.06 -1.13 -1.17 -1.33 -1.26
MRPS35 mitochondrial ribosomal prochr12p11  DNA damage response, detection of DNA--- 1.01 -1.00 -1.06 1.00 -1.03 1.02 1.02 1.02 -1.03 1.13 1.05 1.09
MRPS36 mitochondrial ribosomal prochr5q13.2  translation --- -1.09 -1.11 -1.07 1.01 -1.15 -1.10 -1.09 1.06 1.14 1.04 1.02 1.03
MRPS5 mitochondrial ribosomal prochr2p11.2-q11.2  translation --- -1.05 -1.07 -1.03 -1.07 1.02 -1.03 1.17 1.07 1.29 1.18 1.29 1.29
MRPS5 mitochondrial ribosomal prochr2p11.2-q11.2  translation --- -1.27 -1.27 -1.03 1.12 1.33 1.14 1.27 1.12 1.24 1.18 1.18 1.26
MRPS6 mitochondrial ribosomal prochr21q22.11  translation --- -1.05 1.04 1.03 -1.11 1.12 1.00 -1.00 -1.10 1.22 1.20 1.27 1.34
MRRF mitochondrial ribosome rec chr9q33.2  translation --- 1.01 -1.00 -1.03 -1.04 1.01 -1.04 1.11 -1.08 -1.29 -1.26 -1.57 -1.62
MRS2 MRS2 magnesium transportchr6p22.3-p22.1  transport --- 1.04 1.01 -1.02 -1.14 -1.06 -1.00 1.11 1.03 -1.65 -1.35 -1.16 -1.45
MRS2 MRS2 magnesium transportchr6p22.3-p22.1  transport --- 1.06 1.04 1.13 1.24 -1.15 -1.09 -1.24 -1.01 -1.71 -1.49 -1.28 -1.36
MRS2 MRS2 magnesium transportchr6p22.3-p22.1  transport --- -1.10 -1.01 1.06 -1.11 1.09 -1.01 -1.20 1.01 -1.14 -1.56 -1.12 -1.12
MRTO4 mRNA turnover 4 homolog chr1p36.13  ribosome biogenesis --- -1.06 -1.01 -1.04 1.02 1.01 -1.13 1.20 1.15 1.30 1.05 1.27 1.22
MS4A12 membrane-spanning 4-dom chr11q12 0 --- -1.89 1.21 1.17 1.41 3.21 5.89 -2.43 -2.47 2.37 -1.85 -1.91 -4.53
MS4A3 membrane-spanning 4-dom chr11q12.1 0 --- 2.15 -1.36 -1.36 -1.00 -2.51 -1.56 -1.12 -1.03 1.76 2.18 1.02 -1.68
MS4A7 membrane-spanning 4-dom chr11q12 0 --- 1.49 -1.06 -1.23 -1.65 -1.27 -1.80 -1.05 -2.89 -1.23 -2.42 -3.88 -2.44
MSANTD2 Myb/SANT-like DNA-bindchr11q24.2 0 --- -1.02 -1.11 -1.02 -1.01 1.15 1.14 -1.18 -1.13 -1.76 -1.59 -1.79 -2.50
MSANTD3 Myb/SANT-like DNA-bindchr9q31.1 0 --- -1.06 1.01 -1.11 -1.15 -1.07 -1.12 1.13 -1.08 1.28 1.41 1.15 1.05
MSANTD3 Myb/SANT-like DNA-bindchr9q31.1 0 --- 1.03 1.01 1.03 1.04 -1.04 -1.03 1.37 1.17 1.85 1.87 1.24 1.38
MSANTD3-T MSANTD3-TMEFF1 readthchr9q /// chr9q31  multicellular organismal development --- 1.12 1.12 -1.04 -1.12 1.00 1.12 1.32 1.19 -1.04 1.35 -1.28 -1.45
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MSANTD4 Myb/SANT-like DNA-bindchr11q22 0 --- 1.01 1.01 -1.01 -1.09 1.03 1.12 1.23 -1.13 1.13 1.05 1.31 1.37
MSANTD4 Myb/SANT-like DNA-bindchr11q22 0 --- 1.32 1.15 1.21 1.52 -1.54 -1.66 1.26 1.40 1.09 1.37 1.96 1.79
MSH2 mutS homolog 2, colon can chr2p21  meiotic mismatch repair --- 1.16 1.23 -1.02 -1.20 -1.05 -1.00 -1.16 -1.20 -1.50 -1.49 -1.20 -1.24
MSH3 mutS homolog 3 (E. coli) chr5q11-q12  meiotic mismatch repair --- -1.00 -1.06 -1.10 1.05 1.01 1.05 1.13 1.12 -1.11 -1.15 -1.37 -1.33
MSH6 mutS homolog 6 (E. coli) chr2p16  meiotic mismatch repair --- 1.80 1.92 -1.17 -1.92 -6.74 1.03 1.08 1.44 -1.31 -2.34 -2.86 1.01
MSI1 musashi RNA-binding protechr12q24  nervous system development --- 1.40 1.63 -2.28 -8.01 1.81 1.82 -5.96 -1.20 5.23 9.38 -1.70 -4.39
MSI2 musashi RNA-binding protechr17q22  stem cell development --- 1.02 1.05 1.03 -1.05 1.09 -1.07 1.07 -1.00 1.03 -1.08 -1.53 -2.08
MSI2 musashi RNA-binding protechr17q22  stem cell development --- 1.07 -1.06 -1.24 -1.15 -1.37 -1.22 1.38 1.25 -1.46 1.26 1.24 1.46
MSI2 musashi RNA-binding protechr17q22  stem cell development --- 1.15 1.07 1.10 1.05 1.04 1.10 -1.27 -1.13 -2.11 -1.71 -2.33 -2.13
MSI2 musashi RNA-binding protechr17q22  stem cell development --- 1.13 1.01 1.06 1.14 1.10 -1.05 1.18 1.45 -1.26 -1.36 -1.85 -1.59
MSI2 musashi RNA-binding protechr17q22  stem cell development --- 1.85 1.48 1.24 1.00 1.19 1.11 1.34 -1.13 -1.41 -1.56 -1.90 -1.35
MSI2 musashi RNA-binding protechr17q22  stem cell development --- 1.47 1.30 1.38 1.03 -1.20 1.15 -1.34 -1.01 -1.55 -1.41 1.68 1.14
MSI2 musashi RNA-binding protechr17q22  stem cell development --- 1.06 -1.05 1.06 1.12 -1.02 -1.13 1.86 1.44 1.82 1.67 1.84 1.80
MSL1 male-specific lethal 1 homo chr17q21.1  chromatin modification --- 1.01 -1.02 1.07 1.15 -1.09 -1.12 1.42 1.23 -1.26 -1.20 -1.31 -1.44
MSL3 male-specific lethal 3 homo chrXp22.3  transcription, DNA-dependent --- 1.13 1.16 1.05 -1.21 1.07 1.04 -1.24 -1.16 -1.72 -1.96 -1.05 -1.34
MSL3 male-specific lethal 3 homo chrXp22.3  transcription, DNA-dependent --- -1.03 -1.22 -1.16 -1.25 1.26 1.41 1.26 1.10 1.36 1.37 -1.02 -1.31
MSMO1 methylsterol monooxygenaschr4q32-q34  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP 1.05 1.09 1.07 -1.04 -1.01 -1.07 1.03 -1.16 2.17 1.86 1.98 1.87
MSRA methionine sulfoxide reductchr8p23.1  cellular protein modification process --- -1.03 -1.08 1.01 1.09 1.05 -1.03 1.02 1.15 -1.40 -1.35 -1.89 -1.99
MSRB1 methionine sulfoxide reductchr16p13.3  actin filament polymerization --- 1.09 1.08 -1.06 1.02 -1.05 -1.17 1.12 1.10 -1.16 -1.39 -1.37 -1.60
MSRB2 methionine sulfoxide reductchr10p12  regulation of transcription, DNA-depende--- 1.15 -1.17 -1.05 -1.10 -1.14 1.10 -1.13 -1.04 -1.81 -1.83 -4.05 -2.86
MSRB2 methionine sulfoxide reductchr10p12  regulation of transcription, DNA-depende--- -1.03 -1.09 1.09 1.13 1.03 -1.04 1.07 1.13 1.07 -1.07 -1.50 -1.27
MSRB2 methionine sulfoxide reductchr10p12  regulation of transcription, DNA-depende--- -1.09 -1.07 -1.07 1.06 -1.01 -1.00 -1.27 -1.48 -1.99 -1.98 -1.74 -2.07
MSRB3 methionine sulfoxide reductchr12q14.3  protein repair --- 1.02 -1.15 1.21 1.32 1.03 -1.10 1.11 1.13 1.42 1.42 1.57 1.44
MSRB3 methionine sulfoxide reductchr12q14.3  protein repair --- 1.09 1.16 1.11 -1.17 -1.05 1.01 -1.14 -1.06 -2.02 -1.77 -3.36 -3.58
MSS51 MSS51 mitochondrial trans chr10q22.2  social behavior --- -1.32 -1.58 1.17 1.19 1.54 1.54 1.25 1.14 -1.26 -1.01 1.37 1.25
MSTO1 misato homolog 1 (Drosophchr1q22  mitochondrion organization --- -1.12 -1.11 -1.02 1.06 1.02 -1.01 -1.02 1.10 -1.96 -1.95 -2.48 -1.90
MSX2 msh homeobox 2 chr5q35.2  negative regulation of transcription from --- 1.13 -1.45 -1.91 -1.55 -1.19 -1.33 -1.56 -1.05 2.16 1.59 -1.63 -1.61
MSX2 msh homeobox 2 chr5q35.2  negative regulation of transcription from --- 1.11 1.85 -1.21 -1.26 -1.70 1.15 -1.62 -1.67 1.29 1.24 1.40 -1.01
MT1E metallothionein 1E chr16q13  negative regulation of growth --- -1.01 1.04 -1.00 -1.00 -1.03 -1.13 1.20 1.05 1.24 -1.03 -1.09 -1.20
MT1F metallothionein 1F chr16q13  negative regulation of growth --- -1.02 1.11 -1.09 -1.25 1.22 1.06 1.20 1.10 1.67 1.47 1.46 1.39
MT1F metallothionein 1F chr16q13  negative regulation of growth --- 1.06 1.06 -1.04 -1.15 1.02 1.03 1.19 1.16 1.49 1.52 1.21 1.22
MT1G metallothionein 1G chr16q13  monocyte differentiation --- -1.36 -1.16 -1.05 -1.41 1.21 1.05 1.39 1.36 1.55 1.46 1.53 1.77
MT1H metallothionein 1H chr16q13  negative regulation of growth --- 1.11 -1.02 -1.11 -1.02 1.04 1.03 1.10 -1.33 1.58 1.44 1.36 1.47
MT1HL1 metallothionein 1H-like 1 chr1q43 0 --- 1.02 1.21 -1.02 1.09 -1.21 -1.32 -1.13 -1.16 1.32 1.20 1.31 1.33
MT1X metallothionein 1X chr16q13  response to metal ion --- 1.05 1.08 -1.07 -1.11 -1.08 -1.04 1.16 1.02 1.90 1.70 1.60 1.67
MT1X metallothionein 1X chr16q13  response to metal ion --- -1.01 1.04 -1.13 -1.20 -1.05 -1.03 1.14 -1.01 1.79 1.69 1.63 1.82
MT2A metallothionein 2A chr16q13  cellular copper ion homeostasis --- -1.02 1.06 -1.01 1.01 1.03 -1.08 1.30 1.16 1.78 1.30 1.33 1.28
MT3 metallothionein 3 chr16q13  protein import into nucleus, translocation--- -1.34 1.34 1.39 2.03 -1.62 -1.10 -1.45 -1.01 1.72 1.82 -1.13 1.24
MTAP methylthioadenosine phosphchr9p21  sulfur amino acid metabolic process --- 1.07 -1.00 1.11 1.01 1.04 1.05 1.03 -1.05 1.06 -1.06 1.20 1.01
MTAP methylthioadenosine phosphchr9p21  sulfur amino acid metabolic process --- 1.23 1.32 1.23 -1.09 -1.13 1.15 -1.36 -1.15 -1.50 -1.16 -1.71 -1.78
MTAP methylthioadenosine phosphchr9p21  sulfur amino acid metabolic process --- 1.05 -1.03 1.04 -1.15 1.10 -1.04 -1.17 -1.16 1.19 -1.05 1.17 1.15
MTBP Mdm2, transformed 3T3 celchr8q24.12  cell cycle --- 1.17 -1.07 1.11 -1.11 1.08 1.32 -1.04 -1.38 -2.79 -2.73 -2.58 -2.86
MTCH2 mitochondrial carrier 2 chr11p11.2  transport --- 1.03 1.03 -1.05 -1.20 -1.09 -1.04 -1.11 -1.07 -1.15 1.01 -1.39 -1.37
MTCP1 mature T-cell proliferation 1chrXq28  cell proliferation --- -1.05 -1.26 1.13 1.35 -1.15 -1.03 -1.16 -1.07 -3.78 -2.88 -3.24 -2.85
MTDH metadherin chr8q22.1  negative regulation of transcription from --- -1.02 1.04 -1.02 -1.05 -1.10 -1.03 -1.01 -1.06 -1.05 -1.04 1.02 -1.01
MTDH metadherin chr8q22.1  negative regulation of transcription from --- -1.03 1.04 1.08 -1.06 -1.10 -1.03 -1.14 -1.10 -1.60 -1.52 -1.30 -1.43
MTDH metadherin chr8q22.1  negative regulation of transcription from --- 1.01 1.03 -1.04 -1.07 -1.03 1.03 -1.06 -1.06 -1.30 -1.16 -1.34 -1.38
MTERFD2 MTERF domain containing chr2q37.3  rRNA processing --- 1.23 -1.05 -1.06 1.11 -1.06 -1.10 1.22 -1.02 -1.92 -1.63 1.03 -1.11
MTERFD3 MTERF domain containing chr12q24.1  transcription, DNA-dependent --- 1.01 -1.06 1.04 1.16 1.08 -1.03 1.23 1.23 1.42 1.23 1.39 1.57
MTERFD3 MTERF domain containing chr12q24.1  transcription, DNA-dependent --- -1.09 -1.10 -1.00 1.19 1.04 1.05 -1.29 -1.07 -1.67 -1.44 -1.51 -1.40
MTF1 metal-regulatory transcriptiochr1p33  transcription, DNA-dependent --- 1.10 -1.01 1.07 -1.20 1.11 1.03 -1.11 -1.27 1.24 1.06 1.64 1.19
MTF1 metal-regulatory transcriptiochr1p33  transcription, DNA-dependent --- -1.18 -1.18 1.07 -1.04 -1.03 -1.10 -1.10 -1.16 1.22 1.18 1.59 1.57
MTF1 metal-regulatory transcriptiochr1p33  transcription, DNA-dependent --- -1.10 -1.07 1.26 1.12 1.14 1.02 1.20 1.11 1.42 1.24 1.44 1.61
MTF2 metal response element bindchr1p22.1  negative regulation of transcription from --- -1.13 1.06 1.10 -1.16 1.32 1.15 1.14 1.01 -1.06 -1.03 1.27 1.15
MTFP1 mitochondrial fission proceschr22q  mitochondrial fission --- 1.10 1.03 1.01 1.08 -1.17 -1.14 1.18 1.05 1.61 1.64 1.32 1.52
MTFR1 mitochondrial fission regulachr8q13.1  mitochondrial fission --- -1.12 -1.09 1.04 1.02 -1.10 -1.26 -1.05 -1.09 -1.26 1.03 1.18 -1.06
MTFR1 mitochondrial fission regulachr8q13.1  mitochondrial fission --- 1.09 1.10 -1.04 1.03 -1.03 1.02 -1.23 -1.11 -1.02 1.07 1.18 1.06
MTFR2 mitochondrial fission regulachr6q23.3  mitochondrial fission --- 1.05 1.17 1.06 1.04 1.05 -1.07 -1.02 1.01 1.15 1.30 1.88 1.28
MTFR2 mitochondrial fission regulachr6q23.3  mitochondrial fission --- 1.11 1.08 1.08 -1.02 -1.03 -1.03 -1.10 -1.09 1.24 1.38 1.51 1.26
MTFR2 mitochondrial fission regulachr6q23.3  mitochondrial fission --- 1.25 1.12 1.18 1.17 -1.24 1.22 1.64 -1.05 3.35 2.22 2.06 3.07
MTG1 mitochondrial ribosome-ass chr10q26.3  GTP catabolic process --- -1.02 -1.04 -1.01 1.13 1.22 1.03 1.18 1.07 -1.40 -1.47 -3.13 -2.58
MTG2 mitochondrial ribosome-ass chr20q13.33  GTP catabolic process --- 1.04 -1.12 1.05 -1.20 1.31 1.13 2.12 1.50 -1.79 -1.43 -2.61 -1.39
MTG2 mitochondrial ribosome-ass chr20q13.33  GTP catabolic process --- -1.08 -1.13 1.02 1.13 -1.06 -1.15 1.27 1.37 2.03 1.32 1.95 2.08
MTHFD1 methylenetetrahydrofolate dchr14q24  histidine biosynthetic process --- -1.05 -1.06 -1.02 1.08 1.02 -1.02 -1.01 -1.02 -1.23 -1.20 -1.36 -1.24
MTHFD1 methylenetetrahydrofolate dchr14q24  histidine biosynthetic process --- 1.30 1.16 -1.14 1.10 1.05 1.11 1.62 1.33 -1.00 1.19 1.22 1.28
MTHFD1L methylenetetrahydrofolate dchr6q25.1  one-carbon metabolic process --- 1.68 1.18 1.07 -1.11 -1.66 1.08 1.60 1.49 1.89 2.12 1.59 1.41
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MTHFD2 methylenetetrahydrofolate dchr2p13.1  one-carbon metabolic process Nucleotide_Metabolism // GenMAPP 1.13 1.07 -1.01 -1.07 -1.04 1.09 -1.14 -1.09 1.28 1.25 1.39 1.22
MTHFD2L methylenetetrahydrofolate dchr4q13.3  histidine biosynthetic process --- -1.17 -1.08 1.05 1.28 1.24 1.07 -1.00 1.21 1.65 1.37 1.43 1.14
MTHFD2L methylenetetrahydrofolate dchr4q13.3  histidine biosynthetic process --- 1.29 1.21 1.03 1.15 1.10 1.10 1.15 -1.31 -1.69 -1.21 -2.29 -2.19
MTHFD2L methylenetetrahydrofolate dchr4q13.3  histidine biosynthetic process --- 1.20 1.15 1.00 -1.03 -1.15 1.03 -1.25 -1.12 -1.16 -1.01 -1.69 -1.83
MTHFD2L methylenetetrahydrofolate dchr4q13.3  histidine biosynthetic process --- 1.64 1.52 1.21 1.07 1.12 1.34 -1.05 -1.10 -2.13 -1.12 -3.86 -2.28
MTHFR methylenetetrahydrofolate r chr1p36.3  cellular amino acid metabolic process --- 1.24 1.84 1.05 -1.12 1.21 1.49 1.36 1.23 1.45 1.51 1.54 1.70
MTHFR methylenetetrahydrofolate r chr1p36.3  cellular amino acid metabolic process --- 1.02 1.01 1.02 -1.05 -1.17 1.10 -1.39 -1.13 1.07 1.16 1.73 1.79
MTHFSD methenyltetrahydrofolate sychr16q24.1  folic acid-containing compound biosynth --- -1.25 1.08 -1.11 1.20 1.24 -1.02 -1.30 -1.10 1.06 -1.19 1.19 1.36
MTHFSD methenyltetrahydrofolate sychr16q24.1  folic acid-containing compound biosynth --- 1.15 1.08 1.18 1.27 -1.04 1.22 1.03 1.07 -1.14 -1.20 -1.41 -1.17
MTHFSD methenyltetrahydrofolate sychr16q24.1  folic acid-containing compound biosynth --- -1.10 -1.10 -1.03 -1.06 -1.13 -1.03 -1.09 -1.03 -1.45 -1.29 -1.28 -1.24
MTL5 metallothionein-like 5, testi chr11q13.2-q13.3  cellular metal ion homeostasis --- 1.19 3.78 -1.90 2.08 1.15 -1.21 1.83 1.74 -2.09 1.21 5.19 5.86
MTL5 metallothionein-like 5, testi chr11q13.2-q13.3  cellular metal ion homeostasis --- 2.32 1.94 1.06 -1.37 -1.20 1.06 1.34 1.60 1.07 1.57 1.98 2.24
MTM1 myotubularin 1 chrXq28  protein dephosphorylation --- 1.30 1.26 1.05 -1.14 1.01 1.03 -1.22 -1.16 -1.53 -1.38 -1.14 -1.34
MTMR1 myotubularin related proteinchrXq28  phospholipid metabolic process --- 1.06 1.07 -1.06 -1.05 -1.03 1.05 -1.05 -1.11 -1.11 -1.05 -1.34 -1.35
MTMR1 myotubularin related proteinchrXq28  phospholipid metabolic process --- 1.01 1.04 -1.04 -1.02 -1.09 1.02 -1.16 -1.14 -1.14 -1.06 -1.36 -1.30
MTMR10 myotubularin related proteinchr15q13.3  dephosphorylation --- -1.09 -1.06 -1.00 1.06 1.01 -1.02 -1.04 -1.08 -1.64 -1.53 -1.12 -1.20
MTMR12 myotubularin related proteinchr5p13.3  dephosphorylation --- 1.01 -1.21 1.09 1.13 1.06 -1.05 -1.15 -1.09 1.73 1.61 2.00 2.14
MTMR12 myotubularin related proteinchr5p13.3  dephosphorylation --- 1.05 -1.03 -1.12 -1.02 -1.10 -1.05 -1.28 -1.05 -1.24 -1.15 -1.17 -1.19
MTMR2 myotubularin related proteinchr11q22  negative regulation of receptor internaliza--- -1.06 -1.02 -1.02 -1.03 -1.00 -1.01 -1.02 -1.03 1.18 1.22 1.20 1.11
MTMR2 myotubularin related proteinchr11q22  negative regulation of receptor internaliza--- 1.01 -1.02 1.02 1.06 1.02 1.01 -1.04 -1.00 1.51 1.54 1.60 1.54
MTMR2 myotubularin related proteinchr11q22  negative regulation of receptor internaliza--- -1.12 -1.11 1.01 1.01 1.03 -1.01 -1.06 1.07 1.35 1.39 1.16 1.21
MTMR3 myotubularin related proteinchr22q12.2  protein dephosphorylation --- -1.02 -1.00 -1.04 -1.01 -1.09 -1.16 -1.11 -1.10 -1.17 1.11 1.36 1.24
MTMR4 myotubularin related proteinchr17q22-q23  protein dephosphorylation --- -1.11 -1.08 -1.04 -1.00 1.01 1.04 -1.02 1.06 -1.13 -1.10 -1.54 -1.26
MTMR4 myotubularin related proteinchr17q22-q23  protein dephosphorylation --- 1.10 1.00 1.06 -1.03 -1.02 -1.03 -1.15 -1.10 -1.50 -1.13 -1.70 -1.69
MTMR7 myotubularin related proteinchr8p22  protein dephosphorylation --- -1.07 -1.07 1.15 1.04 -1.26 1.03 -1.43 1.08 1.62 1.43 1.03 1.30
MTMR9 myotubularin related proteinchr8p23-p22  dephosphorylation --- 1.08 1.06 1.16 1.16 1.09 1.07 -1.23 -1.19 -1.58 -1.38 -1.51 -1.12
MTND1P33 //MT-ND1 pseudogene 33 /// --- 0 --- 2.80 2.00 -1.16 2.02 -4.05 -1.52 -1.61 1.08 1.90 1.54 3.13 2.19
MTO1 mitochondrial tRNA translachr6q13  tRNA wobble uridine modification --- -1.02 -1.06 1.06 1.16 1.01 1.01 -1.07 1.07 1.07 -1.00 1.23 1.35
MTO1 mitochondrial tRNA translachr6q13  tRNA wobble uridine modification --- 1.14 1.42 1.03 -1.44 -1.46 1.42 1.06 -1.01 -1.08 -1.22 1.43 1.66
MTO1 mitochondrial tRNA translachr6q13  tRNA wobble uridine modification --- -1.01 -1.04 1.08 1.36 1.10 1.07 -1.11 -1.01 1.06 1.15 1.14 1.26
MTPAP mitochondrial poly(A) poly chr10p11.23  transcription, DNA-dependent --- -1.10 1.00 -1.02 -1.04 1.22 -1.05 1.23 1.10 1.21 -1.09 2.32 1.37
MTPAP mitochondrial poly(A) poly chr10p11.23  transcription, DNA-dependent --- 1.05 1.08 1.03 1.04 -1.09 1.03 -1.08 1.09 -1.14 -1.19 1.10 1.05
MTPAP mitochondrial poly(A) poly chr10p11.23  transcription, DNA-dependent --- 1.03 1.07 1.02 1.01 1.05 1.04 -1.04 -1.10 -1.23 -1.11 1.12 1.14
MTR 5-methyltetrahydrofolate-hochr1q43  sulfur amino acid metabolic process --- 1.09 -1.04 1.07 1.05 -1.00 -1.07 1.06 1.04 -1.32 -1.27 -1.22 -1.16
MTRF1 mitochondrial translational chr13q14.1-q14.3  translation --- -1.14 -1.16 -1.19 -1.18 1.05 -1.21 -1.05 -1.09 -1.16 -1.23 1.20 1.20
MTRF1 mitochondrial translational chr13q14.1-q14.3  translation --- -1.04 -1.05 -1.10 -1.04 -1.11 1.09 -1.34 -1.15 -1.50 -1.30 -1.40 -1.66
MTRF1L mitochondrial translational chr6q25-q26  translation --- -1.01 -1.04 1.08 1.04 1.12 1.06 1.16 1.02 1.05 -1.02 1.29 1.24
MTRR 5-methyltetrahydrofolate-hochr5p15.31  sulfur amino acid metabolic process --- -1.03 1.09 -1.09 -1.08 -1.12 -1.04 -1.14 -1.05 -1.24 -1.18 -1.10 -1.18
MTSS1 metastasis suppressor 1 chr8p22  cellular component movement --- 1.62 1.33 1.13 1.42 -1.43 -1.35 1.18 1.23 1.52 1.38 2.61 1.42
MTSS1 metastasis suppressor 1 chr8p22  cellular component movement --- -1.37 -1.05 1.20 -1.02 -1.08 -1.11 1.10 -1.76 1.40 1.32 1.04 -1.21
MTSS1 metastasis suppressor 1 chr8p22  cellular component movement --- 1.08 1.23 1.10 1.19 1.28 1.12 -1.18 -1.23 1.25 1.25 1.82 2.00
MTUS1 microtubule associated tumochr8p22  oxidation-reduction process --- -1.00 -1.07 1.04 1.04 -1.01 1.10 -1.12 -1.05 -1.90 -1.55 -1.65 -1.48
MTUS1 microtubule associated tumochr8p22  cellular response to peptide hormone stim--- 1.19 1.37 1.23 1.03 1.06 1.27 1.85 1.09 -2.16 -2.43 -1.62 -1.61
MTUS1 microtubule associated tumochr8p22  oxidation-reduction process --- -1.04 -1.04 1.25 1.11 1.13 1.15 -1.15 -1.14 -2.36 -1.68 -1.56 -1.79
MTUS1 microtubule associated tumochr8p22  oxidation-reduction process --- -1.04 -1.06 1.06 -1.04 1.04 1.05 1.01 -1.00 -2.11 -1.73 -1.99 -1.93
MTUS2 microtubule associated tumochr13q12.3 0 --- -1.20 -1.11 1.06 1.10 -1.12 -1.13 -1.18 1.09 -2.17 -2.15 -1.43 -1.01
MTUS2 microtubule associated tumochr13q12.3 0 --- 1.07 -1.08 -1.19 -1.02 1.02 1.16 -1.34 -1.19 -1.37 -1.32 -1.32 -1.06
MTUS2 microtubule associated tumochr13q12.3 0 --- 1.13 -1.05 1.12 1.04 -1.00 -1.12 -1.30 -1.06 -1.72 -1.41 -1.33 1.09
MTUS2 microtubule associated tumochr13q12.3 0 --- -1.06 -1.16 1.01 -1.07 1.00 -1.20 -1.48 -1.27 -1.87 -1.48 -1.80 -1.45
MTX1 metaxin 1 chr1q21  protein targeting to mitochondrion --- -1.08 -1.02 -1.07 -1.14 -1.18 -1.01 1.00 1.11 1.13 1.16 -1.08 1.08
MTX3 metaxin 3 chr5q14.1  protein targeting to mitochondrion --- 1.05 1.03 -1.10 -1.08 -1.14 1.06 -1.15 -1.11 1.10 1.20 1.38 1.35
MTX3 metaxin 3 chr5q14.1  protein targeting to mitochondrion --- -1.03 -1.03 -1.19 -1.47 -1.35 -1.07 -1.20 1.14 1.55 1.58 1.01 -1.22
MUC1 mucin 1, cell surface associ chr1q21  DNA damage response, signal transductio--- -1.17 -1.04 -1.10 -1.12 -1.06 -1.16 1.11 1.05 1.42 1.13 1.34 1.48
MUC1 mucin 1, cell surface associ chr1q21  DNA damage response, signal transductio--- -1.03 -1.10 1.01 -1.06 1.03 1.05 1.13 1.06 1.38 1.35 1.52 1.69
MUC1 mucin 1, cell surface associ chr1q21  DNA damage response, signal transductio--- 1.04 -1.00 1.00 1.04 -1.01 -1.01 1.21 1.08 1.42 1.22 1.48 1.55
MUC13 mucin 13, cell surface assocchr3q21.2  O-glycan processing --- -1.05 -1.11 1.05 -1.07 1.00 1.09 1.14 1.08 6.64 3.09 12.36 8.08
MUC13 mucin 13, cell surface assocchr3q21.2  O-glycan processing --- 1.17 -1.32 1.12 1.51 -1.05 -1.11 1.14 1.68 6.98 3.37 12.14 9.39
MUC16 mucin 16, cell surface assocchr19p13.2  cell adhesion --- 1.09 -1.07 1.07 1.10 1.26 1.05 1.09 1.13 -1.41 -1.57 -3.30 -2.29
MUC17 mucin 17, cell surface assocchr7q22.1  negative regulation of cell-substrate adhe --- -1.06 1.39 -1.07 -1.10 -1.72 1.10 4.86 1.66 1.56 -1.02 1.40 -1.36
MUC7 mucin 7, secreted chr4q13.3  O-glycan processing --- 1.32 1.07 2.89 3.16 1.18 -1.40 4.04 2.87 1.37 1.37 2.04 2.56
MUM1 melanoma associated antigechr19p13.3  DNA repair --- -1.28 -1.15 -1.07 1.01 -1.50 -1.47 -1.10 -1.15 -2.05 -2.24 -1.49 -1.33
MUM1 melanoma associated antigechr19p13.3  DNA repair --- 1.22 1.12 1.12 1.27 1.09 1.04 1.10 -1.23 -1.61 -1.45 -1.16 -1.00
MUM1 melanoma associated antigechr19p13.3  DNA repair --- -1.33 -1.27 -1.05 -1.18 1.29 1.23 -1.18 -1.10 -2.10 -2.41 -2.28 -1.92
MUM1 melanoma associated antigechr19p13.3  DNA repair --- -1.00 -1.07 1.06 1.10 1.03 1.00 -1.09 -1.09 -2.16 -2.17 -3.32 -3.00
MUS81 MUS81 structure-specific e chr11q13  DNA metabolic process --- -1.02 -1.04 1.03 1.17 1.15 1.03 1.25 1.14 -1.03 -1.29 -1.34 -1.16
MUSTN1 /// Tmusculoskeletal, embryonicchr3p21.1  embryonic limb morphogenesis --- -2.03 1.02 1.54 1.38 1.00 -1.16 -1.18 1.85 -2.60 -2.85 -1.24 1.42
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MUTYH mutY homolog (E. coli) chr1p34.1  DNA repair --- -1.05 -1.21 -1.12 1.09 -1.01 -1.16 1.23 -1.12 -1.43 -1.44 -1.71 -1.34
MVB12B multivesicular body subunitchr9q33.3  transport --- 1.15 1.39 1.27 1.15 -1.17 -2.52 -3.47 -2.58 -1.43 -2.01 2.00 -1.60
MVB12B multivesicular body subunitchr9q33.3  transport --- 1.67 1.18 -1.03 -1.33 2.37 -1.30 1.62 2.03 -20.64 -20.58 -1.27 -1.11
MVD mevalonate (diphospho) decchr16q24.3  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP 1.00 -1.08 1.20 1.43 -1.00 -1.08 1.10 1.15 3.14 2.55 3.32 3.70
MVK mevalonate kinase chr12q24  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP -1.36 -1.27 -1.12 -1.07 -1.17 -1.06 -1.45 -1.52 -1.42 -1.14 2.10 2.53
MVK mevalonate kinase chr12q24  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP 1.05 -1.05 -1.28 -1.13 -1.14 -1.26 -1.01 -1.24 1.47 1.17 1.72 1.81
MVK mevalonate kinase chr12q24  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP 1.11 1.17 1.07 1.13 -1.04 1.04 -1.05 1.18 1.64 1.39 1.95 2.17
MVP major vault protein chr16p11.2  transport --- 1.01 -1.04 -1.03 1.10 -1.05 -1.17 1.10 1.08 1.34 1.10 1.34 1.56
MX1 myxovirus (influenza virus)chr21q22.3  GTP catabolic process --- -1.04 -1.10 1.01 -1.16 1.18 -1.04 2.31 1.95 1.25 -1.07 1.17 -1.12
MX2 myxovirus (influenza virus)chr21q22.3  GTP catabolic process --- 1.29 1.25 -1.42 -1.24 1.49 1.55 2.66 1.66 2.35 1.37 1.24 1.24
MXD1 MAX dimerization protein chr2p13-p12  transcription, DNA-dependent --- 1.08 1.25 1.17 -1.13 -1.29 -1.14 1.40 1.36 1.76 1.62 1.99 1.21
MXD1 MAX dimerization protein chr2p13-p12  transcription, DNA-dependent --- 1.22 1.12 1.12 -1.01 -1.07 -1.07 -1.06 -1.03 1.20 1.20 1.30 1.34
MXRA5 matrix-remodelling associatchrXp22.33 0 --- -1.02 -1.03 1.05 1.33 -1.03 1.07 1.09 -1.13 -2.30 -1.55 -2.81 -1.90
MXRA7 matrix-remodelling associatchr17q25.1 0 --- -1.09 -1.05 1.01 1.08 1.16 1.09 1.05 1.17 -1.02 1.20 -1.38 -1.17
MXRA7 matrix-remodelling associatchr17q25.1 0 --- 1.02 -1.05 -1.04 1.05 1.04 1.08 1.05 1.07 1.07 1.34 1.06 1.24
MYADM myeloid-associated differen chr19q13.42 0 --- -1.07 -1.01 -1.00 -1.09 1.14 1.05 1.21 1.18 1.74 1.52 1.42 1.33
MYB v-myb myeloblastosis viral chr6q22-q23  G1 --- -1.23 -1.65 1.24 1.28 -1.03 -1.10 1.11 1.01 1.40 -1.19 -1.85 -1.64
MYBBP1A MYB binding protein (P160chr17p13.3  transcription, DNA-dependent --- 1.13 1.23 1.09 -1.06 -1.04 -1.09 -1.11 -1.13 1.32 -1.24 1.38 1.49
MYBL2 v-myb myeloblastosis viral chr20q13.1  mitotic cell cycle --- 1.11 1.01 1.09 1.14 1.05 1.04 1.29 1.04 1.21 -1.03 -1.34 -1.23
MYCBP2 MYC binding protein 2, E3 chr13q22  transcription, DNA-dependent --- -1.06 -1.14 1.10 1.13 1.14 1.22 -1.04 -1.08 -1.38 -1.20 -1.30 -1.15
MYCBP2 MYC binding protein 2, E3 chr13q22  transcription, DNA-dependent --- -1.09 -1.13 1.03 1.04 1.06 1.04 1.08 1.14 -1.16 -1.11 -1.25 -1.18
MYCBP2 MYC binding protein 2, E3 chr13q22  transcription, DNA-dependent --- -1.14 -1.03 -1.00 1.10 1.13 1.03 1.15 1.08 -1.11 -1.16 -1.13 -1.15
MYCBPAP MYCBP associated protein chr17q21.33  endocytosis --- -3.73 -1.71 1.67 -4.69 1.46 -1.08 -1.51 -3.09 2.91 3.85 -1.65 -2.41
MYD88 myeloid differentiation primchr3p22  toll-like receptor signaling pathway --- 1.15 1.10 1.01 1.09 1.08 1.08 -1.05 -1.12 -1.02 -1.16 1.03 1.15
MYEF2 myelin expression factor 2 chr15q21.1  transcription, DNA-dependent --- -1.25 1.63 4.11 2.39 1.12 1.26 4.00 2.14 -6.00 -1.53 5.79 12.29
MYEF2 myelin expression factor 2 chr15q21.1  transcription, DNA-dependent --- -1.24 -1.06 -3.79 -1.72 1.38 -1.21 -1.91 -1.83 1.52 -2.31 1.15 -1.01
MYEOV2 myeloma overexpressed 2 chr2q37.3 0 --- -1.00 1.00 -1.07 -1.02 -1.09 1.01 -1.09 -1.03 -1.03 -1.03 -1.08 -1.11
MYH10 myosin, heavy chain 10, nonchr17p13  mitotic cytokinesis --- -1.12 -1.12 1.06 1.08 1.02 -1.10 1.13 1.17 1.00 1.07 -1.43 -1.10
MYH10 myosin, heavy chain 10, nonchr17p13  mitotic cytokinesis --- 1.04 1.10 -1.04 -1.02 -1.04 1.07 -1.06 -1.04 -1.36 -1.01 -1.57 -1.42
MYH11 myosin, heavy chain 11, smchr16p13.11  muscle contraction --- -1.08 -2.71 -1.10 1.67 1.13 1.05 -1.08 1.32 1.73 1.07 1.79 1.90
MYH11 myosin, heavy chain 11, smchr16p13.11  muscle contraction --- 1.05 -1.05 -1.05 1.17 1.05 1.01 1.03 -1.23 1.68 1.38 1.32 1.56
MYH11 myosin, heavy chain 11, smchr16p13.11  muscle contraction --- -1.17 -1.14 1.05 1.22 -1.00 1.16 -1.13 -1.01 1.53 1.23 1.54 1.45
MYL12A myosin, light chain 12A, regchr18p11.31  regulation of cell shape --- -1.18 -1.12 -1.06 1.02 1.52 1.10 1.29 1.43 3.46 2.88 2.82 2.31
MYL12A /// Mmyosin, light chain 12A, regchr18p11.31  muscle contraction --- 1.07 1.06 -1.04 1.00 -1.06 -1.00 1.01 -1.12 1.32 1.20 1.13 1.07
MYL2 myosin, light chain 2, regulachr12q24.11  heart morphogenesis Smooth_muscle_contraction // GenMAPP /// 1.64 1.03 -1.44 1.33 2.62 -2.56 1.12 -2.22 2.42 3.23 -3.71 -1.11
MYL5 myosin, light chain 5, regulachr4p16.3  regulation of muscle contraction --- -1.13 -1.21 -1.02 1.10 -1.03 1.04 -1.23 -1.05 -1.72 -1.50 -2.99 -2.54
MYL6 myosin, light chain 6, alkalichr12q13.2  muscle contraction --- -1.06 1.02 -1.07 -1.03 -1.03 -1.04 1.05 -1.01 1.25 1.15 1.05 1.02
MYL6 myosin, light chain 6, alkalichr12q13.2  muscle contraction --- 1.08 -1.03 1.26 1.58 1.38 1.17 -1.13 -1.14 -2.00 -1.78 -1.26 -1.11
MYL6B myosin, light chain 6B, alkachr12q13.13  muscle contraction --- -1.10 1.01 -1.02 -1.05 1.05 -1.12 1.26 1.14 1.23 1.10 -1.17 -1.10
MYL9 myosin, light chain 9, regulachr20q11.23  muscle contraction Striated_muscle_contraction // GenMAPP -1.23 -1.29 1.05 1.09 1.23 1.17 1.26 1.14 1.03 -1.22 -1.46 -1.60
MYLIP myosin regulatory light cha chr6p23-p22.3  cellular component movement --- 1.21 1.15 1.34 1.04 -1.04 -1.04 -1.05 1.22 -1.24 -1.06 1.33 -1.04
MYLIP myosin regulatory light cha chr6p23-p22.3  cellular component movement --- 1.13 1.08 1.32 -1.02 -1.05 1.06 1.33 1.21 -1.13 -1.61 1.11 1.30
MYLK myosin light chain kinase chr3q21  protein phosphorylation --- 1.17 1.35 1.01 -1.08 -1.15 1.10 -1.01 1.05 -1.89 -2.47 -2.13 -2.46
MYLK myosin light chain kinase chr3q21  protein phosphorylation --- -1.19 -1.01 1.03 1.24 -1.84 -3.11 1.99 2.91 -3.08 -4.19 -1.45 -2.79
MYLK myosin light chain kinase chr3q21  protein phosphorylation --- -1.17 -1.29 -1.04 1.25 1.15 1.23 -1.23 1.06 -1.26 -1.42 -2.64 -2.37
MYLK3 myosin light chain kinase 3 chr16q11.2  regulation of vascular permeability involv--- -1.51 -1.09 1.44 1.21 -1.18 1.00 -1.45 -1.15 -1.60 -1.20 -2.97 -3.85
MYLK3 myosin light chain kinase 3 chr16q11.2  regulation of vascular permeability involv--- 1.06 -1.14 1.01 -1.17 -1.08 1.06 -1.31 -1.21 -2.94 -2.17 -3.76 -3.68
MYLK-AS1 MYLK antisense RNA 1 chr3q21 0 --- -1.34 -1.26 -1.01 1.35 1.11 1.06 1.26 1.34 -1.17 -1.02 -2.52 -1.47
MYNN myoneurin chr3q26.2  transcription, DNA-dependent --- 1.13 1.12 1.03 -1.04 1.03 1.03 1.38 1.26 1.62 1.34 2.99 2.28
MYNN myoneurin chr3q26.2  transcription, DNA-dependent --- 1.00 1.13 -1.00 -1.02 1.01 1.07 -1.09 -1.01 -1.17 -1.10 1.34 1.31
MYO10 myosin X chr5p15.1-p14.3  transport --- -1.16 -1.24 1.08 1.02 -1.06 1.02 -1.35 -1.17 -1.22 -1.05 -1.47 -1.23
MYO10 myosin X chr5p15.1-p14.3  transport --- 1.14 -1.02 -1.10 -1.02 1.11 1.13 -1.05 1.01 -1.33 -1.42 -1.33 -1.24
MYO10 myosin X chr5p15.1-p14.3  transport --- -1.08 -1.00 -1.01 1.05 -1.01 -1.04 -1.01 1.06 1.08 1.15 -1.04 -1.06
MYO15B myosin XVB pseudogene chr17q25.1 0 --- -1.05 -1.15 -1.26 1.02 -1.08 1.03 -1.14 -1.05 1.06 1.21 -1.30 -1.16
MYO16 myosin XVI chr13q33.3  negative regulation of cell proliferation --- -1.08 1.03 1.14 1.08 1.07 1.02 -1.14 1.04 -2.93 -2.60 -4.15 -3.32
MYO16 myosin XVI chr13q33.3  negative regulation of cell proliferation --- 1.31 -1.63 1.48 1.18 1.30 -1.67 1.28 1.11 -2.46 -1.75 -2.27 -2.05
MYO19 myosin XIX chr17q12 0 --- 1.03 -1.01 1.00 1.16 1.20 1.10 1.02 -1.09 1.17 1.05 1.23 1.43
MYO1B myosin IB chr2q12-q34  actin filament-based movement --- 1.06 1.00 -1.18 -1.25 1.13 1.03 -1.03 -1.16 1.56 1.57 1.64 1.54
MYO1D myosin ID chr17q11-q12  negative regulation of phosphatase activit--- -1.22 -1.86 -1.50 -1.04 1.36 2.75 -4.93 -2.74 2.20 -2.33 1.31 4.99
MYO1G myosin IG chr7p13-p11.2 0 --- -1.06 -1.49 -1.32 -1.23 -1.61 -1.33 1.22 1.16 -1.06 1.20 1.01 -1.16
MYO1G myosin IG chr7p13-p11.2 0 --- -1.48 -1.55 1.28 -1.43 -1.16 -1.19 1.51 1.21 1.32 1.30 2.18 3.36
MYO5A myosin VA (heavy chain 12chr15q21  ubiquitin-dependent protein catabolic pro--- 1.16 1.01 -1.02 -1.03 1.20 1.23 -1.49 -1.20 -2.89 -1.82 -3.27 -3.72
MYO5A myosin VA (heavy chain 12chr15q21  ubiquitin-dependent protein catabolic pro--- 1.11 -1.03 1.01 1.17 1.15 1.05 -1.03 1.11 -1.62 -1.26 -2.65 -2.58
MYO5B myosin VB chr18q21  transport Fatty_Acid_Degradation // GenMAPP /// Fat -1.11 -1.12 1.03 1.05 1.03 -1.08 -1.05 -1.01 -1.00 1.17 -1.39 -1.41
MYO5C myosin VC chr15q21  establishment of secretory granule localiz--- 1.02 1.03 -1.06 -1.02 1.04 1.06 -1.10 -1.06 -2.38 -1.75 -6.09 -5.74
MYO6 myosin VI chr6q13  protein targeting --- 1.03 -1.00 1.18 1.28 1.16 1.06 -1.20 1.09 -1.57 -1.58 -1.01 -1.55
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MYO7B myosin VIIB chr2q21.1 0 --- -2.44 -2.72 -8.37 1.02 1.05 -1.94 -2.35 -3.20 1.30 1.44 -1.25 -1.32
MYO9A myosin IXA chr15q22-q23  signal transduction --- -1.20 -1.32 -1.03 1.20 1.01 1.23 -1.20 -1.02 -1.67 1.01 -1.43 -1.17
MYO9A myosin IXA chr15q22-q23  signal transduction --- -1.10 -1.11 1.07 1.08 1.01 1.11 -1.10 1.01 -1.41 -1.25 -1.43 -1.40
MYO9B myosin IXB chr19p13.1  monocyte chemotaxis --- 1.23 1.07 -1.04 1.15 -1.26 -1.24 1.33 1.19 1.48 1.28 1.60 1.69
MYOZ2 myozenin 2 chr4q26-q27 0 --- 2.20 3.95 -6.20 -4.59 -9.80 1.07 2.23 -2.35 6.92 6.03 -1.45 1.22
MYPN myopalladin chr10q21.3  sarcomere organization --- -1.07 -1.14 1.08 -1.07 1.09 -1.08 1.30 -1.10 1.09 -1.08 1.55 1.40
MYRF myelin regulatory factor chr11q12-q13.1  transcription, DNA-dependent --- 2.88 2.39 2.16 1.96 1.10 -1.05 -1.26 -1.30 2.16 1.27 1.32 1.20
MYRF myelin regulatory factor chr11q12-q13.1  transcription, DNA-dependent --- -1.11 2.67 -1.76 -1.48 -5.59 -2.00 -1.06 -3.02 1.51 -1.24 1.27 2.30
MYT1L myelin transcription factor 1chr2p25.3  transcription, DNA-dependent --- 1.09 -1.30 -1.03 -1.18 -1.10 -1.11 -1.48 -1.24 -1.67 -2.33 -1.89 -2.32
MZB1 marginal zone B and B1 cel chr5q31.2  positive regulation of immunoglobulin bi --- 1.03 -1.14 -1.09 -4.91 1.62 1.45 1.44 -1.77 -1.07 -1.42 -2.71 -1.10
MZF1 myeloid zinc finger 1 chr19q13.4  transcription, DNA-dependent --- 1.68 1.85 2.37 2.38 -1.14 1.18 -4.23 -1.80 -1.79 1.12 -2.40 -1.62
MZT1 mitotic spindle organizing pchr13q22.1  gamma-tubulin complex localization --- 1.11 1.10 -1.06 1.04 -1.17 -1.07 -1.10 1.01 1.39 1.48 1.40 1.25
MZT1 mitotic spindle organizing pchr13q22.1  gamma-tubulin complex localization --- 1.13 1.21 1.06 -1.11 1.30 1.10 -1.00 -1.16 1.28 1.40 1.69 1.50
N4BP1 NEDD4 binding protein 1 chr16q12.1  negative regulation of protein ubiquitinat --- -1.02 -1.05 1.05 -1.02 -1.07 -1.01 1.15 1.20 -1.11 -1.11 -1.26 -1.16
N4BP2 NEDD4 binding protein 2 chr4p14 0 --- 1.17 1.28 1.04 -1.16 -1.23 -1.09 -1.40 -1.02 -2.13 -1.74 -1.51 -2.04
N4BP2L1 NEDD4 binding protein 2-l chr13q13.1 0 --- -1.20 -1.24 2.28 1.68 1.07 -1.99 1.14 1.94 -2.44 -2.09 -1.64 -1.77
N4BP2L2 NEDD4 binding protein 2-l chr13q13.1 0 --- -1.11 1.02 -1.14 -1.31 -1.63 -1.31 -1.20 1.08 1.34 1.30 1.73 1.19
N4BP2L2 NEDD4 binding protein 2-l chr13q13.1 0 --- -1.05 -1.05 1.08 -1.06 1.19 1.22 1.07 -1.03 -1.79 -1.65 -1.78 -1.55
N4BP2L2 NEDD4 binding protein 2-l chr13q13.1 0 --- 1.61 1.35 1.17 -1.26 -1.08 1.14 -1.27 -1.14 -1.91 -1.53 -2.13 -2.59
N4BP2L2 NEDD4 binding protein 2-l chr13q13.1 0 --- -1.11 -1.02 1.17 1.16 1.23 1.27 -1.18 -1.02 -1.55 -1.64 -1.80 -2.02
N4BP2L2 NEDD4 binding protein 2-l chr13q13.1 0 --- 1.16 1.21 1.14 1.02 1.19 1.34 -1.09 -1.09 -2.09 -1.57 -1.76 -1.72
N4BP2L2 NEDD4 binding protein 2-l chr13q13.1 0 --- 1.01 -1.02 -1.04 1.10 1.08 -1.04 1.12 1.01 1.14 1.04 1.42 1.50
N4BP3 NEDD4 binding protein 3 chr5q35.3 0 --- -1.49 -1.11 -1.47 -1.80 -1.53 -1.31 1.09 1.24 1.78 1.65 1.67 1.81
N6AMT1 N-6 adenine-specific DNA mchr21q21.3  protein methylation --- 1.20 1.18 1.15 1.16 1.29 1.05 -1.32 -1.02 -3.39 -2.61 -2.06 -2.87
NAA15 N(alpha)-acetyltransferase 1chr4q31.1  angiogenesis Electron_Transport_Chain // GenMAPP -1.10 -1.10 1.09 -1.01 1.07 -1.13 1.08 -1.18 -2.26 -5.01 -1.72 -1.61
NAA15 N(alpha)-acetyltransferase 1chr4q31.1  angiogenesis Electron_Transport_Chain // GenMAPP 1.03 1.04 1.09 1.02 1.01 -1.11 1.10 -1.01 1.18 1.11 1.32 1.25
NAA16 N(alpha)-acetyltransferase 1chr13q14.11  N-terminal protein amino acid acetylation--- 1.11 1.02 -1.01 1.05 -1.06 1.07 -1.18 -1.05 -1.57 -1.50 -1.16 -1.41
NAA25 N(alpha)-acetyltransferase 2chr12q24.13 0 --- -1.08 -1.09 -1.03 -1.06 -1.00 1.24 -1.15 1.04 -1.53 -1.41 -1.01 -1.12
NAA30 N(alpha)-acetyltransferase 3chr14q22.3 0 --- -1.02 1.01 1.15 1.17 1.02 1.13 -1.08 -1.11 -1.19 -1.17 1.09 -1.03
NAA30 N(alpha)-acetyltransferase 3chr14q22.3 0 --- -1.15 -1.20 1.19 1.18 1.09 1.19 -1.03 1.05 -1.24 -1.17 1.19 1.15
NAA35 N(alpha)-acetyltransferase 3chr9q21.33  smooth muscle cell proliferation --- 1.19 1.12 1.07 1.03 -1.06 -1.12 -1.07 -1.10 -1.57 -1.24 -1.17 1.04
NAA38 N(alpha)-acetyltransferase 3chr7q31.1-q31.3  mRNA splicing, via spliceosome --- -1.09 -1.19 1.08 1.14 1.22 1.06 -1.17 -1.13 -2.74 -1.78 -2.76 -2.24
NAA38 N(alpha)-acetyltransferase 3chr7q31.1-q31.3  mRNA splicing, via spliceosome --- 1.01 1.02 1.03 -1.00 1.11 1.05 1.07 1.07 -1.15 -1.08 -1.06 -1.10
NAA38 N(alpha)-acetyltransferase 3chr7q31.1-q31.3  mRNA splicing, via spliceosome --- 1.08 -1.29 -1.11 -1.19 -1.00 -1.38 1.08 1.44 -2.42 -1.87 -4.00 -3.02
NAA40 N(alpha)-acetyltransferase 4chr11q13.1 0 --- 1.09 1.11 -1.04 -1.13 -1.07 1.30 -1.32 -1.23 -1.90 -1.57 -1.89 -2.81
NAA50 N(alpha)-acetyltransferase 5chr3q13.2  N-terminal protein amino acid acetylation--- 1.14 1.18 -1.18 -1.17 -1.03 1.17 -1.29 -1.07 -1.41 -1.54 -1.62 -1.76
NAAA N-acylethanolamine acid amchr4q21.1  lipid metabolic process --- 1.01 1.03 1.06 1.07 1.15 -1.04 -1.25 -1.13 -1.23 -1.09 -1.35 -1.51
NAALAD2 N-acetylated alpha-linked a chr11q14.3-q21  proteolysis --- 1.19 1.15 1.20 1.13 1.21 1.20 -1.38 -1.06 1.27 1.37 1.05 1.14
NAB1 NGFI-A binding protein 1 ( chr2q32.3-q33  endochondral ossification --- 1.05 1.01 1.05 -1.10 1.04 -1.08 1.21 1.14 2.22 1.97 2.88 2.82
NAB1 NGFI-A binding protein 1 ( chr2q32.3-q33  endochondral ossification --- 1.07 1.06 1.01 1.04 -1.05 -1.00 1.06 -1.09 1.29 1.26 1.26 1.17
NAB1 NGFI-A binding protein 1 ( chr2q32.3-q33  endochondral ossification --- 1.13 1.17 2.48 1.15 1.64 1.21 -1.21 -1.09 1.91 2.23 2.43 1.45
NABP1 nucleic acid binding proteinchr2q32.3  cell cycle checkpoint --- -1.05 -1.06 -1.04 -1.16 -1.22 -1.08 -1.45 1.07 -1.15 -1.25 1.13 1.29
NABP1 nucleic acid binding proteinchr2q32.3  cell cycle checkpoint --- -1.06 -1.13 -1.01 -1.11 -1.04 1.13 -1.43 -1.18 -1.20 -1.29 1.10 1.06
NACA nascent polypeptide-associachr12q23-q24.1  cardiac ventricle development DNA_replication_Reactome // GenMAPP /// -1.09 1.01 1.01 1.01 1.03 -1.08 1.20 1.05 1.45 1.10 1.08 1.06
NACC1 nucleus accumbens associatchr19p13.2  transcription, DNA-dependent --- -1.12 -1.19 -1.04 1.02 -1.03 -1.04 -1.03 1.03 1.24 1.21 -1.05 1.09
NACC2 NACC family member 2, B chr9q34.3  transcription from RNA polymerase II pr --- -1.01 -1.01 -1.00 1.05 -1.05 -1.09 -1.18 -1.03 -1.24 -1.19 -1.30 -1.15
NADK NAD kinase chr1p36.33  NADP biosynthetic process --- -1.05 1.06 1.18 1.13 1.10 -1.06 1.01 -1.19 1.59 1.46 -1.08 1.08
NADK NAD kinase chr1p36.33  NADP biosynthetic process --- -1.06 -1.03 -1.02 1.07 -1.04 -1.06 1.09 1.10 1.34 1.14 -1.01 -1.04
NADK NAD kinase chr1p36.33  NADP biosynthetic process --- -1.07 1.02 -1.01 1.10 1.36 -1.09 1.16 1.06 1.15 -1.08 -1.04 -1.20
NADK NAD kinase chr1p36.33  NADP biosynthetic process --- -1.01 1.06 -1.04 -1.06 -1.03 -1.04 -1.02 -1.06 -1.08 -1.18 -1.26 -1.28
NADK2 NAD kinase 2, mitochondri chr5p13.2  NADP biosynthetic process --- -1.00 1.02 1.05 1.10 -1.01 1.02 1.11 1.06 1.13 1.23 1.40 1.47
NADK2 NAD kinase 2, mitochondri chr5p13.2  NADP biosynthetic process --- 1.06 1.08 -1.03 -1.05 -1.07 1.12 -1.19 -1.01 -1.44 -1.11 -1.40 -1.44
NADK2 NAD kinase 2, mitochondri chr5p13.2  NADP biosynthetic process --- 1.01 -1.03 -1.03 -1.01 -1.05 1.08 -1.10 -1.01 -1.38 -1.01 -1.15 -1.21
NADSYN1 NAD synthetase 1 chr11q13.4  vitamin metabolic process --- -1.06 -1.04 1.02 1.11 1.09 -1.03 1.20 1.06 -1.18 -1.05 -1.71 -1.29
NADSYN1 NAD synthetase 1 chr11q13.4  vitamin metabolic process --- -1.04 -1.18 -1.05 1.01 1.09 -1.05 1.27 1.09 -1.03 -1.03 -1.70 -1.22
NADSYN1 NAD synthetase 1 chr11q13.4  vitamin metabolic process --- 1.01 1.18 -1.14 -1.05 -1.22 1.07 1.05 1.02 2.19 2.01 -1.16 1.48
NAE1 NEDD8 activating enzyme chr16q22  DNA replication --- 1.01 1.05 -1.01 1.01 1.01 -1.05 -1.02 -1.05 -1.14 -1.21 -1.13 -1.13
NAF1 nuclear assembly factor 1 ri chr4q32.2  pseudouridine synthesis --- 1.38 1.28 -1.01 1.01 -1.24 -1.05 -1.22 -1.05 -1.83 -2.11 -1.32 -1.75
NAGK N-acetylglucosamine kinasechr2p13.3  N-acetylglucosamine metabolic process --- -1.06 -1.01 -1.03 -1.12 1.19 -1.06 -1.35 -1.10 -1.73 -1.67 -1.12 -1.05
NAGLU N-acetylglucosaminidase, a chr17q21  carbohydrate metabolic process --- -1.05 -1.16 1.03 1.05 1.05 1.02 -1.04 -1.10 1.27 1.22 -1.01 1.23
NAGPA N-acetylglucosamine-1-phochr16p13.3  carbohydrate metabolic process --- 1.32 1.24 -1.00 1.10 1.10 1.01 1.22 1.26 1.16 -1.01 -1.40 -1.29
NAGS N-acetylglutamate synthase chr17q21.31  urea cycle --- 1.65 1.84 1.08 1.14 -1.54 -1.32 1.35 1.17 1.69 1.90 -1.08 1.29
NALCN sodium leak channel, non-sechr13q32.3  transport --- -1.05 1.15 -1.02 1.22 1.19 -1.32 1.16 1.18 -1.25 -1.36 -2.15 -1.90
NALCN sodium leak channel, non-sechr13q32.3  transport --- 1.12 -1.10 1.02 -1.16 -1.14 1.08 -1.07 -1.14 -2.15 -1.52 -3.86 -4.43
NAMPT nicotinamide phosphoribosychr7q22.3  vitamin metabolic process --- 1.13 1.09 1.11 -1.03 1.07 1.04 1.13 -1.03 1.68 1.66 1.87 1.60
NAMPT nicotinamide phosphoribosychr7q22.3  vitamin metabolic process --- 1.27 1.35 -1.09 -1.48 1.09 -1.12 1.33 -1.16 3.11 2.98 4.84 3.25
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NAMPT nicotinamide phosphoribosychr7q22.3  vitamin metabolic process --- 1.22 1.28 1.01 -1.12 -1.17 -1.03 1.19 1.13 2.25 2.27 2.20 1.71
NAMPT nicotinamide phosphoribosychr7q22.3  vitamin metabolic process --- 1.02 -1.13 -1.04 -1.03 1.67 1.35 1.29 1.14 1.04 1.25 1.45 1.47
NANOS1 nanos homolog 1 (Drosophichr10q26.11  epithelial cell migration --- 1.10 1.25 -1.40 -1.10 1.18 -1.04 -1.57 1.16 -1.46 -1.50 -1.19 -1.20
NANOS1 nanos homolog 1 (Drosophichr10q26.11  regulation of translation --- -1.11 -1.15 1.14 1.21 -1.04 -1.03 -1.70 -1.15 -1.98 -1.57 -1.38 -1.30
NANP N-acetylneuraminic acid ph chr20p11.1  carbohydrate metabolic process --- 1.00 1.01 1.15 1.07 1.06 1.06 1.03 1.02 1.01 1.06 1.30 1.31
NAP1L1 nucleosome assembly prote chr12q21.2  DNA replication --- -1.06 1.04 -1.10 -1.04 -1.10 1.00 -1.24 -1.15 -1.80 -1.26 -1.78 -2.07
NAP1L1 nucleosome assembly prote chr12q21.2  DNA replication --- 1.16 1.16 1.06 1.05 -1.31 -1.10 -1.20 -1.00 -2.11 -1.66 -1.56 -1.61
NAP1L1 nucleosome assembly prote chr12q21.2  DNA replication --- 1.01 1.01 -1.05 -1.02 -1.12 1.00 1.01 -1.08 1.08 -1.03 -1.09 -1.13
NAP1L1 nucleosome assembly prote chr12q21.2  DNA replication --- 1.04 -1.04 -1.04 1.09 -1.07 1.08 -1.21 -1.16 -1.24 -1.17 -1.45 -1.49
NAP1L1 nucleosome assembly prote chr12q21.2  DNA replication --- -1.17 -1.10 -1.10 -1.05 -1.03 -1.01 -1.07 1.01 1.08 1.07 -1.18 -1.13
NAP1L1 nucleosome assembly prote chr12q21.2  DNA replication --- -1.11 -1.04 -1.05 -1.06 -1.02 -1.03 1.03 1.04 1.06 1.04 -1.20 -1.15
NAP1L1 nucleosome assembly prote chr12q21.2  DNA replication --- -1.08 -1.01 -1.06 -1.02 -1.03 -1.02 1.13 1.02 1.25 1.09 -1.03 -1.03
NAP1L4 nucleosome assembly prote chr11p15.5  nucleosome assembly --- -1.08 -1.08 1.03 1.23 -1.63 -1.38 1.47 1.30 1.68 1.90 1.22 1.08
NAP1L4 nucleosome assembly prote chr11p15.5  nucleosome assembly --- 1.47 1.12 1.40 1.78 1.18 1.15 2.14 2.06 1.50 -2.33 1.07 -1.74
NAP1L4 nucleosome assembly prote chr11p15.5  nucleosome assembly --- 1.04 1.05 -1.11 -1.05 -1.07 -1.06 1.00 1.08 -1.19 -1.12 -1.32 -1.13
NAP1L4 nucleosome assembly prote chr11p15.5  nucleosome assembly --- 1.09 1.13 -1.05 -1.11 1.15 1.10 -1.05 -1.14 -1.46 -1.37 -1.45 -1.27
NAP1L5 nucleosome assembly prote chr4q22.1|4q21-q22  nucleosome assembly --- 1.13 -1.07 -1.08 1.17 1.01 1.06 -1.20 1.06 -1.79 -1.35 -2.11 -1.75
NAP1L5 nucleosome assembly prote chr4q22.1|4q21-q22  nucleosome assembly --- 1.02 -1.13 1.13 1.23 1.06 1.05 -1.23 -1.05 -1.46 -1.28 -1.99 -1.95
NAPA N-ethylmaleimide-sensitive chr19q13.33  transport --- 1.04 -1.02 1.01 1.05 1.03 1.06 -1.10 1.00 -1.20 -1.17 -1.72 -1.43
NAPA N-ethylmaleimide-sensitive chr19q13.33  transport --- 1.11 -1.04 -1.03 -1.02 1.08 1.01 -1.00 -1.02 -1.16 -1.10 -1.36 -1.26
NAPB N-ethylmaleimide-sensitive chr20p12.3-p11.21  transport --- 1.06 -1.03 1.13 1.29 1.24 1.09 1.32 1.15 1.32 1.18 1.76 1.83
NAPEPLD N-acyl phosphatidylethanol chr7q22.1  lipid metabolic process --- 1.20 -1.14 1.13 1.10 1.08 1.38 -1.52 -1.07 -2.78 -2.24 -3.50 -2.34
NAPEPLD N-acyl phosphatidylethanol chr7q22.1  lipid metabolic process --- -1.09 -1.07 1.14 -1.02 -1.03 1.02 -1.08 1.03 -1.36 -1.09 -2.03 -1.74
NAPG N-ethylmaleimide-sensitive chr18p11.22  protein complex assembly --- 1.06 1.06 1.12 1.03 1.10 1.02 1.43 1.20 2.06 1.72 2.41 2.10
NARF nuclear prelamin A recognitchr17q25.3 0 --- -1.15 -1.18 1.11 1.10 1.19 1.04 1.01 1.00 1.24 1.20 1.34 1.61
NARG2 NMDA receptor regulated 2chr15q22.2 0 --- 1.16 1.22 1.06 -1.00 1.05 1.07 -1.02 1.03 -1.96 -1.82 -1.31 -1.55
NARG2 NMDA receptor regulated 2chr15q22.2 0 --- 1.17 1.15 1.02 -1.24 -1.15 1.04 -1.40 -1.11 -2.16 -2.07 -1.68 -1.80
NARS2 asparaginyl-tRNA synthetaschr11q14.1  translation --- -1.05 -1.08 1.00 1.08 1.06 1.01 1.05 1.03 -1.21 -1.17 1.07 1.03
NASP nuclear autoantigenic spermchr1p34.1  blastocyst development --- 1.08 1.02 -1.02 -1.01 -1.12 -1.09 -1.07 1.03 -1.69 -1.49 -2.40 -2.68
NASP nuclear autoantigenic spermchr1p34.1  blastocyst development --- 1.04 1.04 -1.01 1.01 -1.01 -1.11 1.17 1.13 1.01 -1.23 -1.56 -1.67
NASP nuclear autoantigenic spermchr1p34.1  blastocyst development --- 1.25 1.13 1.19 1.25 1.44 1.27 1.15 1.14 -2.37 -1.96 -4.19 -2.78
NAT1 N-acetyltransferase 1 (aryla chr8p22  xenobiotic metabolic process --- 1.14 1.09 1.21 1.04 -1.03 1.00 -1.49 -1.22 -2.04 -1.98 -1.47 -1.54
NAT14 N-acetyltransferase 14 (GCNchr19q13.42  transcription, DNA-dependent --- -1.06 -1.11 1.03 1.06 1.16 1.03 1.15 1.12 1.34 1.30 -1.14 -1.23
NAT6 N-acetyltransferase 6 (GCNchr3p21.3 0 --- 1.00 -1.14 1.01 1.38 1.05 -1.08 1.24 1.27 2.27 1.74 1.52 1.63
NAT8L N-acetyltransferase 8-like (Gchr4p16.3  positive regulation of dopamine uptake in--- -1.13 -1.43 -1.17 -1.12 1.18 1.24 -1.31 1.16 -1.60 -1.82 -1.46 -2.07
NAV1 neuron navigator 1 chr1q32.3  microtubule bundle formation --- -1.08 1.03 1.02 1.24 1.12 1.18 -1.06 1.07 1.49 1.87 1.22 1.49
NAV1 neuron navigator 1 chr1q32.3  microtubule bundle formation --- -1.05 -1.11 1.02 1.03 1.03 -1.17 1.24 -1.00 1.27 1.59 -1.08 1.21
NAV1 neuron navigator 1 chr1q32.3  microtubule bundle formation --- -1.31 -1.19 -1.30 -1.17 1.02 1.05 1.22 1.42 2.71 3.22 1.52 1.79
NAV1 neuron navigator 1 chr1q32.3  microtubule bundle formation --- 1.14 1.05 1.03 1.11 1.31 1.09 1.43 1.27 1.26 1.46 1.30 1.19
NAV1 neuron navigator 1 chr1q32.3  microtubule bundle formation --- 1.16 -1.06 1.09 -1.09 1.05 1.03 1.56 1.83 1.56 1.64 1.63 1.82
NBAS neuroblastoma amplified se chr2p24 0 --- -1.04 -1.04 -1.00 1.09 -1.09 -1.12 1.33 1.31 1.30 1.25 1.06 1.30
NBEA neurobeachin chr13q13  protein localization --- 1.01 -1.06 1.16 1.29 -1.02 1.00 1.08 1.03 -1.41 -1.11 -1.39 -1.28
NBEA neurobeachin chr13q13  protein localization --- 1.44 1.07 1.07 1.04 1.08 1.72 -1.30 -1.25 -1.76 -1.16 -2.07 -1.92
NBEAL1 neurobeachin-like 1 chr2q33.2 0 --- -1.08 -1.17 1.62 1.62 1.17 1.24 -1.31 -1.51 -1.73 -1.64 -1.03 -1.08
NBL1 neuroblastoma 1, DAN fam chr1p36.13  nervous system development --- -1.07 -1.11 1.02 -1.04 1.15 1.06 -1.03 1.01 1.54 1.63 1.66 1.49
NBN nibrin chr8q21  cell cycle checkpoint --- 1.26 1.25 -1.03 -1.08 -1.13 1.07 -1.29 -1.06 -1.63 -1.55 -1.60 -2.16
NBN nibrin chr8q21  cell cycle checkpoint --- -1.00 -1.04 1.02 1.08 1.02 -1.00 1.20 1.20 1.19 1.07 1.27 1.30
NBPF1 neuroblastoma breakpoint fachr1p36.13 0 --- 1.09 1.14 1.03 -1.05 1.03 1.05 1.12 -1.00 -1.72 -1.66 -1.36 -1.62
NBPF1 neuroblastoma breakpoint fachr1p36.13 0 --- 1.01 1.00 -1.02 -1.06 -1.09 1.02 -1.06 1.04 -2.25 -2.12 -1.82 -1.62
NBPF8P /// O neuroblastoma breakpoint fa--- 0 --- 1.08 1.15 1.11 1.09 -1.12 1.07 -1.03 1.21 1.21 1.33 1.03 -1.06
NBR1 neighbor of BRCA1 gene 1 chr17q21.31  macroautophagy --- 1.04 1.06 1.15 1.13 1.19 1.06 1.25 1.14 1.45 1.34 1.59 1.93
NBR1 neighbor of BRCA1 gene 1 chr17q21.31  macroautophagy --- 1.74 1.24 1.35 1.16 -1.03 1.19 -1.30 -1.66 -3.12 -2.09 -1.43 1.05
NBR1 neighbor of BRCA1 gene 1 chr17q21.31  macroautophagy --- -1.00 1.01 -1.03 1.02 -1.03 -1.06 1.06 -1.00 -1.07 -1.09 1.01 -1.02
NBR2 neighbor of BRCA1 gene 2 chr17q21 0 --- 1.19 1.08 1.10 -1.05 1.13 -1.18 1.21 -1.00 1.38 1.17 -1.14 -1.75
NBR2 neighbor of BRCA1 gene 2 chr17q21 0 --- -1.08 -1.17 1.01 -1.02 1.03 1.01 -1.09 1.03 -1.43 -1.35 -1.27 -1.16
NCALD neurocalcin delta chr8q22.2  nucleosome assembly --- -1.15 -1.29 1.10 1.10 1.26 1.12 -1.23 -1.27 -1.39 -1.09 1.29 1.58
NCAM1 neural cell adhesion molecuchr11q23.1  regulation of exocyst assembly --- 1.09 -1.17 -1.67 -1.13 -1.39 -1.01 -2.70 1.41 1.74 1.40 1.51 2.41
NCAPD2 non-SMC condensin I compchr12p13.3  mitotic cell cycle --- -1.12 -1.11 -1.03 -1.03 -1.04 1.02 -1.01 -1.01 1.05 1.13 1.13 1.24
NCAPH2 non-SMC condensin II com chr22q13.33  eye development --- -1.25 -1.32 1.10 -1.03 1.10 1.16 1.25 1.64 4.73 6.09 1.17 1.30
NCBP1 nuclear cap binding protein chr9q34.1  nuclear-transcribed mRNA catabolic procmRNA_processing_Reactome // GenMAPP 1.01 -1.04 1.02 1.01 1.04 -1.04 1.03 1.02 -1.31 -1.31 1.01 -1.00
NCBP2 nuclear cap binding protein chr3q29  nuclear-transcribed mRNA catabolic procmRNA_processing_Reactome // GenMAPP -1.04 -1.02 1.02 1.07 1.16 -1.06 1.25 1.14 1.60 1.49 1.50 1.47
NCDN neurochondrin chr1p34.3  neuron projection development --- -1.06 -1.07 1.06 1.30 -1.02 -1.18 -1.02 1.09 -1.92 -1.47 -1.50 -1.39
NCF2 neutrophil cytosolic factor 2chr1q25  antigen processing and presentation of pe--- -1.22 -1.06 1.08 -1.11 1.32 1.17 1.67 1.44 -1.87 -1.80 -2.32 -2.27
NCK1 NCK adaptor protein 1 chr3q21  regulation of translation --- 1.31 1.05 1.02 -1.15 -1.13 -1.23 1.04 -1.05 1.20 1.04 1.71 1.34
NCK1 NCK adaptor protein 1 chr3q21  regulation of translation --- 1.34 1.31 1.18 1.30 -1.14 -1.15 1.17 1.05 1.54 1.24 1.65 1.09
NCK2 NCK adaptor protein 2 chr2q12  regulation of translation --- 1.05 -1.06 1.03 1.20 -1.03 -1.01 -1.07 -1.11 -1.04 -1.10 -1.07 -1.35
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NCKAP1 NCK-associated protein 1 chr2q32  in utero embryonic development Circadian_Exercise // GenMAPP 1.33 1.05 1.09 1.07 -1.05 1.30 -1.08 -1.17 -1.08 1.14 -1.39 -1.45
NCKAP5 NCK-associated protein 5 chr2q21.2 0 --- 1.38 1.02 1.09 1.16 -1.17 1.21 -1.13 1.03 -1.51 -1.40 -1.54 -1.85
NCKIPSD NCK interacting protein witchr3p21  NLS-bearing substrate import into nucleu--- 1.02 -1.00 -1.05 1.24 1.07 1.08 1.36 1.31 1.24 1.34 1.01 1.42
NCOA1 nuclear receptor coactivatorchr2p23  negative regulation of transcription from --- -1.19 -1.08 1.18 1.10 1.09 -1.02 -1.12 -1.11 -1.59 -1.60 -1.42 -1.17
NCOA1 nuclear receptor coactivatorchr2p23  negative regulation of transcription from --- -1.41 -1.35 1.11 1.07 1.09 -1.03 -1.19 -1.13 -1.87 -1.61 -1.39 -1.12
NCOA1 nuclear receptor coactivatorchr2p23  positive regulation of transcription from R--- -1.08 -1.04 1.12 1.12 1.02 -1.02 1.04 1.08 -1.66 -1.59 -1.71 -1.60
NCOA2 nuclear receptor coactivatorchr8q13.3  negative regulation of transcription from --- 1.37 1.11 1.09 1.34 1.00 1.31 -1.38 -1.27 -2.08 -2.15 -1.58 -1.86
NCOA2 nuclear receptor coactivatorchr8q13.3  negative regulation of transcription from --- 1.04 -1.05 1.19 -2.40 1.28 1.47 -1.79 -2.72 2.42 1.38 -2.65 -1.52
NCOA4 nuclear receptor coactivatorchr10q11.2  transcription, DNA-dependent Circadian_Exercise // GenMAPP 1.06 1.12 -1.01 1.04 1.06 -1.02 1.03 -1.10 -1.17 -1.26 -1.09 -1.16
NCOA5 nuclear receptor coactivatorchr20q12-q13.12  transcription, DNA-dependent --- 1.04 1.10 1.00 -1.11 -1.10 1.08 -1.73 -1.39 -3.12 -3.16 -2.06 -2.34
NCOA6 nuclear receptor coactivatorchr20q11  DNA replication --- -1.03 1.39 1.49 1.42 -1.27 1.13 1.46 -1.15 2.27 1.24 1.57 1.34
NCOA6 nuclear receptor coactivatorchr20q11  DNA replication --- 1.34 1.16 1.06 1.16 1.02 1.00 1.10 -1.11 -1.16 -1.37 -1.25 -1.16
NCOA7 nuclear receptor coactivatorchr6q22.32  transcription, DNA-dependent --- 1.51 1.19 1.31 -1.17 1.48 1.76 2.98 2.51 2.08 1.92 -1.19 -1.44
NCOA7 nuclear receptor coactivatorchr6q22.32  transcription, DNA-dependent --- -1.04 -1.03 1.02 1.07 1.05 1.05 1.18 1.11 1.14 1.25 -1.10 -1.03
NCOR1 nuclear receptor corepressorchr17p11.2  negative regulation of transcription from Ovarian_Infertility_Genes // GenMAPP 1.04 1.04 1.03 1.09 1.01 1.06 -1.09 -1.09 -1.36 -1.22 -1.34 -1.39
NCOR1 nuclear receptor corepressorchr17p11.2  negative regulation of transcription from Ovarian_Infertility_Genes // GenMAPP -1.10 -1.11 1.11 1.00 1.20 1.03 1.11 -1.07 -1.05 -1.06 1.39 1.40
NCOR2 nuclear receptor corepressorchr12q24  negative regulation of transcription from --- -1.17 -1.10 -1.05 1.05 -1.02 -1.02 1.14 1.12 1.24 1.15 1.13 1.19
NCOR2 nuclear receptor corepressorchr12q24  negative regulation of transcription from --- -1.25 -1.43 -1.04 -1.16 1.07 -1.13 -1.10 -1.02 -1.08 1.28 1.60 1.51
NCRNA00185non-protein coding RNA 18chrYq11.222 0 --- 1.73 -1.24 -1.09 -1.53 -1.52 -1.66 -1.07 4.70 1.79 1.37 1.05 -1.60
NCS1 neuronal calcium sensor 1 chr9q34  regulation of neuron projection developm--- 1.09 -1.04 1.08 1.00 1.12 1.04 -1.07 -1.05 -1.19 -1.31 -1.88 -1.70
NCS1 neuronal calcium sensor 1 chr9q34  regulation of neuron projection developm--- 1.32 1.02 1.17 1.19 -1.12 -1.02 1.49 1.12 2.37 1.25 1.12 1.13
ND2 MTND2 ---  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.02 -1.03 -1.13 -1.01 -1.12 -1.01 -1.08 -1.05 -1.04 1.03 -1.24 -1.09
ND3 /// SH3KNADH dehydrogenase, subuchrXp22.1-p21.3  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.18 -1.10 -1.17 -1.16 -1.18 -1.05 -1.53 -1.21 -1.37 -1.12 -1.45 -1.29
NDC1 NDC1 transmembrane nuclechr1p32.3  transport --- -1.08 1.03 1.03 -1.07 1.19 1.02 1.25 1.13 1.40 1.32 1.91 1.77
NDC1 NDC1 transmembrane nuclechr1p32.3  transport --- 1.01 1.01 1.03 -1.06 -1.01 1.03 -1.08 -1.16 -1.11 -1.02 -1.06 -1.10
NDE1 nudE nuclear distribution E chr16p13.11  G2 --- -1.46 -1.31 1.01 1.03 -1.37 1.01 -1.06 1.53 1.27 1.10 1.07 1.26
NDE1 nudE nuclear distribution E chr16p13.11  G2 --- -1.20 -1.37 1.02 -1.06 -1.14 -1.02 -1.07 1.23 1.19 1.08 1.15 1.24
NDEL1 nudE nuclear distribution E chr17p13.1  M phase of mitotic cell cycle --- -1.05 -1.03 1.00 -1.13 1.04 1.06 -1.05 1.10 1.14 1.27 1.42 1.57
NDFIP1 Nedd4 family interacting pr chr5q31.3  regulation of myeloid leukocyte different --- 1.07 1.05 1.02 -1.04 -1.09 1.06 -1.10 1.03 1.09 1.31 1.41 1.28
NDFIP1 Nedd4 family interacting pr chr5q31.3  regulation of myeloid leukocyte different --- -1.04 -1.08 -1.02 1.06 -1.06 1.04 -1.11 -1.09 -1.01 1.11 -1.18 -1.12
NDFIP2 Nedd4 family interacting pr chr13q31.1  signal transduction --- 1.36 1.21 1.04 1.06 -1.13 1.09 -1.15 -1.09 -1.30 -1.24 -1.29 -1.68
NDFIP2 Nedd4 family interacting pr chr13q31.1  signal transduction --- 1.23 1.29 -1.09 -1.17 -1.00 1.15 -1.36 -1.09 -1.64 -1.88 -1.61 -1.59
NDNF neuron-derived neurotrophi chr4q27  neuron migration --- -1.30 1.09 -4.41 -1.84 -1.11 1.56 -1.16 1.08 1.27 1.35 1.25 1.68
NDNL2 necdin-like 2 chr15q13.1  DNA repair --- 1.15 1.12 1.01 -1.07 1.19 1.07 -1.27 1.10 -1.38 -1.27 1.03 -1.23
NDOR1 NADPH dependent diflavinchr9q34.3  cell death --- 1.21 1.21 -1.65 1.08 -1.28 1.00 1.32 1.10 1.26 1.11 -1.48 -1.78
NDRG1 N-myc downstream regulatechr8q24.3  response to metal ion --- -1.04 -1.03 1.05 1.06 -1.00 -1.01 1.25 1.09 1.67 1.51 2.36 2.77
NDRG2 NDRG family member 2 chr14q11.2  negative regulation of cytokine productio--- 1.03 -1.79 1.13 1.03 -1.20 -1.12 1.06 1.03 -3.32 -2.51 -3.07 -2.01
NDRG2 NDRG family member 2 chr14q11.2  negative regulation of cytokine productio--- 1.41 1.36 -1.13 -1.41 -2.89 -1.43 -2.22 -1.02 1.06 -2.88 -2.89 1.02
NDRG3 NDRG family member 3 chr20q11.21-q11.23 spermatogenesis --- 1.01 -1.07 -1.00 -1.01 1.09 1.06 1.02 1.04 -1.28 -1.13 -1.46 -1.36
NDRG3 NDRG family member 3 chr20q11.21-q11.23 spermatogenesis --- -1.04 -1.07 1.00 1.07 1.14 1.03 1.07 1.01 -1.09 1.00 -1.14 -1.10
NDST1 N-deacetylase/N-sulfotransfchr5q33.1  MAPK cascade --- -1.09 -1.03 1.05 1.20 -1.06 -1.04 1.02 1.06 -1.26 -1.44 -1.68 -1.34
NDST4 N-deacetylase/N-sulfotransfchr4q26  metabolic process --- 1.15 1.32 -1.02 1.14 -1.04 1.41 -1.33 -1.36 -4.93 -2.70 -7.18 -3.34
NDUFA10 NADH dehydrogenase (ubiqchr2q37.3  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP 1.40 1.54 1.10 1.32 -1.45 -1.24 1.25 1.26 -1.19 -1.00 -2.08 -2.18
NDUFA10 NADH dehydrogenase (ubiqchr2q37.3  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP 1.44 1.32 1.11 1.33 -1.81 -1.38 -1.00 1.11 6.72 5.04 6.64 6.31
NDUFA10 NADH dehydrogenase (ubiqchr2q37.3  mitochondrial electron transport, NADH --- 2.59 1.86 -1.01 1.08 -1.32 -1.31 -1.71 -1.19 -1.62 -1.93 -2.29 -2.43
NDUFA11 NADH dehydrogenase (ubiqchr19p13.3  electron transport chain --- 1.00 -1.01 1.02 1.05 1.00 -1.07 1.08 1.06 1.11 -1.07 -1.36 -1.39
NDUFA4 NADH dehydrogenase (ubiqchr7p21.3  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.13 -1.04 1.03 1.09 -1.04 -1.15 1.04 1.04 1.33 1.11 1.06 1.05
NDUFA4L2 NADH dehydrogenase (ubiqchr12q13.3 0 --- 1.15 1.03 -1.08 -1.22 1.65 -1.05 1.53 1.47 1.39 1.42 1.61 2.03
NDUFA5 NADH dehydrogenase (ubiqchr7q31.33  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP 1.22 1.26 -1.20 1.22 -1.20 1.03 -1.38 -1.06 -1.41 -1.12 -1.30 -1.05
NDUFA6 NADH dehydrogenase (ubiqchr22q13.2  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.12 -1.08 -1.05 -1.01 -1.07 -1.13 1.14 1.14 1.53 1.35 1.32 1.42
NDUFA7 NADH dehydrogenase (ubiqchr19p13.2  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.02 1.12 -1.32 -1.51 1.13 -1.06 -1.36 1.06 1.01 -1.16 1.47 1.63
NDUFA7 NADH dehydrogenase (ubiqchr19p13.2  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.08 -1.01 1.04 1.05 -1.04 -1.19 1.14 1.23 1.35 1.41 1.12 1.15
NDUFAB1 NADH dehydrogenase (ubiqchr16p12.2  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.06 -1.03 1.02 -1.00 1.05 -1.03 1.02 -1.05 1.34 1.18 1.27 1.21
NDUFAF1 NADH dehydrogenase (ubiqchr15q11.2-q21.3  mitochondrial electron transport, NADH --- 1.04 -1.02 1.06 1.02 1.04 -1.01 -1.13 -1.04 -1.07 -1.11 -1.03 1.11
NDUFAF2 NADH dehydrogenase (ubiqchr5q12.1 0 --- -1.05 -1.07 1.03 1.12 -1.08 -1.06 1.17 1.34 1.76 1.47 1.25 1.26
NDUFAF4 NADH dehydrogenase (ubiqchr6q16.1  mitochondrial respiratory chain complex --- 1.17 1.16 -1.05 -1.08 -1.01 1.05 -1.08 -1.06 -1.09 -1.06 1.24 1.07
NDUFAF4 NADH dehydrogenase (ubiqchr6q16.1  mitochondrial respiratory chain complex --- 1.09 1.03 1.11 1.12 1.05 1.20 -1.79 -1.40 -1.29 -1.50 -1.67 -1.67
NDUFB1 NADH dehydrogenase (ubiqchr14q32.12  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.07 1.03 1.00 1.03 -1.05 -1.08 -1.03 -1.03 1.09 1.06 -1.28 -1.32
NDUFB2 NADH dehydrogenase (ubiqchr7q34  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.15 -1.26 -1.27 1.10 -1.00 -1.27 1.21 1.12 1.53 1.21 -1.35 -1.21
NDUFB2 NADH dehydrogenase (ubiqchr7q34  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.19 -1.23 1.07 1.03 1.25 1.21 -1.14 1.05 -1.41 -1.07 -1.67 -2.14
NDUFB2-AS NDUFB2 antisense RNA 1 chr7q34 0 --- -1.00 1.06 1.05 -1.12 1.12 1.09 1.06 1.17 -1.98 -1.69 -1.70 -1.65
NDUFB6 NADH dehydrogenase (ubiqchr9p21.1  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP 1.03 -1.05 -1.02 -1.07 -1.03 1.02 -1.12 -1.13 -1.06 -1.09 -1.10 -1.17
NDUFC1 NADH dehydrogenase (ubiqchr4q31.1  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP 1.16 1.01 1.14 1.19 -1.36 -1.20 -1.57 -1.29 -1.23 -1.72 1.40 1.73
NDUFC1 NADH dehydrogenase (ubiqchr4q31.1  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.09 -1.09 -1.05 -1.01 1.03 -1.05 -1.01 1.02 1.39 1.41 1.25 1.34
NDUFC2 /// NNADH dehydrogenase (ubiqchr11q14.1  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.12 -1.02 -1.20 -1.18 -1.10 1.01 -1.41 -1.31 -1.26 -1.06 -1.19 -1.19
NDUFC2 /// NNADH dehydrogenase (ubiqchr11q14.1  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP 1.11 1.17 1.06 -1.10 1.08 1.17 -1.48 -1.24 -1.53 -1.47 -2.00 -1.70
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NDUFS1 NADH dehydrogenase (ubiqchr2q33-q34  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP 1.13 -1.01 1.11 1.15 -1.04 1.06 -1.04 1.03 -1.43 -1.29 -2.34 -1.92
NDUFS1 NADH dehydrogenase (ubiqchr2q33-q34  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.12 -1.40 -1.27 -1.51 -1.12 -1.13 -1.19 -1.18 -1.39 -1.17 -1.48 -1.53
NDUFS1 NADH dehydrogenase (ubiqchr2q33-q34  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.42 -1.21 1.48 1.37 3.06 2.58 1.17 1.40 -1.70 1.11 -2.23 -1.56
NDUFS3 /// P NADH dehydrogenase (ubiqchr11p11.11 /// chr1 mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.11 -1.08 -1.07 -1.07 -1.11 -1.05 1.09 -1.01 1.07 1.23 1.17 1.20
NDUFS4 NADH dehydrogenase (ubiqchr5q11.1  regulation of protein phosphorylation Electron_Transport_Chain // GenMAPP 1.87 1.52 1.06 1.30 1.66 1.50 -1.11 1.05 -2.20 -2.36 -2.74 -2.41
NDUFS7 NADH dehydrogenase (ubiqchr19p13.3  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.04 -1.08 1.00 -1.08 1.06 -1.03 1.11 1.10 1.39 1.29 1.58 1.62
NDUFV2 NADH dehydrogenase (ubiqchr18p11.22  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.05 1.00 -1.05 1.06 -1.05 -1.02 1.09 1.08 1.15 -1.05 -1.07 -1.07
NDUFV3 NADH dehydrogenase (ubiqchr21q22.3  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.09 -1.08 -1.01 1.05 -1.00 -1.03 1.14 1.13 1.65 1.64 1.46 1.64
NDUFV3 NADH dehydrogenase (ubiqchr21q22.3  mitochondrial electron transport, NADH Electron_Transport_Chain // GenMAPP -1.13 -1.19 1.02 1.06 1.03 1.09 -1.07 1.03 -1.44 -1.50 -1.26 -1.14
NEBL nebulette chr10p12  cardiac muscle thin filament assembly --- -1.26 -1.21 1.18 1.17 -1.17 1.11 -1.08 -1.19 -1.44 -1.22 -3.11 -1.63
NEBL nebulette chr10p12  cardiac muscle thin filament assembly --- -1.19 -1.03 1.04 1.13 1.05 1.35 -1.04 -1.10 -1.88 -1.21 -2.49 -1.63
NEBL nebulette chr10p12  cardiac muscle thin filament assembly --- -1.12 -1.03 1.18 -1.39 1.04 -1.43 1.72 1.71 1.37 1.55 -1.08 1.35
NECAB2 N-terminal EF-hand calciumchr16q23.3  signal transduction --- -1.97 -1.01 3.43 4.04 -1.56 1.44 2.11 2.27 7.06 5.67 3.47 3.62
NECAP2 NECAP endocytosis associachr1p36.13  transport --- -1.00 1.09 -1.12 -1.15 1.15 -1.00 1.28 1.26 2.89 1.72 2.37 1.56
NECAP2 NECAP endocytosis associachr1p36.13  transport --- 1.02 1.02 1.03 -1.08 1.03 1.08 1.17 1.03 1.12 -1.00 1.19 1.20
NEDD1 neural precursor cell expres chr12q23.1  G2 --- -1.28 1.07 -1.21 -1.39 1.00 1.21 -1.28 -1.59 1.22 1.40 1.73 1.46
NEDD4L neural precursor cell expres chr18q21  negative regulation of transcription from --- 1.02 -1.06 1.13 1.12 1.09 -1.04 1.58 1.21 2.31 1.98 2.46 2.37
NEDD4L neural precursor cell expres chr18q21  negative regulation of transcription from --- 1.18 -1.01 1.07 1.14 -1.64 -1.03 1.47 1.49 1.42 1.42 1.22 1.21
NEDD4L neural precursor cell expres chr18q21  negative regulation of transcription from --- -1.06 -1.03 1.05 -1.10 -1.03 -1.06 -1.21 -1.05 -1.18 -1.14 -1.37 -1.41
NEDD4L neural precursor cell expres chr18q21  negative regulation of transcription from --- 1.33 1.13 1.07 1.08 1.04 1.27 -1.70 -1.45 -1.29 -1.27 -1.50 -1.49
NEDD9 neural precursor cell expres chr6p25-p24  cytoskeleton organization --- 1.04 1.05 -1.03 1.24 1.08 -1.08 1.84 1.63 2.23 1.44 3.22 3.00
NEDD9 neural precursor cell expres chr6p25-p24  cytoskeleton organization --- 1.33 1.56 1.06 1.10 -1.33 -1.01 2.48 1.64 -1.17 -1.13 1.81 1.41
NEDD9 neural precursor cell expres chr6p25-p24  cytoskeleton organization --- 1.82 2.07 1.13 -1.23 -1.31 -1.02 -1.65 -1.67 -1.12 2.25 4.62 2.89
NEFH neurofilament, heavy polyp chr22q12.2  microtubule cytoskeleton organization --- 1.03 -1.05 1.01 1.12 1.00 1.06 -1.33 -1.14 -1.60 -1.58 -1.87 -1.52
NEFH neurofilament, heavy polyp chr22q12.2  microtubule cytoskeleton organization --- -1.10 -1.09 -1.06 1.07 1.02 -1.08 1.00 1.14 -1.29 -1.50 -1.68 -1.49
NEFL neurofilament, light polypepchr8p21  synaptic transmission --- 1.20 1.21 -1.14 -1.71 1.99 1.25 -1.19 -1.29 3.10 4.80 -1.10 -1.21
NEFL neurofilament, light polypepchr8p21  synaptic transmission --- 1.10 -1.73 1.43 1.38 -1.06 1.04 2.53 2.45 -1.10 -1.55 1.67 -1.17
NEFM neurofilament, medium polychr8p21  microtubule cytoskeleton organization --- -2.96 1.28 -6.33 -3.26 -1.18 -1.73 -1.33 1.33 4.21 2.14 -3.01 -1.49
NEGR1 neuronal growth regulator 1chr1p31.1  cell adhesion --- 1.13 -1.18 1.36 1.12 -1.84 -1.18 -1.19 -1.26 -1.39 1.44 -2.41 -1.77
NEGR1 neuronal growth regulator 1chr1p31.1  cell adhesion --- 1.02 1.23 1.04 -1.12 1.17 1.20 1.10 1.10 -1.25 1.03 -1.69 -1.84
NEGR1 neuronal growth regulator 1chr1p31.1  cell adhesion --- 1.33 1.12 1.00 -1.04 -1.09 1.26 -1.13 1.16 -1.46 -1.02 -1.63 -1.70
NEIL2 nei endonuclease VIII-like 2chr8p23.1  DNA repair --- 1.07 -1.01 1.02 1.01 -1.01 -1.01 -1.03 -1.14 1.17 1.26 1.25 1.22
NEK1 NIMA-related kinase 1 chr4q33  protein phosphorylation --- -1.00 -1.07 1.09 -1.01 1.03 1.01 -1.28 -1.01 -1.36 -1.45 -1.38 -1.36
NEK1 NIMA-related kinase 1 chr4q33  protein phosphorylation --- 1.01 1.01 1.06 -1.07 -1.07 -1.09 -1.04 -1.01 -2.19 -2.16 -2.12 -2.37
NEK1 NIMA-related kinase 1 chr4q33  protein phosphorylation --- 1.11 1.14 1.07 -1.17 -1.09 -1.10 -1.04 -1.03 -1.46 -1.48 -1.43 -1.33
NEK11 NIMA-related kinase 11 chr3q22.1  protein phosphorylation --- -1.33 -1.32 -1.01 -1.17 1.45 -1.28 -1.23 -1.18 -2.69 -2.60 -1.00 -1.00
NEK2 NIMA-related kinase 2 chr1q32.2-q41  mitotic sister chromatid segregation --- -1.07 -1.04 1.11 -1.04 -1.07 1.13 -1.16 -1.23 1.19 1.30 1.37 1.22
NEK3 NIMA-related kinase 3 chr13q14.13  protein phosphorylation --- -1.07 1.15 -1.00 -1.17 1.07 -1.07 1.05 1.13 1.02 -1.34 -1.46 -1.46
NEK4 NIMA-related kinase 4 chr3p21.1  protein phosphorylation --- 1.04 -1.09 -1.13 -1.20 -1.14 1.01 -1.29 -1.13 -1.85 -1.62 -1.57 -1.90
NEK6 NIMA-related kinase 6 chr9q33.3-q34.11  mitotic cell cycle --- -1.31 -1.24 -1.00 -1.36 1.02 1.01 -1.21 1.33 1.66 1.70 1.22 1.63
NEK6 NIMA-related kinase 6 chr9q33.3-q34.11  mitotic cell cycle --- 1.20 1.27 1.06 -1.23 -1.19 1.17 1.61 1.03 3.61 3.39 2.27 3.03
NEK6 NIMA-related kinase 6 chr9q33.3-q34.11  mitotic cell cycle --- 1.03 1.07 1.07 1.15 1.07 -1.11 1.54 1.28 3.04 2.71 2.30 2.61
NEK9 NIMA-related kinase 9 chr14q24.3  mitotic cell cycle --- 1.23 1.18 1.03 1.00 1.10 1.07 -1.14 -1.24 -1.48 -1.52 -1.28 -1.54
NELFB negative elongation factor c chr9q34  transcription, DNA-dependent --- 1.05 1.01 -1.07 1.07 -1.05 -1.08 1.23 1.22 1.57 1.26 1.22 1.31
NELFCD negative elongation factor c chr20q13  transcription, DNA-dependent --- -1.09 -1.05 -1.02 -1.02 1.04 -1.04 1.05 1.00 -1.18 -1.15 -1.23 -1.19
NELFCD negative elongation factor c chr20q13  transcription, DNA-dependent --- -1.07 -1.03 -1.01 1.03 1.09 -1.07 1.13 1.11 -1.14 -1.23 -1.22 -1.28
NELFCD negative elongation factor c chr20q13  transcription, DNA-dependent --- -1.03 -1.05 1.02 1.03 1.10 1.03 1.04 -1.02 -1.19 -1.18 -1.21 -1.22
NELFCD negative elongation factor c chr20q13  transcription, DNA-dependent --- -1.13 -1.06 1.01 -1.01 1.01 -1.10 1.08 1.05 -1.14 -1.12 -1.32 -1.23
NELL1 NEL-like 1 (chicken) chr11p15.1  induction of apoptosis --- -2.66 -1.36 1.61 2.58 2.14 1.72 -2.37 -1.05 1.21 -1.13 2.40 2.83
NEMF nuclear export mediator factchr14q22  flagellum assembly --- 1.03 -1.11 -1.07 1.21 1.02 1.18 -1.05 -1.02 -1.21 -1.06 -1.50 -1.17
NEMF nuclear export mediator factchr14q22  flagellum assembly --- -1.06 -1.07 1.08 1.12 1.11 1.03 1.10 1.05 -1.18 -1.12 -1.39 -1.34
NEMF nuclear export mediator factchr14q22  flagellum assembly --- 1.22 1.10 -1.08 1.11 -1.04 1.15 -1.23 -1.07 -1.14 1.06 -1.35 -1.45
NEO1 neogenin 1 chr15q22.3-q23  regulation of transcription, DNA-depende--- -1.09 -1.60 -1.24 -1.34 -1.04 -1.10 1.94 2.87 -4.28 -2.09 -1.77 -3.55
NETO1 neuropilin (NRP) and tolloi chr18q22.2  memory --- -2.41 -1.35 3.18 4.77 -2.08 2.34 -1.17 2.09 5.69 9.10 2.26 1.54
NETO2 neuropilin (NRP) and tolloi chr16q11 0 --- 1.28 1.17 -1.02 -1.10 1.06 1.07 -1.37 -1.09 -1.70 -1.72 -1.42 -1.87
NETO2 neuropilin (NRP) and tolloi chr16q11 0 --- -1.08 -1.08 1.03 1.03 1.04 -1.01 1.01 -1.03 1.22 1.18 1.15 1.24
NEU1 sialidase 1 (lysosomal sialidchr6p21.3  phospholipid metabolic process --- -1.14 -1.14 1.06 -1.05 1.12 -1.02 1.11 1.13 1.10 1.26 2.25 2.27
NEURL2 neuralized homolog 2 (Droschr20q13.12  protein ubiquitination --- -1.18 -1.65 1.18 1.05 1.05 -1.53 -1.07 -1.15 -1.75 -1.91 -2.57 -2.61
NEUROD1 neuronal differentiation 1 chr2q32  pancreatic A cell fate commitment --- -1.83 -4.08 1.09 1.73 3.79 5.21 -2.03 -1.99 -1.37 -8.22 12.41 13.20
NEXN nexilin (F actin binding protchr1p31.1  regulation of cell migration --- -1.12 -1.05 1.04 -1.27 1.03 1.13 1.18 1.19 -3.46 -2.58 -1.18 -1.59
NEXN nexilin (F actin binding protchr1p31.1  regulation of cell migration --- 1.35 1.11 1.11 -1.13 1.03 1.03 -1.33 -1.03 -3.54 -3.74 -1.80 -5.43
NF1 neurofibromin 1 chr17q11.2  MAPK cascade --- 1.28 1.28 1.02 1.17 -1.28 -1.12 2.35 1.64 5.03 3.93 3.33 2.79
NF1 neurofibromin 1 chr17q11.2  MAPK cascade --- -1.12 -1.03 -1.10 -1.13 -1.12 1.11 -1.14 1.06 -1.35 -1.08 -1.20 -1.48
NF1 neurofibromin 1 chr17q11.2  MAPK cascade --- 1.24 1.21 1.02 -1.22 1.03 1.06 1.03 -1.02 -1.88 -1.55 -1.19 -1.25
NF1 neurofibromin 1 chr17q11.2  MAPK cascade --- 1.02 -1.17 1.38 1.24 -1.11 1.45 2.28 1.87 6.02 6.18 5.68 4.52
NF2 neurofibromin 2 (merlin) chr22q12.2  mesoderm formation --- -1.00 1.04 1.03 -1.01 1.02 1.03 1.03 1.07 1.02 -1.01 -1.14 -1.21
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NF2 neurofibromin 2 (merlin) chr22q12.2  mesoderm formation --- -1.11 -1.03 1.08 1.08 -1.05 -1.07 1.02 1.10 1.65 1.33 -1.07 -1.05
NFATC1 nuclear factor of activated Tchr18q23  G1 --- 1.13 1.02 -1.03 1.00 1.14 -1.05 1.31 1.06 1.14 1.00 1.50 1.97
NFATC1 nuclear factor of activated Tchr18q23  G1 --- 1.23 1.33 1.29 1.41 1.17 1.02 1.65 1.16 2.75 2.10 -1.13 1.08
NFATC2 nuclear factor of activated Tchr20q13.2  cytokine production --- -1.12 -1.12 -1.24 -1.29 -1.19 -1.14 -1.04 -1.04 -3.08 -2.27 -4.68 -4.67
NFATC2 nuclear factor of activated Tchr20q13.2  cytokine production --- -1.21 1.31 1.12 1.12 -1.03 -1.03 1.19 1.32 -3.16 -3.73 -4.97 -15.16
NFATC2IP nuclear factor of activated Tchr16p11.2  cytokine production --- 1.08 1.05 1.09 1.06 1.09 1.16 -1.01 1.02 -1.29 -1.29 -1.40 -1.17
NFATC3 nuclear factor of activated Tchr16q22.2  patterning of blood vessels --- 1.05 -1.06 1.21 1.05 1.03 -1.01 -1.11 -1.13 -1.16 -1.44 -1.21 -1.29
NFATC3 nuclear factor of activated Tchr16q22.2  patterning of blood vessels --- -1.05 -1.08 1.05 -1.04 1.07 -1.02 1.00 -1.04 -1.45 -1.36 -1.13 -1.05
NFATC3 nuclear factor of activated Tchr16q22.2  patterning of blood vessels --- -1.02 -1.05 -1.00 1.00 1.04 1.05 -1.05 -1.02 -1.36 -1.34 -1.24 -1.25
NFE2 nuclear factor (erythroid-de chr12q13  nucleosome disassembly --- -1.57 -1.10 1.29 3.34 -1.22 -2.77 -1.42 1.20 2.67 2.40 1.43 1.81
NFE2L1 nuclear factor (erythroid-de chr17q21.3  transcription, DNA-dependent --- -1.06 1.06 1.11 1.05 1.24 1.06 1.27 1.05 1.60 1.26 1.47 1.38
NFE2L1 nuclear factor (erythroid-de chr17q21.3  transcription, DNA-dependent --- 1.08 1.11 1.06 -1.05 1.12 -1.02 1.14 1.07 1.65 1.24 1.38 1.22
NFE2L1 nuclear factor (erythroid-de chr17q21.3  transcription, DNA-dependent --- 1.00 1.05 -1.04 1.04 1.10 -1.07 1.06 -1.00 1.45 1.38 1.29 1.32
NFE2L3 nuclear factor (erythroid-de chr7p15.2  transcription, DNA-dependent --- 1.03 1.27 -1.25 -1.65 -1.08 -1.11 1.07 -1.01 2.15 1.70 1.76 1.41
NFE2L3 nuclear factor (erythroid-de chr7p15.2  transcription, DNA-dependent --- 2.37 -2.27 2.64 2.52 1.24 -2.14 -1.22 1.92 -1.49 -1.17 1.83 1.22
NFIA nuclear factor I/A chr1p31.3-p31.2  DNA replication --- 1.24 1.50 1.23 1.04 -1.48 1.08 -1.08 -1.25 -1.66 -1.09 -1.97 -2.51
NFIA nuclear factor I/A chr1p31.3-p31.2  DNA replication --- 1.03 1.10 1.11 -1.15 -1.00 1.19 -1.30 1.09 -2.02 -1.52 -1.55 -1.69
NFIA nuclear factor I/A chr1p31.3-p31.2  DNA replication --- 1.05 1.07 -1.01 -1.14 -1.02 1.03 -1.29 -1.15 -1.52 -1.31 -1.70 -1.78
NFIA nuclear factor I/A chr1p31.3-p31.2  DNA replication --- 1.05 1.01 -1.20 -1.06 1.13 1.31 1.14 1.03 -1.50 -1.12 -2.24 -1.90
NFIA nuclear factor I/A chr1p31.3-p31.2  DNA replication --- -1.15 1.00 -1.10 -1.23 1.00 -1.02 -1.00 -1.10 -1.26 -1.26 -1.22 -1.41
NFIA nuclear factor I/A chr1p31.3-p31.2  DNA replication --- -1.03 1.02 -1.16 -1.08 -1.02 1.13 -1.27 -1.21 -1.56 -1.19 -1.69 -1.65
NFIC nuclear factor I/C (CCAAT chr19p13.3  negative regulation of transcription from --- 1.09 1.01 1.12 1.02 -1.03 -1.02 1.13 1.02 1.10 -1.01 1.39 1.28
NFIC nuclear factor I/C (CCAAT chr19p13.3  negative regulation of transcription from --- -1.01 -1.14 -1.05 1.07 1.03 1.06 1.02 -1.01 1.33 1.24 1.17 1.20
NFIL3 nuclear factor, interleukin 3 chr9q22  negative regulation of transcription from --- 1.10 1.10 -1.01 1.03 1.10 1.00 1.41 1.05 2.15 2.08 2.03 1.87
NFKB1 nuclear factor of kappa ligh chr4q24  negative regulation of transcription from Apoptosis // GenMAPP /// Apoptosis_GenM -1.02 1.06 1.09 -1.11 1.08 1.08 1.20 -1.01 1.07 -1.13 1.44 1.24
NFKB2 nuclear factor of kappa ligh chr10q24  toll-like receptor signaling pathway --- -1.72 -1.67 1.01 1.17 1.11 -1.05 2.12 1.34 3.24 2.97 1.85 1.86
NFKB2 nuclear factor of kappa ligh chr10q24  toll-like receptor signaling pathway --- 1.03 1.25 -1.19 -1.03 1.08 -1.00 1.17 1.35 1.89 1.66 1.50 1.80
NFKBIA nuclear factor of kappa ligh chr14q13  protein import into nucleus, translocationApoptosis // GenMAPP /// Apoptosis_GenM 1.07 1.05 -1.04 1.08 1.13 -1.03 1.76 1.31 2.12 1.65 2.18 1.79
NFKBIA nuclear factor of kappa ligh chr14q13  protein import into nucleus, translocation--- 1.07 1.10 1.48 1.30 1.22 1.23 2.03 1.72 1.92 1.34 1.46 1.47
NFKBIB nuclear factor of kappa ligh chr19q13.1  toll-like receptor signaling pathway Apoptosis // GenMAPP 1.10 1.09 -1.06 -1.14 -1.08 -1.13 1.16 1.04 2.04 1.19 1.81 1.55
NFKBIB nuclear factor of kappa ligh chr19q13.1  toll-like receptor signaling pathway Apoptosis // GenMAPP 1.03 -1.31 -1.04 1.15 1.03 -1.13 -1.01 1.06 1.66 1.14 1.78 1.66
NFKBIB nuclear factor of kappa ligh chr19q13.1  toll-like receptor signaling pathway Apoptosis // GenMAPP -1.28 -1.12 1.31 1.22 -1.04 1.13 1.07 1.23 1.89 1.27 1.43 1.43
NFKBIE nuclear factor of kappa ligh chr6p21.1  D-serine transport Apoptosis // GenMAPP 1.05 -1.02 1.04 1.36 1.21 1.02 1.40 1.39 4.50 2.88 2.37 2.09
NFKBIL1 nuclear factor of kappa ligh chr6p21.3  I-kappaB kinase --- 1.05 -1.40 1.11 1.14 1.01 -1.15 1.25 -1.09 1.07 -1.07 1.63 1.70
NFKBIZ nuclear factor of kappa ligh chr3p12-q12  transcription, DNA-dependent --- 1.45 1.33 1.15 1.37 1.11 1.10 -1.02 -1.17 1.47 1.04 2.54 1.47
NFKBIZ nuclear factor of kappa ligh chr3p12-q12  transcription, DNA-dependent --- 1.34 1.05 -1.07 -1.05 -1.18 1.27 1.51 1.27 1.23 -1.01 2.29 1.69
NFRKB nuclear factor related to kapchr11q24-q25  DNA repair --- -1.07 -1.04 1.06 1.03 -1.02 -1.07 -1.09 -1.10 -1.37 -1.52 -1.36 -1.12
NFRKB nuclear factor related to kapchr11q24-q25  DNA repair --- 1.14 1.21 -1.09 -1.29 1.28 1.02 -1.15 1.22 1.26 -1.10 1.61 1.62
NFRKB nuclear factor related to kapchr11q24-q25  DNA repair --- 1.04 1.00 1.21 -1.01 1.29 1.02 -1.01 -1.18 1.14 1.04 1.33 1.38
NFS1 NFS1 nitrogen fixation 1 hochr20q11.22  sulfur amino acid metabolic process --- 1.15 -1.29 1.09 1.21 1.08 1.35 1.16 -1.10 -1.02 1.24 1.41 1.34
NFU1 NFU1 iron-sulfur cluster sc chr2p15-p13  iron-sulfur cluster assembly --- 1.07 1.06 1.03 1.08 -1.04 -1.12 1.07 1.06 -1.43 -1.38 -1.35 -1.39
NFX1 nuclear transcription factor, chr9p13.3  negative regulation of transcription from --- -1.01 -1.15 -1.03 -1.05 1.11 -1.01 1.20 -1.01 1.28 1.19 1.53 1.36
NFX1 nuclear transcription factor, chr9p13.3  negative regulation of transcription from --- 1.21 1.15 1.02 1.19 1.01 1.10 1.15 1.10 1.02 -1.04 1.37 1.45
NFX1 nuclear transcription factor, chr9p13.3  negative regulation of transcription from --- -1.28 -1.20 1.13 -1.05 -1.05 -1.09 1.50 1.27 1.42 -1.03 1.27 1.30
NFXL1 nuclear transcription factor, chr4p12  regulation of transcription, DNA-depende--- 1.08 1.07 1.10 -1.10 1.02 1.09 -1.22 -1.13 -1.07 -1.05 1.83 1.68
NFYA nuclear transcription factor chr6p21.3  transcription, DNA-dependent --- -1.04 -1.02 -1.07 -1.10 1.04 1.17 -2.05 -1.05 -1.47 -1.25 -1.03 1.05
NFYA nuclear transcription factor chr6p21.3  regulation of transcription, DNA-depende--- -1.84 -6.16 -1.68 1.05 -2.48 -1.03 -9.23 -1.33 -1.81 -3.65 2.99 2.70
NFYA nuclear transcription factor chr6p21.3  transcription, DNA-dependent --- -1.09 1.02 1.05 1.35 1.84 1.02 1.12 1.50 1.59 1.53 1.63 1.65
NFYA nuclear transcription factor chr6p21.3  transcription, DNA-dependent --- -1.32 -1.24 1.08 1.06 -1.12 -1.28 -1.12 -1.11 1.29 1.31 2.30 2.13
NFYB nuclear transcription factor chr12q22-q23  transcription, DNA-dependent --- 1.07 1.07 -1.03 1.03 1.02 1.00 -1.22 -1.04 -1.51 -1.23 -1.13 -1.23
NFYB nuclear transcription factor chr12q22-q23  transcription, DNA-dependent --- -1.05 -1.13 -1.05 -1.13 -1.09 1.08 -1.24 -1.12 -1.47 -1.24 -1.02 -1.11
NFYB nuclear transcription factor chr12q22-q23  transcription, DNA-dependent --- 1.09 1.07 -1.20 1.14 1.29 1.41 -1.64 -1.14 -3.10 -3.19 -2.32 -2.18
NFYB nuclear transcription factor chr12q22-q23  transcription, DNA-dependent --- 1.30 1.09 1.09 1.13 -1.06 1.03 -1.53 -1.29 -2.06 -1.63 -1.80 -1.75
NFYC nuclear transcription factor chr1p32  transcription, DNA-dependent --- 1.00 1.06 -1.04 -1.08 -1.10 -1.03 -1.13 -1.09 -1.19 -1.12 -1.24 -1.25
NGDN neuroguidin, EIF4E bindingchr14q11.2  regulation of translation --- 1.02 -1.02 1.03 1.06 1.03 -1.00 1.18 1.08 1.34 1.10 1.32 1.25
NGEF neuronal guanine nucleotidechr2q37  apoptotic process --- -1.29 -1.19 -1.01 -1.06 -1.23 -1.07 1.32 1.25 1.59 1.46 1.23 1.73
NGF nerve growth factor (beta pochr1p13.1  activation of MAPKK activity Apoptosis_KEGG // GenMAPP -1.21 -1.38 -1.29 -1.31 -1.27 -1.26 -1.42 1.09 6.77 5.94 2.18 1.67
NGFRAP1 nerve growth factor recepto chrXq22.2  apoptotic process --- -1.01 1.03 -1.09 -1.01 -1.14 1.04 -1.09 -1.01 1.00 1.12 -1.32 -1.21
NGLY1 N-glycanase 1 chr3p24.2  nucleotide-excision repair --- -1.04 -1.03 1.05 1.08 1.10 1.08 1.37 1.09 1.27 1.55 1.02 1.33
NGLY1 N-glycanase 1 chr3p24.2  glycoprotein catabolic process --- 1.29 2.04 1.09 -1.40 1.06 1.05 1.21 1.19 -1.22 1.05 1.49 1.94
NGRN neugrin, neurite outgrowth achr15q26.1  cellular protein modification process --- -1.04 -1.05 -1.04 1.02 1.04 -1.05 1.01 -1.04 1.40 1.32 1.58 1.71
NGRN neugrin, neurite outgrowth achr15q26.1  cellular protein modification process --- -1.02 -1.04 1.00 1.04 1.07 1.02 -1.01 -1.05 1.40 1.27 1.36 1.42
NHEG1 neuroblastoma highly exprechr6q23 0 --- -1.63 -3.09 -2.00 -1.33 -3.88 1.16 4.14 1.53 12.64 6.97 -1.13 -1.31
NHLH1 nescient helix loop helix 1 chr1q22  transcription, DNA-dependent --- 1.26 1.35 -1.05 1.11 1.16 1.37 -1.02 1.25 -1.81 -1.46 2.48 2.38
NHLRC2 NHL repeat containing 2 chr10q25.3 0 --- -1.28 1.46 1.18 1.54 -1.17 -1.62 1.16 -1.06 1.26 1.15 1.31 1.57
NHLRC2 NHL repeat containing 2 chr10q25.3 0 --- 1.11 1.03 -1.02 1.15 1.00 1.14 -1.35 -1.10 -1.73 -1.39 -2.43 -2.09
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NHLRC2 NHL repeat containing 2 chr10q25.3 0 --- -1.01 1.02 1.19 -1.10 -1.16 1.00 1.02 1.11 1.22 1.18 1.28 1.28
NHLRC3 NHL repeat containing 3 chr13q13.3 0 --- -1.07 1.06 1.40 1.47 1.02 1.05 1.20 1.00 1.51 1.15 1.29 1.37
NHS Nance-Horan syndrome (co chrXp22.13  lens development in camera-type eye --- -1.14 -1.18 -1.00 1.07 1.05 1.14 -1.07 -1.03 -1.44 -1.35 -1.35 -1.30
NHS Nance-Horan syndrome (co chrXp22.13  lens development in camera-type eye --- -1.02 -1.04 1.04 -1.05 -1.05 -1.12 -1.02 -1.05 -1.60 -1.37 -1.41 -1.47
NICN1 nicolin 1 chr3p21.31 0 --- -1.13 -1.19 1.12 1.21 -1.04 -1.13 1.14 1.24 -1.43 -1.36 -1.76 -1.46
NID1 nidogen 1 chr1q43  cell adhesion --- 1.99 1.94 -1.27 1.05 -1.49 1.17 -1.07 1.02 1.70 1.26 1.25 -1.13
NID1 nidogen 1 chr1q43  cell adhesion --- -1.23 1.09 -1.31 1.79 2.94 7.49 -2.05 -1.34 1.13 -1.05 1.86 1.08
NIF3L1 NIF3 NGG1 interacting factchr2q33  positive regulation of transcription, DNA--- 1.05 1.04 -1.04 -1.03 1.04 -1.01 -1.04 -1.02 1.14 1.13 1.26 1.28
NIM1 serine/threonine-protein kin chr5p12  protein phosphorylation --- -1.54 -1.13 1.14 3.08 -1.69 1.39 2.41 1.99 1.94 3.94 4.05 4.55
NIN ninein (GSK3B interacting pchr14q22.1  microtubule anchoring at centrosome --- -1.11 1.00 -1.08 -1.24 1.24 1.19 1.61 -1.04 -1.55 -1.28 -1.74 -1.74
NIN ninein (GSK3B interacting pchr14q22.1  protein phosphorylation --- 1.01 -1.06 1.13 1.03 -1.02 -1.10 1.33 1.06 1.33 1.60 -1.20 -1.07
NIN ninein (GSK3B interacting pchr14q22.1  microtubule anchoring at centrosome --- -1.01 1.08 -1.00 -1.03 -1.05 -1.02 -1.12 -1.08 -1.54 -1.27 -1.40 -1.40
NINJ1 ninjurin 1 chr9q22  cell adhesion --- 1.16 1.01 1.12 1.32 1.02 -1.13 1.36 1.16 2.19 1.62 1.62 1.53
NINJ2 ninjurin 2 chr12p13  cell adhesion --- -1.10 -1.09 -1.07 -1.07 -1.06 -1.08 1.06 1.15 -1.16 -1.29 -2.00 -1.88
NINL ninein-like chr20p11.22-p11.1  G2 --- 1.00 -1.09 1.00 1.11 1.23 1.12 -1.06 -1.03 -1.49 -1.68 -1.69 -1.39
NIPA1 non imprinted in Prader-Wi chr15q11.2  transport --- -1.06 -1.01 1.02 -1.10 1.08 -1.01 -1.01 -1.03 1.21 1.35 1.62 1.54
NIPAL2 NIPA-like domain containinchr8q22.2  magnesium ion transport --- 1.15 1.04 1.06 1.03 1.03 -1.10 1.07 1.01 -1.87 -2.16 -3.91 -3.92
NIPAL3 NIPA-like domain containinchr1p36.12-p35.1  magnesium ion transport --- -1.04 -1.07 1.03 1.06 -1.08 -1.11 1.02 1.10 -1.20 -1.05 -1.01 1.06
NIPAL3 NIPA-like domain containinchr1p36.12-p35.1  magnesium ion transport --- 1.20 1.31 -1.71 1.04 -1.47 -1.20 -1.02 1.37 1.18 1.21 2.21 2.22
NIPAL3 NIPA-like domain containinchr1p36.12-p35.1 0 --- -1.05 -1.04 1.03 -1.01 1.05 -1.05 1.01 1.03 -1.19 -1.05 -1.04 1.01
NIPBL Nipped-B homolog (Drosopchr5p13.2  negative regulation of transcription from --- 1.00 1.04 1.06 1.03 -1.04 -1.05 -1.13 1.03 -1.10 1.09 1.05 1.04
NIPBL Nipped-B homolog (Drosopchr5p13.2  negative regulation of transcription from --- 1.09 -1.01 -1.01 -1.01 -1.14 1.14 -1.13 -1.00 -1.17 -1.07 -1.71 -2.03
NIPBL Nipped-B homolog (Drosopchr5p13.2  negative regulation of transcription from --- 1.00 1.01 1.02 -1.06 -1.07 -1.02 1.00 1.02 -1.23 -1.14 -1.01 1.03
NIPSNAP1 nipsnap homolog 1 (C. eleg chr22q12.2  sensory perception of pain --- -1.11 -1.16 -1.06 -1.01 1.10 1.09 1.14 -1.01 1.34 1.39 1.32 1.56
NIPSNAP1 nipsnap homolog 1 (C. eleg chr22q12.2  sensory perception of pain --- -1.06 -1.10 -1.01 1.02 -1.06 -1.04 1.16 1.11 1.43 1.46 1.24 1.46
NIPSNAP3A nipsnap homolog 3A (C. elechr9q31.1 0 --- 1.21 1.21 -1.07 1.01 -1.01 1.23 -1.47 -1.13 -1.63 -1.35 -2.09 -2.25
NIPSNAP3B nipsnap homolog 3B (C. elechr9q31.1 0 --- 1.41 1.02 1.18 -1.08 -1.43 -2.61 1.30 -1.08 1.80 2.88 -1.68 -1.58
NISCH nischarin chr3p21.1  glucose metabolic process --- -1.20 -1.30 -1.03 1.14 1.48 1.14 1.41 1.47 1.16 1.01 1.18 1.35
NIT1 nitrilase 1 chr1q21-q22  nitrogen compound metabolic process --- -1.02 -1.04 1.05 1.06 -1.04 -1.13 1.07 -1.03 1.29 1.24 1.13 1.24
NKAIN1 Na+/K+ transporting ATPaschr1p35.2 0 --- 1.20 -1.48 1.33 1.82 5.06 3.66 2.60 -1.12 3.45 -2.62 -1.13 -1.44
NKAIN2 Na+/K+ transporting ATPaschr6q21 0 --- 1.68 1.65 -1.17 -1.09 1.07 -1.65 1.83 1.16 -1.27 1.62 -1.31 -2.97
NKAP NFKB activating protein chrXq24  negative regulation of transcription from --- -1.06 -1.09 1.02 1.08 1.06 1.02 1.21 1.20 1.38 1.38 1.27 1.22
NKAPL NFKB activating protein-likchr6p22.1 0 --- 1.96 -3.27 1.01 4.26 -2.76 -2.78 1.16 -2.25 2.35 4.28 3.54 1.34
NKAPP1 NFKB activating protein ps chrXq24 0 --- -1.33 -1.38 -1.04 -1.01 -1.02 1.07 1.13 1.25 -1.48 -1.97 -1.80 -1.27
NKD2 naked cuticle homolog 2 (Dchr5p15.3  transport --- -1.19 1.32 -1.02 -1.50 1.55 -1.05 1.31 1.50 1.43 1.54 -1.04 1.03
NKIRAS1 NFKB inhibitor interacting chr3p24.2  GTP catabolic process --- -1.13 -1.11 1.07 1.12 1.11 1.17 -1.01 1.07 -1.36 -1.02 1.04 1.16
NKIRAS2 NFKB inhibitor interacting chr17q21.2  GTP catabolic process --- -1.19 -1.16 -1.03 -1.07 1.05 1.02 -1.03 1.13 -1.05 -1.11 -1.21 -1.04
NKRF NFKB repressing factor chrXq24  transcription, DNA-dependent --- 1.04 -1.02 1.18 1.18 1.11 1.19 1.07 -1.07 1.16 1.15 1.28 1.23
NKTR natural killer-tumor recogni chr3p23-p21  protein peptidyl-prolyl isomerization --- 1.42 1.38 1.19 1.05 1.15 -1.06 -1.11 -1.14 -1.96 -1.65 -1.19 -1.47
NKTR natural killer-tumor recogni chr3p23-p21  protein peptidyl-prolyl isomerization --- -1.62 -1.04 -1.29 -1.16 -1.79 -1.28 1.40 -1.10 2.56 3.26 2.12 1.60
NKTR natural killer-tumor recogni chr3p23-p21  protein peptidyl-prolyl isomerization --- 1.04 -1.19 1.19 -1.08 -1.06 1.32 1.48 -1.01 -1.61 -1.19 -1.33 -1.33
NKTR natural killer-tumor recogni chr3p23-p21  protein peptidyl-prolyl isomerization --- -1.16 -1.12 1.16 1.19 1.19 1.09 -1.28 -1.20 -1.42 -1.38 -1.44 -1.39
NKTR natural killer-tumor recogni chr3p23-p21  protein peptidyl-prolyl isomerization --- -1.00 -1.03 1.03 1.02 1.01 1.02 -1.09 -1.13 -1.42 -1.33 -1.52 -1.50
NKX2-1 NK2 homeobox 1 chr14q13  negative regulation of transcription from --- 5.40 2.95 1.12 1.15 -1.44 1.37 1.63 2.98 1.76 3.00 -3.75 -1.61
NKX3-2 NK3 homeobox 2 chr4p16.3  skeletal system development --- -1.03 -1.07 1.29 1.45 -1.43 -1.22 -1.33 -1.26 -1.34 -1.04 -1.11 -1.11
NLGN1 neuroligin 1 chr3q26.31  regulation of respiratory gaseous exchang--- 2.74 1.05 -2.00 1.02 2.36 1.65 2.84 2.33 1.20 1.29 -4.91 -1.53
NLGN2 neuroligin 2 chr17p13.1  regulation of respiratory gaseous exchang--- 1.04 -1.04 1.13 1.26 1.08 -1.03 1.12 1.18 1.29 1.23 1.36 1.55
NLGN4Y neuroligin 4, Y-linked chrYq11.221  cell adhesion --- -1.13 1.17 -2.17 -1.08 -1.98 1.24 13.14 13.08 1.36 -1.27 1.23 -1.07
NLK nemo-like kinase chr17q11.2  MAPK cascade --- 1.02 1.23 1.11 -1.13 1.25 -1.11 -1.73 -1.24 -1.15 -1.71 -1.96 -3.80
NLK nemo-like kinase chr17q11.2  MAPK cascade --- 1.29 1.12 1.20 1.01 -1.05 -1.27 1.27 1.04 1.96 1.71 1.69 1.64
NLK nemo-like kinase chr17q11.2  MAPK cascade --- 1.02 1.00 1.05 1.08 -1.01 -1.02 -1.02 -1.03 -1.26 -1.13 -1.54 -1.53
NLN neurolysin (metallopeptidas chr5q12.3  proteolysis --- 1.17 1.48 -1.30 1.12 -1.15 1.08 1.08 -1.02 -1.03 -1.13 -1.16 -1.18
NLRC4 NLR family, CARD domainchr2p22-p21  activation of innate immune response --- 2.64 1.88 -2.33 -1.76 -3.00 -3.24 1.69 2.89 -2.49 -3.32 -1.87 -1.56
NLRP1 NLR family, pyrin domain cchr17p13.2  apoptotic process --- -3.70 -8.20 1.02 1.37 4.79 3.49 6.87 1.70 1.27 1.24 -1.28 -1.23
NLRP11 NLR family, pyrin domain cchr19q13.43  oxidation-reduction process --- 1.02 -1.24 -1.01 1.14 1.11 -1.03 -1.87 -1.36 -1.44 -1.43 -1.18 1.09
NMD3 NMD3 homolog (S. cerevis chr3q26.1  transport --- -1.02 1.02 -1.06 1.01 1.03 -1.01 1.14 1.05 -1.06 1.00 -1.05 -1.15
NME1 NME/NM23 nucleoside dipchr17q21.3  negative regulation of myeloid leukocyte Nucleotide_Metabolism // GenMAPP -1.01 -1.00 -1.09 1.05 -1.02 1.03 1.05 -1.03 1.39 1.09 -1.06 -1.08
NME6 NME/NM23 nucleoside dipchr3p21  nucleoside diphosphate phosphorylation --- 1.02 1.00 -1.04 -1.17 1.07 -1.04 1.07 1.01 1.13 1.09 1.33 1.27
NME7 NME/NM23 family membechr1q24  epithelial cilium movement Calcium_regulation_in_cardiac_cells // GenM 1.07 1.09 -1.07 -1.05 -1.10 -1.07 -1.05 -1.12 1.06 1.03 -1.09 -1.22
NME7 NME/NM23 family membechr1q24  epithelial cilium movement Calcium_regulation_in_cardiac_cells // GenM -1.03 -1.01 -1.02 1.01 1.10 -1.04 -1.09 -1.08 -1.24 -1.22 -1.44 -1.45
NME8 NME/NM23 family membechr7p14.1  nucleoside diphosphate phosphorylation --- -1.33 -1.18 1.09 1.24 -1.27 -1.05 1.27 1.10 2.01 1.58 1.44 -1.04
NMI N-myc (and STAT) interact chr2q23  transcription from RNA polymerase II pr --- 1.15 1.20 1.07 -1.01 -1.04 -1.02 -1.09 1.00 -1.33 -1.63 -1.11 -1.38
NMNAT2 nicotinamide nucleotide adechr1q25  vitamin metabolic process --- 1.05 -1.21 1.75 2.19 1.16 -1.38 1.59 1.29 -2.20 -1.75 -3.51 -2.55
NMNAT3 nicotinamide nucleotide adechr3q23  vitamin metabolic process --- -1.03 -1.02 -1.25 -1.23 -1.09 1.01 1.09 1.05 -1.58 -1.31 -1.41 -1.48
NMRAL1 NmrA-like family domain cchr16p13.3  potassium ion transport --- -1.08 -1.08 1.04 1.11 1.12 -1.04 1.21 1.14 1.01 -1.12 -1.24 -1.15
NMRAL1 NmrA-like family domain cchr16p13.3  potassium ion transport --- 1.02 -1.03 -1.01 1.12 -1.03 -1.02 1.09 1.18 -1.03 1.13 -1.52 -1.31
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NMT1 N-myristoyltransferase 1 chr17q21.31  in utero embryonic development --- -1.09 -1.12 -1.05 1.04 -1.04 -1.19 1.12 1.10 1.59 1.32 1.55 1.56
NMU neuromedin U chr4q12  gastric acid secretion --- -1.04 -1.06 -1.01 -1.05 1.07 1.06 -1.15 -1.09 1.10 1.18 -1.13 -1.04
NNMT nicotinamide N-methyltranschr11q23.1  xenobiotic metabolic process --- -1.07 -1.09 -1.05 -1.01 1.02 -1.02 -1.03 -1.01 1.20 1.06 1.28 1.33
NNT nicotinamide nucleotide tranchr5p12  tricarboxylic acid cycle --- -1.27 -1.19 -1.25 -1.03 1.17 1.18 1.47 1.01 -1.13 -1.30 -3.29 -2.96
NNT nicotinamide nucleotide tranchr5p12  tricarboxylic acid cycle --- 1.08 1.05 -1.02 -1.11 -1.06 1.13 -1.18 -1.10 -1.56 -1.13 -1.44 -1.49
NOB1 NIN1/RPN12 binding prote chr16q22.3 0 --- -1.11 -1.17 -1.03 -1.03 1.15 -1.01 1.42 1.19 1.35 1.06 1.21 1.22
NOC2L nucleolar complex associatechr1p36.33  negative regulation of transcription from --- 1.08 -1.01 -1.01 1.00 -1.35 -1.09 1.03 1.15 1.12 -1.17 1.09 1.03
NOC3L nucleolar complex associatechr10q23.33  fat cell differentiation --- 1.06 1.07 1.07 1.00 -1.05 1.02 1.04 -1.01 -1.03 -1.02 1.13 1.03
NOD2 nucleotide-binding oligome chr16q21  activation of MAPK activity --- -3.13 -5.17 4.61 3.63 3.42 3.54 4.07 4.06 9.38 8.24 6.12 7.07
NOG noggin chr17q22  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP -1.22 -1.31 -1.06 1.36 -1.02 1.33 -1.32 -1.00 1.06 1.90 1.02 1.41
NOL10 nucleolar protein 10 chr2p25.1 0 --- -1.04 -1.04 -1.04 1.01 -1.03 -1.04 -1.03 1.09 -1.08 -1.22 1.05 1.08
NOL3 nucleolar protein 3 (apoptoschr16q22.1  response to hypoxia --- -1.07 -1.10 1.08 1.27 1.10 -1.09 1.24 1.15 1.20 1.46 -1.15 1.31
NOL3 nucleolar protein 3 (apoptoschr16q22.1  mRNA processing --- 1.04 1.02 1.07 1.17 -1.27 -1.14 1.32 1.39 1.65 1.92 1.19 1.76
NOL3 nucleolar protein 3 (apoptoschr16q22.1  response to hypoxia --- -1.05 -1.13 1.11 1.13 1.10 -1.02 1.33 1.19 1.83 2.11 1.46 1.66
NOL6 nucleolar protein 6 (RNA-a chr9p13.3  rRNA processing --- 1.02 -1.04 1.09 1.17 1.13 1.01 1.05 1.06 1.24 1.09 1.26 1.43
NOL6 nucleolar protein 6 (RNA-a chr9p13.3  rRNA processing --- -1.09 -1.22 1.12 1.40 1.11 1.09 1.26 -1.01 -1.04 -1.22 1.31 1.37
NOL7 nucleolar protein 7, 27kDa chr6p23 0 --- 1.01 1.06 1.04 -1.05 -1.09 -1.07 -1.03 -1.11 -1.74 -1.51 -1.82 -2.25
NOL8 nucleolar protein 8 chr9q22.31  DNA replication --- -1.04 -1.04 -1.03 -1.03 1.00 -1.03 -1.03 1.07 -1.39 -1.43 -1.08 -1.19
NOL9 nucleolar protein 9 chr1p36.31  maturation of 5.8S rRNA --- -1.07 1.04 -1.02 1.02 1.11 -1.09 1.24 1.02 -1.44 -1.45 -1.47 -1.71
NOL9 nucleolar protein 9 chr1p36.31  maturation of 5.8S rRNA --- 1.00 -1.00 1.00 -1.04 1.01 1.02 -1.06 -1.08 -1.73 -1.61 -1.35 -1.38
NOLC1 nucleolar and coiled-body pchr10q24.32  transcription, DNA-dependent --- 1.34 1.30 1.09 -1.05 1.15 1.09 1.01 -1.00 1.46 1.02 1.38 1.02
NONO non-POU domain containin chrXq13.1  DNA repair mRNA_processing_Reactome // GenMAPP -1.02 -1.03 1.05 1.06 -1.01 -1.06 1.27 1.14 1.05 -1.02 1.30 1.51
NONO non-POU domain containin chrXq13.1  DNA repair mRNA_processing_Reactome // GenMAPP -1.03 1.06 -1.06 -1.07 1.02 1.01 1.05 -1.05 -1.03 -1.10 -1.17 -1.29
NONO non-POU domain containin chrXq13.1  DNA repair mRNA_processing_Reactome // GenMAPP -1.08 -1.08 -1.01 -1.06 1.01 -1.13 1.17 1.10 1.03 -1.03 1.28 1.43
NOP14 NOP14 nucleolar protein chr4p16.3  endonucleolytic cleavage in ITS1 to sepa --- -1.06 -1.10 -1.10 -1.01 -1.01 1.03 1.02 1.02 -1.10 -1.19 -1.23 -1.21
NOP14-AS1 NOP14 antisense RNA 1 chr4p16.3 0 --- -1.69 -1.54 1.35 1.12 -1.11 -1.13 1.87 1.31 -1.83 -1.92 1.30 -1.07
NOP14-AS1 NOP14 antisense RNA 1 chr4p16.3 0 --- -1.17 -1.09 1.01 -1.04 1.10 -1.04 1.19 1.15 -1.02 -1.14 -1.03 -1.07
NOP16 NOP16 nucleolar protein chr5q35.2 0 --- -1.05 -1.08 -1.03 1.01 1.04 1.15 -1.16 -1.06 1.26 1.34 1.11 1.20
NOP16 NOP16 nucleolar protein chr5q35.2 0 --- -1.08 -1.09 -1.05 1.01 1.07 1.02 -1.01 1.04 1.15 1.08 1.19 1.29
NOP2 NOP2 nucleolar protein chr12p13  rRNA processing --- -1.01 -1.07 -1.02 1.12 1.02 -1.00 1.10 1.16 1.61 1.15 1.44 1.50
NOP9 NOP9 nucleolar protein chr14q12 0 GPCRDB_Other // GenMAPP -1.01 -1.06 1.06 1.08 1.09 1.14 1.06 1.05 -1.11 -1.17 -1.41 -1.26
NOS1 nitric oxide synthase 1 (neu chr12q24.2-q24.31  response to hypoxia Smooth_muscle_contraction // GenMAPP 7.31 3.75 1.56 2.10 -3.01 -1.39 -1.47 -1.18 3.21 2.73 1.52 -2.96
NOSTRIN nitric oxide synthase traffickchr2q31.1  endocytosis --- -1.05 -1.16 1.31 1.26 1.27 1.09 1.13 1.20 -1.10 -1.28 -3.76 -2.47
NOTCH1 notch 1 chr9q34.3  negative regulation of transcription from --- 1.04 -1.02 -1.05 -1.01 1.02 1.17 -1.33 -1.33 -1.85 -1.47 -1.07 -1.20
NOTCH3 notch 3 chr19p13.2-p13.1  transcription, DNA-dependent --- -1.47 -1.12 1.16 1.02 4.11 1.85 -1.23 1.47 2.53 3.12 4.00 3.79
NOV nephroblastoma overexpres chr8q24.1  regulation of cell growth --- -1.02 -1.01 1.02 -1.29 1.00 -1.14 1.01 1.29 -2.17 -1.92 -1.23 -1.47
NOV nephroblastoma overexpres chr8q24.1  regulation of cell growth --- 1.21 1.10 1.03 -1.14 -1.10 1.03 -1.07 -1.13 -1.48 -1.24 -1.44 -1.56
NOVA2 neuro-oncological ventral anchr19q13.3 0 --- 1.11 2.52 -2.57 -2.79 -6.13 -1.07 3.21 4.07 -3.81 -1.21 -2.69 -1.47
NOX3 NADPH oxidase 3 chr6q25.3  temperature homeostasis --- -1.94 1.06 -1.91 1.20 1.79 2.92 -1.10 -2.93 -2.31 2.35 -1.25 1.70
NOX4 NADPH oxidase 4 chr11q14.2-q21  cell morphogenesis --- -1.21 -1.13 -2.01 -1.12 -1.65 -1.64 -1.94 -1.14 -4.15 -3.42 -9.81 1.37
NPAS2 neuronal PAS domain prote chr2q11.2  transcription, DNA-dependent --- -1.88 -1.28 -2.53 -1.57 2.14 1.62 1.14 2.04 3.84 -1.00 1.99 3.41
NPAS2 neuronal PAS domain prote chr2q11.2  transcription, DNA-dependent --- 1.03 -1.58 -1.00 -1.54 1.07 -1.60 1.52 1.17 1.16 -1.09 1.36 1.28
NPAS2 neuronal PAS domain prote chr2q11.2  transcription, DNA-dependent --- 1.28 -1.19 1.65 1.46 1.15 1.22 1.80 1.88 1.46 1.53 1.48 1.57
NPAS3 neuronal PAS domain prote chr14q12-q13  transcription, DNA-dependent --- 4.80 5.94 -1.59 1.52 -3.33 1.62 2.58 1.84 2.57 1.79 -2.57 1.35
NPAS3 neuronal PAS domain prote chr14q12-q13  transcription, DNA-dependent --- 15.90 1.78 -1.15 1.96 -2.94 -2.19 -2.94 -7.27 11.31 10.09 1.82 1.40
NPAT nuclear protein, ataxia-telanchr11q22-q23  regulation of transcription involved in G1--- 1.07 1.04 1.01 1.01 -1.02 1.00 -1.11 -1.06 -1.70 -1.66 -1.47 -1.44
NPC1 Niemann-Pick disease, type chr18q11.2  protein glycosylation --- -1.12 -1.12 1.01 1.04 -1.04 -1.11 1.16 1.05 1.84 1.51 2.38 2.37
NPC1 Niemann-Pick disease, type chr18q11.2  protein glycosylation --- -1.15 -1.22 -1.06 1.04 1.25 1.12 1.04 1.04 -1.05 -1.19 1.29 1.42
NPC1L1 NPC1-like 1 chr7p13  lipid metabolic process --- -1.95 1.08 -1.33 -1.64 1.32 1.18 -1.68 -1.05 1.60 1.67 1.39 1.72
NPC1L1 NPC1-like 1 chr7p13  lipid metabolic process --- -1.23 -1.89 -1.01 1.02 1.14 -1.93 1.08 -2.77 6.16 1.64 4.19 9.66
NPEPL1 aminopeptidase-like 1 chr20q13.32  proteolysis --- 1.12 1.03 1.03 1.03 -1.04 -1.04 -1.15 1.03 -2.54 -2.20 -2.51 -2.50
NPEPL1 aminopeptidase-like 1 chr20q13.32  proteolysis --- 1.05 -1.07 -1.13 1.11 -1.12 -1.07 1.31 1.58 1.19 1.06 -1.28 -1.11
NPEPPS aminopeptidase puromycin chr17q21  protein polyubiquitination --- 1.00 1.11 -1.07 -1.16 -1.06 -1.12 -1.02 -1.05 -1.22 -1.11 -1.23 -1.40
NPEPPS aminopeptidase puromycin chr17q21  protein polyubiquitination --- 1.12 1.09 -1.01 -1.08 -1.15 1.01 -1.35 -1.12 -1.37 -1.06 -1.48 -1.45
NPHP1 nephronophthisis 1 (juvenilechr2q13  signal transduction --- -1.01 -1.25 -1.38 -1.20 -1.03 1.09 -1.23 -1.10 -1.55 -1.29 -1.76 -2.26
NPHP1 nephronophthisis 1 (juvenilechr2q13  signal transduction --- -1.14 -1.07 -1.10 1.14 1.05 -1.14 1.29 -1.04 -2.14 -2.22 -1.71 -1.49
NPHP3 nephronophthisis 3 (adolescchr3q22.1  kidney development --- 1.27 -1.42 -1.25 -1.02 -2.65 -1.03 2.61 2.14 -1.22 -1.25 1.34 1.43
NPIPA2 /// NPnuclear pore complex interachr16p13.11 0 --- 1.18 1.04 1.07 1.45 -1.03 -1.07 1.09 1.28 -1.08 -1.32 -1.59 -1.13
NPL N-acetylneuraminate pyruvachr1q25  carbohydrate metabolic process --- 1.11 1.28 1.11 1.12 1.11 -1.21 -1.08 1.07 -1.53 -1.63 1.26 -1.22
NPL N-acetylneuraminate pyruvachr1q25  carbohydrate metabolic process --- 1.07 -1.09 1.54 1.47 1.27 1.54 -1.64 -1.26 1.01 -1.61 1.50 1.56
NPLOC4 nuclear protein localization chr17qter  cellular membrane fusion --- -1.01 -1.09 1.10 1.15 1.19 1.08 1.11 1.03 1.41 1.00 1.25 1.36
NPM1 nucleophosmin (nucleolar pchr5q35.1  DNA repair Nuclear_Receptors // GenMAPP -1.03 1.00 -1.03 1.01 1.02 1.01 1.06 -1.02 1.09 1.03 -1.35 -1.34
NPM1 nucleophosmin (nucleolar pchr5q35.1  DNA repair Nuclear_Receptors // GenMAPP -1.06 -1.00 -1.09 -1.03 1.02 -1.05 1.13 1.02 1.24 1.04 -1.08 -1.08
NPM2 nucleophosmin/nucleoplasmchr8p21.3  chromatin remodeling --- -1.36 1.61 -1.24 -1.42 1.09 -1.55 -1.79 -1.67 -1.85 -1.52 -2.84 -2.61
NPM3 nucleophosmin/nucleoplasmchr10q24.31  rRNA processing --- -1.03 -1.06 -1.04 -1.06 -1.00 -1.00 1.09 1.06 1.22 1.22 -1.00 -1.03
NPNT nephronectin chr4q24  ureteric bud development --- -1.50 -1.24 1.19 1.25 -1.39 -1.26 1.17 1.10 2.74 3.31 2.20 2.54
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NPR1 natriuretic peptide receptor chr1q21-q22  cGMP biosynthetic process --- -1.08 1.13 1.08 1.22 -1.18 -1.26 1.07 1.16 1.41 1.41 1.31 1.59
NPR1 natriuretic peptide receptor chr1q21-q22  cGMP biosynthetic process --- 1.20 1.01 1.08 1.23 -1.08 -1.01 1.02 1.09 -1.08 -1.17 1.12 1.55
NPR3 natriuretic peptide receptor chr5p14-p13  skeletal system development --- -1.08 -1.06 -1.04 1.00 1.04 -1.06 1.12 -1.17 1.76 1.67 1.92 1.69
NPR3 natriuretic peptide receptor chr5p14-p13  skeletal system development --- 1.12 1.22 1.04 1.01 1.06 1.04 1.09 1.01 1.19 1.28 -1.00 1.14
NPR3 natriuretic peptide receptor chr5p14-p13  skeletal system development --- -1.06 1.07 -1.04 -1.12 -1.15 1.01 1.04 1.08 1.17 1.41 1.35 1.33
NPRL3 nitrogen permease regulatorchr16p13.3 0 --- -1.07 -1.14 -1.04 -1.07 1.20 1.22 1.14 1.14 1.02 -1.03 1.22 1.33
NPRL3 nitrogen permease regulatorchr16p13.3 0 --- -1.12 -1.13 1.12 1.15 1.16 -1.03 1.26 1.23 1.05 -1.16 1.15 1.38
NPRL3 nitrogen permease regulatorchr16p13.3 0 --- -1.02 -1.15 -1.13 1.03 1.02 -1.03 1.07 1.25 -1.18 -1.40 -1.42 -1.40
NPTN-IT1 NPTN intronic transcript 1 (chr15q24.1 0 --- 1.42 1.57 -1.02 -1.07 1.05 1.56 -1.19 -1.13 -1.28 -1.02 -2.01 -2.76
NPW neuropeptide W chr16p13.3  G-protein coupled receptor signaling path--- -1.57 -1.91 -1.12 1.64 1.66 1.16 -1.15 -1.02 -1.88 -2.15 -1.02 1.48
NPY2R neuropeptide Y receptor Y2chr4q31  outflow tract morphogenesis GPCRDB_Class_A_Rhodopsin-like // GenM 2.65 -1.32 2.24 1.15 -3.58 -2.46 -2.97 1.27 1.64 -1.13 -1.15 1.18
NPY6R neuropeptide Y receptor Y6chr5q31.2  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM -1.75 -1.18 1.01 2.50 -1.13 -1.43 1.99 1.98 3.09 1.12 -2.28 1.48
NQO1 NAD(P)H dehydrogenase, qchr16q22.1  regulation of cellular amino acid metabol--- -1.03 1.02 -1.04 -1.07 1.03 -1.07 -1.02 -1.12 1.00 -1.07 -1.03 -1.18
NQO2 NAD(P)H dehydrogenase, qchr6p25.2  memory --- -1.11 -1.10 -1.04 1.11 1.02 -1.09 1.17 1.18 1.65 1.39 1.23 1.50
NR1D1 /// THnuclear receptor subfamily chr17q11.2  negative regulation of transcription from Nuclear_Receptors // GenMAPP -1.02 -1.04 -1.13 1.09 1.11 1.03 1.37 1.25 2.84 2.82 3.41 3.36
NR1D1 /// THnuclear receptor subfamily chr17q11.2  negative regulation of transcription from Nuclear_Receptors // GenMAPP -1.00 -1.10 1.11 1.35 1.04 -1.14 1.54 1.35 3.60 2.87 4.14 3.83
NR1D2 nuclear receptor subfamily chr3p24.2  transcription, DNA-dependent Circadian_Exercise // GenMAPP /// Nuclear_ -1.10 -1.24 1.49 1.20 1.14 1.09 1.10 -1.40 -1.18 -1.08 1.59 1.11
NR1H2 nuclear receptor subfamily chr19q13.3  negative regulation of transcription from Nuclear_Receptors // GenMAPP -1.04 -1.24 1.01 -1.05 -1.28 -1.32 1.26 1.05 1.19 1.14 -1.06 1.07
NR1I3 nuclear receptor subfamily chr1q23.3  transcription, DNA-dependent Nuclear_Receptors // GenMAPP -1.91 -5.06 -1.01 -1.16 -4.99 -1.69 -1.30 -1.74 2.83 1.85 -1.07 -5.03
NR2C2 nuclear receptor subfamily 2chr3p25  transcription, DNA-dependent Nuclear_Receptors // GenMAPP 1.20 1.18 -1.03 -1.06 1.04 1.14 -1.23 -1.03 -1.81 -1.46 -1.48 -1.56
NR2C2AP nuclear receptor 2C2-associchr19p13.11  transcription initiation from RNA polyme--- -1.06 -1.12 -1.02 1.03 1.12 -1.02 -1.00 -1.02 1.27 1.06 1.30 1.35
NR2F1 nuclear receptor subfamily 2chr5q14  negative regulation of transcription from Nuclear_Receptors // GenMAPP -1.12 -1.08 1.10 1.14 -1.01 1.02 -1.23 -1.15 -1.63 -1.77 -2.03 -1.59
NR2F1 nuclear receptor subfamily 2chr5q14  negative regulation of transcription from Nuclear_Receptors // GenMAPP 1.04 1.14 1.03 1.09 -1.11 1.04 -1.42 1.03 -1.51 -1.35 -1.95 -1.86
NR2F1-AS1 NR2F1 antisense RNA 1 chr5q15 0 --- 1.24 1.21 -1.09 -1.42 1.29 1.15 1.01 1.33 -2.39 -1.94 -1.22 -1.80
NR2F1-AS1 NR2F1 antisense RNA 1 chr5q15 0 --- -1.02 -1.01 1.03 1.16 1.06 1.03 -1.00 1.07 1.05 -1.13 -1.41 -1.27
NR2F1-AS1 NR2F1 antisense RNA 1 chr5q15 0 --- -1.08 1.24 -1.26 1.11 -1.37 -1.11 1.10 -1.13 -2.18 -1.90 -2.45 -2.07
NR2F2 nuclear receptor subfamily 2chr15q26  negative regulation of transcription from Nuclear_Receptors // GenMAPP 1.19 1.11 1.07 1.08 -1.31 -1.04 -1.64 -1.34 -2.30 -1.89 -1.58 -1.91
NR2F2 nuclear receptor subfamily 2chr15q26  negative regulation of transcription from Nuclear_Receptors // GenMAPP 1.03 1.11 -1.01 -1.10 -1.18 -1.13 -1.41 -1.12 -1.81 -1.59 -1.51 -1.99
NR2F2 nuclear receptor subfamily 2chr15q26  negative regulation of transcription from Nuclear_Receptors // GenMAPP -1.24 -1.44 1.21 -1.08 -1.66 -1.12 -1.25 -1.05 -1.30 -1.15 -1.15 -1.37
NR2F2 nuclear receptor subfamily 2chr15q26  negative regulation of transcription from Nuclear_Receptors // GenMAPP -1.02 -1.10 -1.04 1.01 -1.06 -1.05 -1.30 -1.13 -1.69 -1.73 -1.37 -1.37
NR2F2 nuclear receptor subfamily 2chr15q26  negative regulation of transcription from Nuclear_Receptors // GenMAPP 1.20 1.25 1.11 1.05 -1.00 1.14 -1.14 -1.11 -2.07 -1.69 -1.43 -1.85
NR2F6 nuclear receptor subfamily 2chr19p13.1  negative regulation of transcription from Nuclear_Receptors // GenMAPP -1.02 -1.01 1.01 1.13 -1.37 -1.18 1.03 1.59 -1.35 -1.77 1.74 2.16
NR3C1 nuclear receptor subfamily 3chr5q31.3  regulation of gluconeogenesis Apoptosis_KEGG // GenMAPP /// Nuclear_R 1.16 1.20 1.03 -1.10 1.05 -1.04 1.13 1.02 -1.01 -1.10 -1.18 -1.55
NR3C1 nuclear receptor subfamily 3chr5q31.3  regulation of gluconeogenesis Apoptosis_KEGG // GenMAPP /// Nuclear_R 1.00 1.14 -1.05 -1.22 -1.03 -1.05 -1.17 -1.08 -1.72 -1.27 -1.36 -1.59
NR3C1 nuclear receptor subfamily 3chr5q31.3  regulation of gluconeogenesis Apoptosis_KEGG // GenMAPP /// Nuclear_R -1.05 1.07 -1.03 -1.18 -1.00 -1.01 -1.09 -1.09 -1.44 -1.29 -1.33 -1.54
NR3C1 nuclear receptor subfamily 3chr5q31.3  regulation of gluconeogenesis Apoptosis_KEGG // GenMAPP /// Nuclear_R 1.01 1.09 -1.04 -1.15 -1.05 -1.05 1.02 1.09 -1.43 -1.35 -1.28 -1.39
NR3C1 nuclear receptor subfamily 3chr5q31.3  regulation of gluconeogenesis Apoptosis_KEGG // GenMAPP /// Nuclear_R 2.06 1.55 1.10 -1.07 1.38 1.50 1.07 -1.03 -3.73 -3.15 -4.05 -5.22
NR3C2 nuclear receptor subfamily 3chr4q31.1  transcription, DNA-dependent --- 1.05 1.03 -1.02 1.00 1.26 1.10 -1.53 -1.23 -2.91 -2.25 -1.70 -1.53
NR4A1 nuclear receptor subfamily 4chr12q13  positive regulation of endothelial cell proNuclear_Receptors // GenMAPP -1.31 1.05 1.37 1.20 -1.16 -1.11 1.31 1.09 1.01 -1.33 -1.40 -1.02
NR4A2 nuclear receptor subfamily 4chr2q22-q23  response to hypoxia Nuclear_Receptors // GenMAPP 1.10 1.17 1.12 1.10 1.16 1.17 1.80 1.38 2.17 1.90 1.59 1.33
NR5A2 nuclear receptor subfamily 5chr1q32.1  transcription, DNA-dependent Nuclear_Receptors // GenMAPP 11.63 8.31 -2.28 -5.45 1.20 -7.44 3.47 5.89 2.05 -8.80 -1.09 2.07
NR5A2 nuclear receptor subfamily 5chr1q32.1  transcription, DNA-dependent Nuclear_Receptors // GenMAPP 3.61 5.41 3.81 7.57 -4.07 -1.34 -1.24 1.19 4.66 5.08 1.28 -1.11
NR6A1 nuclear receptor subfamily 6chr9q33.3  negative regulation of transcription from --- -1.10 1.15 1.24 -1.23 -1.21 -1.18 -1.00 -2.31 2.30 1.30 -1.12 1.05
NRARP NOTCH-regulated ankyrin chr9q34.3  negative regulation of transcription from --- 1.04 1.05 -1.09 -1.02 1.12 1.07 -1.36 -1.14 -1.02 -1.11 -1.11 -1.25
NRAS neuroblastoma RAS viral (vchr1p13.2  MAPK cascade G_Protein_Signaling // GenMAPP /// MAPK 1.21 1.24 1.00 -1.14 1.09 1.10 1.23 -1.11 1.23 1.27 1.17 -1.12
NRBF2 nuclear receptor binding facchr10q21.3  transcription, DNA-dependent --- 1.41 1.32 -1.14 -1.18 -1.04 1.19 -1.36 -1.18 -1.07 -1.05 1.14 1.00
NRBP2 nuclear receptor binding prochr8q24.3  protein phosphorylation --- 1.13 -1.08 1.11 1.42 -1.08 -1.04 1.12 1.02 -1.05 -1.00 -1.76 -1.38
NRDE2 NRDE-2, necessary for RNAchr14q32.11 0 --- -1.13 -1.17 1.09 1.07 -1.03 1.24 1.12 -1.10 -1.57 -1.65 -1.95 -1.27
NREP neuronal regeneration relatechr5q22.1  regulation of transforming growth factor --- -1.03 -1.06 1.04 1.09 1.07 1.05 -1.07 -1.08 -1.61 -1.34 -1.85 -1.58
NREP neuronal regeneration relatechr5q22.1  regulation of transforming growth factor --- 1.08 1.03 1.24 -1.01 1.32 1.32 -1.25 -1.22 -1.67 -1.02 -1.41 -1.18
NRG4 neuregulin 4 chr15q24.2  epidermal growth factor receptor signalin--- -1.09 -1.07 1.04 1.03 1.34 1.11 -1.19 -1.09 -1.38 -1.23 -1.52 -1.01
NRGN neurogranin (protein kinase chr11q24  signal transduction --- -1.08 -1.23 -1.08 1.10 1.08 -1.09 1.34 1.12 -1.77 -1.41 -2.27 -2.51
NRIP1 nuclear receptor interacting chr21q11.2  negative regulation of transcription from Ovarian_Infertility_Genes // GenMAPP 1.28 1.34 1.08 -1.12 -1.09 1.02 -1.22 -1.12 -1.76 -1.64 -1.40 -2.04
NRIP3 nuclear receptor interacting chr11p15.3  proteolysis --- 1.60 1.29 1.06 1.27 1.63 1.37 -1.14 -1.41 1.77 1.78 1.63 1.33
NRIP3 nuclear receptor interacting chr11p15.3  proteolysis --- 1.06 1.05 1.21 1.14 1.02 1.10 -1.71 -1.27 1.47 1.21 1.28 1.28
NRM nurim (nuclear envelope mechr6p21.33 0 --- -1.06 -1.18 1.00 1.09 1.02 -1.05 1.25 1.13 1.11 1.14 -1.64 -1.36
NRP1 neuropilin 1 chr10p12  patterning of blood vessels --- -1.24 -1.63 -1.37 1.15 1.27 1.50 1.50 -1.17 -1.02 1.11 1.46 2.13
NRP1 neuropilin 1 chr10p12  angiogenesis --- -1.11 -1.08 -1.01 1.17 1.06 1.05 1.11 1.16 1.71 1.78 1.66 1.87
NRP2 neuropilin 2 chr2q33.3  angiogenesis --- 1.08 1.73 1.96 1.97 -1.35 -1.72 -1.36 1.06 1.25 1.35 1.47 1.32
NRP2 neuropilin 2 chr2q33.3  angiogenesis --- 1.06 1.18 1.83 1.25 -1.17 -1.24 -1.53 -1.11 1.19 -1.03 1.35 1.16
NRTN neurturin chr19p13.3  MAPK cascade --- 1.88 -1.39 -1.10 -1.08 -1.31 -1.57 -1.67 -2.89 1.89 1.48 1.77 2.10
NRXN1 neurexin 1 chr2p16.3  angiogenesis --- 6.14 5.58 -1.50 -2.36 1.00 -2.97 -1.07 1.78 17.57 2.77 2.17 2.58
NRXN3 neurexin 3 chr14q31  angiogenesis --- -1.15 -1.25 1.21 -1.22 -1.24 -1.39 -1.09 1.05 -2.09 -2.03 -2.17 -2.24
NRXN3 neurexin 3 chr14q31  angiogenesis --- 1.55 1.31 1.08 -1.20 -1.46 -1.23 -1.35 -1.11 -3.23 -2.25 -2.97 -3.83
NSD1 nuclear receptor binding SEchr5q35  negative regulation of transcription from --- -1.04 -1.02 -1.05 -1.10 1.10 1.02 -1.10 -1.11 -1.27 -1.30 -1.34 -1.22
NSD1 nuclear receptor binding SEchr5q35  negative regulation of transcription from --- 1.12 1.22 -1.08 -1.07 -1.14 -1.02 -1.46 -1.19 -3.12 -2.43 -3.29 -4.07

151 of 293



ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

NSDHL NAD(P) dependent steroid dchrXq28  hair follicle development Cholesterol_Biosynthesis // GenMAPP 1.05 1.07 1.04 1.04 1.00 -1.07 -1.01 -1.02 1.18 -1.01 1.73 1.60
NSDHL NAD(P) dependent steroid dchrXq28  hair follicle development Cholesterol_Biosynthesis // GenMAPP -1.09 -1.06 1.03 -1.03 1.03 -1.07 1.05 -1.02 1.30 1.14 2.04 2.05
NSF N-ethylmaleimide-sensitive chr17q21  positive regulation of receptor recycling --- -1.10 -1.15 1.18 1.08 1.14 1.02 -1.03 -1.00 -1.40 -1.10 -1.27 -1.17
NSFL1C NSFL1 (p97) cofactor (p47)chr20p13 0 --- -1.02 -1.12 -1.02 1.11 1.01 -1.03 -1.02 1.03 -1.06 -1.15 -1.41 -1.19
NSFL1C NSFL1 (p97) cofactor (p47)chr20p13 0 --- -1.03 -1.01 1.01 -1.06 1.03 -1.11 1.07 1.06 1.04 1.04 1.05 1.13
NSFL1C NSFL1 (p97) cofactor (p47)chr20p13 0 --- 1.00 -1.02 -1.02 -1.08 1.09 1.03 1.08 1.02 1.05 1.09 1.12 1.17
NSFL1C NSFL1 (p97) cofactor (p47)chr20p13 0 --- 1.01 1.06 1.06 -1.01 -1.00 -1.07 1.14 1.08 -1.16 -1.04 1.10 1.03
NSG1 neuron specific gene family chr4p16.3  dopamine receptor signaling pathway --- 3.01 3.25 1.09 1.09 1.87 3.59 1.63 1.57 4.43 2.69 2.45 4.44
NSL1 NSL1, MIND kinetochore cchr1q41  M phase of mitotic cell cycle --- 1.05 1.10 -1.03 -1.03 -1.05 1.10 -1.15 -1.01 -1.46 -1.30 -1.30 -1.36
NSL1 NSL1, MIND kinetochore cchr1q41  M phase of mitotic cell cycle --- 1.19 1.02 -1.03 -1.11 -1.14 -1.13 -1.18 -1.18 -1.69 -1.47 -1.18 -1.08
NSMAF neutral sphingomyelinase (Nchr8q12-q13  ceramide metabolic process --- -1.01 -1.02 1.02 1.04 -1.04 -1.01 -1.03 1.02 -1.14 -1.13 -1.37 -1.27
NSMCE4A non-SMC element 4 homolochr10q26.13  DNA repair --- 1.32 1.33 -1.14 1.15 1.16 -1.06 -1.07 1.17 -1.24 -1.65 1.16 1.06
NSMCE4A non-SMC element 4 homolochr10q26.13  DNA repair --- 1.03 1.01 1.15 1.17 1.02 1.06 -1.19 -1.03 -1.40 -1.38 -1.60 -1.27
NSMCE4A non-SMC element 4 homolochr10q26.13  DNA repair --- -1.02 1.02 1.04 1.09 1.02 -1.03 1.04 1.14 1.06 -1.16 -1.21 -1.15
NSMF NMDA receptor synaptonucchr9q34.3  positive regulation of protein dephosphor--- 1.29 1.05 1.03 1.23 1.02 -1.08 1.10 1.17 1.23 1.07 -1.42 -1.19
NSRP1 nuclear speckle splicing reg chr17q11.2  regulation of alternative mRNA splicing, --- 1.04 1.02 -1.01 -1.09 -1.00 1.07 -1.16 -1.11 1.32 1.17 1.35 1.18
NSUN2 NOP2/Sun RNA methyltranchr5p15.31  cell cycle --- -1.01 1.01 -1.04 1.01 -1.03 -1.01 -1.02 -1.00 -1.14 -1.12 -1.04 1.03
NSUN3 NOP2/Sun domain family, mchr3q11.1  methylation --- 1.44 1.40 1.13 1.30 -1.04 -1.19 -1.13 1.44 1.70 1.67 1.97 1.51
NSUN3 NOP2/Sun domain family, mchr3q11.1  methylation --- 1.15 1.17 1.10 1.03 -1.12 -1.33 1.00 -1.22 1.11 -1.17 1.36 1.01
NSUN3 NOP2/Sun domain family, mchr3q11.1  methylation --- 1.07 -1.17 -1.04 -1.10 1.01 1.46 -1.93 -1.52 -1.40 -1.36 -1.57 -1.42
NSUN4 NOP2/Sun domain family, mchr1p34  rRNA processing --- 1.87 1.80 -1.13 1.06 -1.13 -1.37 -1.47 -1.15 1.19 -1.53 -1.64 1.11
NSUN4 NOP2/Sun domain family, mchr1p34  rRNA processing --- 1.15 1.04 1.19 1.26 1.02 1.05 1.06 1.03 1.06 -1.04 1.44 1.39
NSUN4 NOP2/Sun domain family, mchr1p34  rRNA processing --- 1.06 -1.08 -1.01 1.21 1.00 -1.10 1.16 1.08 -1.30 -1.21 1.25 1.27
NSUN6 NOP2/Sun domain family, mchr10p12.31  methylation --- -1.05 -1.19 -1.04 1.04 1.25 -1.11 -1.11 -1.00 -1.67 -2.21 -1.27 1.06
NSUN6 NOP2/Sun domain family, mchr10p12.31  methylation --- -1.27 -1.16 -1.12 -1.15 1.02 1.02 -1.08 -1.06 -1.33 -1.44 -1.14 -1.14
NT5C1B /// N5'-nucleotidase, cytosolic IBchr2p /// chr2p24.2  purine nucleobase metabolic process --- 2.95 2.64 7.96 7.11 1.29 1.05 -1.14 -4.18 4.95 2.22 3.75 9.07
NT5C2 5'-nucleotidase, cytosolic II chr10q24.32  purine nucleobase metabolic process --- 1.04 1.05 1.06 -1.14 -1.05 -1.02 -1.23 -1.17 -1.78 -1.99 -1.17 -1.52
NT5C3A 5'-nucleotidase, cytosolic II chr7p14.3  pyrimidine nucleobase metabolic process--- 1.11 1.08 1.01 -1.02 1.16 1.09 1.12 -1.08 -1.19 -1.15 1.30 1.12
NT5C3B 5'-nucleotidase, cytosolic II chr17q21.2  nucleotide metabolic process --- -1.14 -1.17 -1.11 -1.01 1.11 1.04 1.09 1.03 -1.22 -1.25 -1.50 -1.37
NT5DC1 5'-nucleotidase domain contchr6q22.1 0 --- 1.08 -1.04 1.09 -1.01 1.09 1.05 -1.05 -1.06 -1.94 -1.71 -1.78 -1.51
NT5DC1 5'-nucleotidase domain contchr6q22.1 0 --- -1.01 1.02 -1.02 -1.03 -1.00 -1.06 1.02 1.02 -1.25 -1.03 -1.18 -1.18
NT5DC4 5'-nucleotidase domain contchr2q13 0 --- 1.48 1.82 -1.17 -1.05 1.40 1.02 1.82 -1.04 4.64 4.13 3.14 3.08
NT5E 5'-nucleotidase, ecto (CD73chr6q14-q21  purine nucleobase metabolic process --- 1.46 1.95 1.15 -1.06 -1.01 -1.06 2.04 1.54 1.97 1.74 2.50 2.39
NT5E 5'-nucleotidase, ecto (CD73chr6q14-q21  purine nucleobase metabolic process --- 1.02 1.18 -1.05 1.07 1.10 1.20 1.64 1.59 1.69 1.59 1.97 2.15
NT5E 5'-nucleotidase, ecto (CD73chr6q14-q21  purine nucleobase metabolic process --- 1.20 1.64 1.51 1.37 1.13 -1.04 2.07 1.35 1.95 1.38 2.47 2.13
NT5E 5'-nucleotidase, ecto (CD73chr6q14-q21  purine nucleobase metabolic process --- -1.11 1.00 1.20 1.27 1.61 1.63 1.77 1.79 5.74 4.51 5.49 5.61
NTAN1 N-terminal asparagine amidchr16p13.11  memory --- -1.01 -1.01 -1.13 -1.13 1.02 -1.03 1.18 1.03 -1.15 -1.05 1.05 1.20
NTMT1 N-terminal Xaa-Pro-Lys N- chr9q34.11  spindle organization --- -1.07 -1.09 1.02 1.05 -1.00 -1.08 1.24 1.29 1.79 1.36 1.48 1.51
NTMT1 N-terminal Xaa-Pro-Lys N- chr9q34.11  spindle organization --- 1.03 -1.06 1.04 1.03 1.03 1.02 1.19 1.10 1.81 1.41 1.87 1.88
NTN1 netrin 1 chr17p13-p12  neuron migration --- -1.02 1.88 4.44 3.57 -9.15 -2.46 -1.17 -1.12 1.66 1.47 2.39 2.16
NTN4 netrin 4 chr12q22  axon guidance --- 1.08 1.14 1.08 -1.11 1.04 1.06 1.25 1.11 -1.49 -1.59 1.15 -1.00
NTNG1 netrin G1 chr1p13.3  multicellular organismal development --- -1.46 -1.60 1.24 1.25 7.70 21.60 1.26 -1.96 -2.51 -2.47 -3.03 -1.57
NTNG1 netrin G1 chr1p13.3  multicellular organismal development --- -1.33 -1.25 1.09 1.08 -2.45 -1.01 -1.16 -1.12 -2.25 -2.32 -2.00 1.01
NTPCR nucleoside-triphosphatase, cchr1q42.2 0 --- -1.10 -1.02 1.06 1.06 1.01 1.04 -1.01 1.02 1.03 1.01 1.31 1.29
NTPCR nucleoside-triphosphatase, cchr1q42.2 0 --- -1.07 -1.03 1.05 1.11 1.10 -1.09 1.16 1.01 1.78 1.46 1.57 1.53
NTRK2 neurotrophic tyrosine kinasechr9q22.1  vasculogenesis --- 1.08 1.35 3.91 3.22 -1.06 -1.05 3.43 1.61 5.37 -1.01 1.47 1.04
NUAK1 NUAK family, SNF1-like kchr12q23.3  protein phosphorylation --- -1.02 1.03 -1.02 -1.12 1.04 -1.03 1.13 1.01 -1.28 -1.29 -1.48 -1.62
NUB1 negative regulator of ubiqui chr7q36  ubiquitin-dependent protein catabolic pro--- -1.10 -1.03 1.02 -1.01 1.09 1.01 1.10 1.08 -1.00 -1.11 -1.02 1.04
NUB1 negative regulator of ubiqui chr7q36  ubiquitin-dependent protein catabolic pro--- -1.05 -1.11 -1.13 -1.12 1.01 1.16 -1.02 1.12 1.13 1.10 -1.19 -1.13
NUBP1 nucleotide binding protein 1chr16p13.13  cellular iron ion homeostasis --- 1.02 1.08 -1.04 -1.07 1.08 1.04 1.05 -1.05 1.11 -1.05 1.32 1.33
NUBPL nucleotide binding protein-lchr14q12  mitochondrial respiratory chain complex --- 1.14 1.13 1.21 1.10 -1.29 -1.14 -1.01 1.05 -1.62 -1.28 -1.72 -1.87
NUCB2 nucleobindin 2 chr11p15.1 0 --- -1.10 1.26 -1.10 1.07 -1.03 -1.07 -1.06 -1.25 -1.17 -1.19 1.76 1.66
NUCKS1 nuclear casein kinase and cychr1q32.1  phosphorylation --- 1.21 1.23 -1.02 -1.17 -1.17 -1.04 -1.18 -1.08 -1.10 -1.02 -1.49 -1.68
NUCKS1 nuclear casein kinase and cychr1q32.1  phosphorylation --- -1.15 1.01 -1.09 -1.18 1.06 -1.07 1.30 1.31 1.33 1.09 1.01 -1.01
NUCKS1 nuclear casein kinase and cychr1q32.1  phosphorylation --- 1.31 1.25 1.03 1.00 -1.10 -1.01 -1.12 -1.10 1.00 1.01 -1.16 -1.32
NUCKS1 nuclear casein kinase and cychr1q32.1  phosphorylation --- -1.05 -1.02 -1.04 1.04 -1.08 -1.07 1.06 1.01 1.27 1.08 -1.10 -1.03
NUCKS1 nuclear casein kinase and cychr1q32.1 0 --- -1.03 -1.01 -1.07 1.02 -1.09 -1.04 1.00 -1.04 1.20 1.12 -1.07 -1.11
NUDCD1 NudC domain containing 1 chr8q23 0 --- 1.14 1.07 -1.06 1.00 -1.07 -1.06 1.04 -1.17 1.16 1.11 1.40 1.16
NUDCD2 NudC domain containing 2 chr5q34 0 --- 1.20 1.12 1.00 -1.07 -1.01 1.03 1.01 -1.05 -1.04 1.11 1.37 1.23
NUDCD2 NudC domain containing 2 chr5q34 0 --- 1.11 1.12 1.02 -1.09 -1.04 -1.04 -1.02 -1.04 1.07 1.07 1.26 1.18
NUDCD3 NudC domain containing 3 chr7p13-p12 0 --- -1.03 1.00 -1.07 -1.04 -1.10 -1.09 -1.01 1.08 1.04 1.19 1.07 1.18
NUDT13 nudix (nucleoside diphosph chr10q22.1 0 --- -1.00 -1.20 1.14 -1.23 -1.49 -1.10 1.18 1.04 -2.37 -2.03 -2.71 -2.31
NUDT16 nudix (nucleoside diphosph chr3q22.1  adenosine to inosine editing --- -1.02 -1.12 -1.03 1.16 -1.05 1.07 -1.33 1.09 -1.05 -1.10 1.12 1.35
NUDT16 nudix (nucleoside diphosph chr3q22.1  adenosine to inosine editing --- -1.18 -1.15 -1.04 1.02 1.04 1.02 -1.12 1.22 -1.79 -1.69 -1.65 -1.32
NUDT16 nudix (nucleoside diphosph chr3q22.1  adenosine to inosine editing --- -1.10 -1.08 -1.10 1.02 -1.26 -1.10 1.20 1.29 -1.44 -1.29 -1.12 -1.15
NUDT16L1 nudix (nucleoside diphosph chr16p13.3 0 --- 1.04 -1.05 -1.15 1.04 -1.26 -1.09 1.10 1.13 -1.03 1.23 -1.82 -1.81
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NUDT16P1 nudix (nucleoside diphosph chr3q22.1 0 --- 1.10 1.12 1.08 1.11 1.04 -1.27 -1.02 -1.02 -1.57 -1.63 -1.22 -1.54
NUDT21 nudix (nucleoside diphosph chr16q12.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.00 1.03 -1.03 -1.01 1.05 1.03 1.16 1.04 1.33 1.40 1.81 1.83
NUDT21 nudix (nucleoside diphosph chr16q12.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.03 1.04 1.05 1.02 1.11 1.01 1.21 1.10 -1.05 1.10 1.25 1.17
NUDT21 nudix (nucleoside diphosph chr16q12.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.21 1.13 1.09 1.02 -1.06 1.12 -1.26 -1.14 -1.48 -1.31 -1.48 -1.51
NUDT22 nudix (nucleoside diphosph chr11q13.1 0 --- 1.00 -1.07 -1.01 1.07 1.04 -1.12 1.26 1.21 1.64 1.50 1.31 1.49
NUDT4 nudix (nucleoside diphosph chr12q21  cyclic nucleotide metabolic process --- 1.69 2.07 1.07 -1.27 -1.32 -1.24 -1.35 1.06 1.66 1.35 -1.26 1.25
NUDT5 nudix (nucleoside diphosph chr10p14  nucleobase-containing compound metabo--- -1.01 -1.06 1.03 1.22 -1.09 1.03 -1.39 -1.15 -1.07 1.05 -1.47 -1.31
NUDT6 nudix (nucleoside diphosph chr4q26 0 --- 1.02 -1.05 1.07 1.05 -1.05 -1.07 1.36 1.33 1.40 -1.03 1.24 -1.01
NUDT6 nudix (nucleoside diphosph chr4q26 0 --- 1.08 1.01 1.05 -1.02 1.09 1.03 1.16 -1.03 -1.04 -1.12 1.29 1.07
NUDT7 nudix (nucleoside diphosph chr16q23.1  nucleoside diphosphate metabolic proces --- -1.33 -1.33 -1.10 -1.03 -1.04 -1.24 -1.08 -1.08 -1.68 -1.47 -1.35 -1.40
NUDT9 nudix (nucleoside diphosph chr4q22.1  cation transport --- 1.04 1.02 1.03 -1.06 1.21 1.07 -1.03 -1.02 -1.27 -1.17 -1.15 -1.14
NUFIP1 nuclear fragile X mental ret chr13q14  box C --- -1.02 -1.05 -1.08 -1.14 -1.08 1.06 -1.05 -1.09 -1.03 -1.07 1.68 1.49
NUFIP1 nuclear fragile X mental ret chr13q14  box C --- 1.02 1.18 -1.01 1.02 -1.12 1.12 -1.17 1.01 -1.21 -1.30 -1.40 -1.82
NUFIP1 nuclear fragile X mental ret chr13q14  box C --- -1.02 1.02 -1.08 1.03 1.14 1.35 -1.12 -1.17 -1.02 -1.15 1.35 1.32
NUFIP2 nuclear fragile X mental ret chr17q11.2 0 --- 1.08 1.11 1.06 1.03 1.05 -1.03 -1.05 -1.05 -1.19 -1.24 1.20 -1.01
NUFIP2 nuclear fragile X mental ret chr17q11.2 0 --- -1.08 -1.02 -1.02 -1.00 1.12 -1.04 -1.12 -1.05 1.03 -1.12 1.34 1.35
NUMA1 nuclear mitotic apparatus prchr11q13  G2 --- -1.28 -1.20 -1.02 -1.08 1.06 -1.17 -1.08 -1.30 -1.74 -1.62 -1.52 -1.01
NUMA1 nuclear mitotic apparatus prchr11q13  G2 --- 1.16 -1.05 1.27 1.07 -1.23 -1.12 -1.22 -1.09 -2.53 -1.54 -1.98 -1.59
NUMA1 nuclear mitotic apparatus prchr11q13  G2 --- 1.06 1.02 1.05 1.08 -1.07 1.01 1.03 -1.04 -1.33 -1.41 -1.45 -1.45
NUMB numb homolog (Drosophila chr14q24.3  Notch signaling pathway --- 1.05 1.02 -1.06 1.02 -1.07 -1.00 -1.10 -1.02 1.19 1.23 1.08 1.07
NUMBL numb homolog (Drosophila chr19q13.13-q13.2  multicellular organismal development --- 1.06 1.01 1.04 -1.09 -1.02 1.14 -1.09 -1.13 -1.00 1.08 -1.34 -1.32
NUP107 nucleoporin 107kDa chr12q15  M phase of mitotic cell cycle --- 1.12 1.12 -1.02 -1.04 -1.08 -1.03 -1.09 -1.10 -1.03 -1.23 -1.10 -1.34
NUP133 nucleoporin 133kDa chr1q42.13  M phase of mitotic cell cycle --- 1.01 -1.02 -1.00 1.03 -1.09 1.01 -1.02 -1.00 -1.59 -1.52 -1.65 -1.58
NUP153 nucleoporin 153kDa chr6p22.3  carbohydrate metabolic process --- -1.10 1.08 1.21 1.46 1.10 -1.53 1.06 1.13 -1.48 -1.69 -1.22 -1.61
NUP155 nucleoporin 155kDa chr5p13.1  mitotic cell cycle --- -1.06 -1.06 1.04 1.09 1.04 -1.02 1.13 1.02 1.17 1.07 1.19 1.19
NUP160 nucleoporin 160kDa chr11p11.2  M phase of mitotic cell cycle --- 1.04 -1.04 1.02 1.17 -1.11 1.12 -1.14 1.02 -1.50 -1.14 -1.70 -1.79
NUP160 nucleoporin 160kDa chr11p11.2  M phase of mitotic cell cycle --- 1.19 1.02 1.03 1.31 1.01 -1.08 -1.01 1.10 -1.03 -1.32 -1.59 -1.92
NUP160 nucleoporin 160kDa chr11p11.2  M phase of mitotic cell cycle --- 1.01 1.07 -1.25 1.04 -1.10 1.20 -1.24 -1.18 -1.27 -1.24 -1.19 -1.32
NUP210 nucleoporin 210kDa chr3p25.1  mitotic cell cycle --- -1.17 -1.11 -1.08 1.10 1.17 -1.04 1.11 1.05 -1.25 -1.07 -1.23 -1.32
NUP210 nucleoporin 210kDa chr3p25.1  carbohydrate metabolic process --- -1.07 -1.07 -1.03 1.01 1.02 -1.00 1.08 1.02 1.17 1.13 -1.05 -1.02
NUP214 nucleoporin 214kDa chr9q34.1  mitotic cell cycle --- 1.02 1.01 -1.02 -1.07 1.03 -1.02 -1.29 -1.07 -2.44 -2.80 -1.98 -2.17
NUP214 nucleoporin 214kDa chr9q34.1  mitotic cell cycle --- 1.06 1.11 -1.01 1.03 -1.04 -1.15 1.13 1.10 -1.27 -1.36 -1.09 -1.11
NUP35 nucleoporin 35kDa chr2q32.1  mitotic cell cycle --- 1.20 1.23 -1.03 -1.10 -1.04 -1.07 -1.31 -1.06 -1.47 -1.70 1.03 -1.24
NUP50 nucleoporin 50kDa chr22q13.31  mitotic cell cycle --- -1.13 -1.14 1.04 1.15 1.04 -1.01 1.35 1.12 1.34 1.17 1.47 1.30
NUP50 nucleoporin 50kDa chr22q13.31  mitotic cell cycle --- 1.00 -1.08 1.09 1.03 -1.01 1.07 1.22 1.06 1.54 1.32 2.03 1.53
NUP50 nucleoporin 50kDa chr22q13.31  mitotic cell cycle --- 1.04 1.08 1.02 -1.01 -1.04 1.02 -1.19 -1.12 -1.35 -1.26 -1.25 -1.40
NUP62CL nucleoporin 62kDa C-termi chrXq22.3  transport --- 1.44 1.37 1.07 1.01 -1.09 -1.07 1.15 1.13 -1.16 -1.32 -1.40 -1.94
NUP62CL nucleoporin 62kDa C-termi chrXq22.3  transport --- -1.21 -1.10 1.30 1.01 1.46 1.11 -1.11 -1.11 -3.17 -1.34 -2.32 -2.20
NUP98 nucleoporin 98kDa chr11p15.5  protein import into nucleus, docking --- 1.10 1.08 -1.01 -1.03 -1.02 1.03 -1.05 -1.04 -1.03 -1.06 1.14 1.03
NUP98 nucleoporin 98kDa chr11p15.5  protein import into nucleus, docking --- 1.13 1.12 1.09 -1.07 1.05 1.00 -1.20 -1.08 1.06 -1.90 -2.07 -1.82
NUP98 nucleoporin 98kDa chr11p15.5  protein import into nucleus, docking --- 1.01 -1.03 1.03 1.08 1.10 -1.04 1.17 1.09 1.17 1.00 1.34 1.46
NUPL1 nucleoporin like 1 chr13q12.13  mitotic cell cycle --- 1.03 -1.09 1.19 1.27 1.15 -1.06 1.15 -1.02 2.95 1.89 2.06 2.12
NUPL2 nucleoporin like 2 chr7p15  mitotic cell cycle --- 1.24 1.13 1.17 1.08 1.00 1.17 -1.24 -1.35 -1.60 -1.57 -1.24 -1.31
NUS1 nuclear undecaprenyl pyropchr6q22.1  angiogenesis --- 1.24 1.27 1.04 -1.15 -1.01 -1.03 -1.44 -1.21 -1.94 -1.46 -1.26 -1.34
NUS1 nuclear undecaprenyl pyropchr6q22.1  angiogenesis --- 1.13 1.16 1.17 1.15 -1.02 1.04 1.02 -1.13 1.10 1.34 1.59 1.41
NUS1P3 nuclear undecaprenyl pyropchr13q12  angiogenesis --- 1.06 -1.13 -1.07 -1.23 -1.16 -1.23 -1.18 -1.07 1.09 -1.07 1.07 -1.12
NUSAP1 nucleolar and spindle associchr15q15.1  mitotic sister chromatid segregation --- -1.09 -1.06 1.08 -1.05 1.08 -1.01 -1.02 1.07 1.25 1.05 1.29 1.14
NUTM2A-ASNUTM2A antisense RNA 1chr10q23.2 0 --- 1.05 1.02 -1.01 -1.41 1.08 1.08 -1.30 -1.06 -2.72 -3.10 -2.93 -2.09
NVL nuclear VCP-like chr1q41-q42.2  DNA repair --- 1.04 1.02 -1.03 1.07 1.15 1.01 1.14 1.07 -1.28 -1.18 -1.15 -1.09
NXF1 nuclear RNA export factor chr11q12-q13  RNA export from nucleus mRNA_processing_Reactome // GenMAPP -1.02 1.02 1.05 -1.01 1.02 -1.01 -1.01 -1.04 -1.22 -1.39 -1.07 -1.09
NXPE3 neurexophilin and PC-esterachr3q12.3 0 --- 1.21 1.00 1.09 -1.15 -1.02 1.40 -1.35 -1.32 -2.47 -2.39 -1.75 -2.02
NXPE4 neurexophilin and PC-esterachr11q23.2 0 --- 1.43 1.01 -1.13 1.52 -2.34 -1.95 -1.57 1.44 11.41 8.03 -14.67 1.14
NXPH4 neurexophilin 4 chr12q13.3  neuropeptide signaling pathway --- 1.01 -1.02 1.16 1.02 1.01 -1.33 1.24 -1.20 1.54 1.55 1.39 2.10
NXT1 NTF2-like export factor 1 chr20p12-p11.2  RNA export from nucleus --- 1.05 1.16 1.11 -1.24 -1.01 -1.09 -1.07 -1.07 1.33 1.01 1.45 1.22
NXT2 nuclear transport factor 2-likchrXq23  transport --- 1.04 1.05 -1.01 1.02 -1.14 -1.03 -1.17 -1.07 -1.36 -1.15 -1.45 -1.70
NYAP1 neuronal tyrosine-phosphorychr7q22.1  phosphatidylinositol 3-kinase cascade --- -1.23 -1.27 1.20 1.68 1.62 1.15 -1.03 1.26 -1.01 1.15 2.29 1.58
NYAP2 neuronal tyrosine-phosphorychr2q36.3  phosphatidylinositol 3-kinase cascade --- 1.25 1.02 1.04 -1.17 1.24 1.19 1.19 -1.06 -3.50 -2.50 -3.19 -3.28
OAF OAF homolog (Drosophila)chr11q23.3 0 --- 1.07 1.08 -1.08 1.07 -1.12 -1.08 1.09 1.02 1.76 1.46 1.12 1.13
OARD1 O-acyl-ADP-ribose deacyla chr6p21.1  purine nucleoside metabolic process --- -1.11 -1.07 -1.03 1.09 1.04 -1.05 -1.01 1.10 -1.12 1.04 1.02 1.08
OAS1 2'-5'-oligoadenylate synthet chr12q24.2  purine nucleotide biosynthetic process --- -1.03 -1.12 1.06 1.03 1.09 -1.00 1.97 1.23 1.37 1.07 -1.03 -1.21
OAS1 2'-5'-oligoadenylate synthet chr12q24.2  purine nucleotide biosynthetic process --- 1.06 -1.00 -1.11 -1.06 -1.15 -1.03 1.36 1.41 1.23 1.12 -1.09 -1.09
OAS2 2'-5'-oligoadenylate synthet chr12q24.2  nucleobase-containing compound metabo--- 1.13 1.11 1.22 1.28 1.04 -1.10 4.12 3.22 3.11 1.47 1.09 -1.91
OAS2 2'-5'-oligoadenylate synthet chr12q24.2  nucleobase-containing compound metabo--- 1.00 1.07 1.29 1.48 1.89 1.30 3.65 2.90 2.46 2.30 2.11 1.03
OAS2 2'-5'-oligoadenylate synthet chr12q24.2  nucleobase-containing compound metabo--- -1.29 -1.82 1.50 2.58 1.13 1.27 10.81 4.93 1.70 -1.19 1.10 1.01
OAS3 2'-5'-oligoadenylate synthet chr12q24.2  nucleobase-containing compound metabo--- 1.11 1.11 1.08 1.08 1.01 -1.03 1.58 1.25 1.52 1.36 -1.10 -1.18
OASL 2'-5'-oligoadenylate synthet chr12q24.2  immune response --- -1.21 -1.18 -1.07 1.07 -1.05 -1.03 7.66 5.06 4.66 2.91 3.87 2.70
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OASL 2'-5'-oligoadenylate synthet chr12q24.2  immune response --- -1.15 -1.16 -1.02 1.27 1.18 1.15 6.89 4.18 6.16 4.16 2.80 2.16
OAZ1 ornithine decarboxylase ant chr19p13.3  regulation of cellular amino acid metabolNucleotide_Metabolism // GenMAPP -1.05 1.03 -1.04 -1.02 1.01 -1.02 1.02 -1.02 1.26 1.15 1.12 1.07
OAZ2 ornithine decarboxylase ant chr15q22.31  regulation of cellular amino acid metabol--- -1.06 -1.03 1.06 1.02 1.06 -1.05 -1.15 -1.17 -1.28 -1.16 -1.29 -1.18
OAZ3 ornithine decarboxylase ant chr1q21.3  regulation of cellular amino acid metabol--- -1.05 -1.13 -1.01 -1.01 1.04 1.01 1.09 -1.01 1.08 1.16 -1.00 1.21
OBFC1 oligonucleotide/oligosacchachr10q24.33  telomere maintenance --- 1.13 -1.07 -1.98 -1.63 2.74 2.72 -1.96 -1.58 1.30 1.37 1.50 1.82
OBFC1 oligonucleotide/oligosacchachr10q24.33  telomere maintenance --- -1.10 -1.07 1.06 1.14 1.01 -1.17 1.34 1.25 2.42 1.87 2.02 2.30
OBP2A odorant binding protein 2A chr9q34  transport --- -1.74 -1.74 2.40 1.92 -1.09 3.59 -1.28 -2.29 -2.09 -1.61 -3.72 -3.96
OBSL1 obscurin-like 1 chr2q35  cytoskeleton organization --- -1.08 1.23 -8.95 -2.09 -17.30 -2.31 -1.58 1.35 -3.61 -2.19 3.44 2.10
OBSL1 obscurin-like 1 chr2q35  cytoskeleton organization --- -1.23 -1.31 1.06 1.17 1.06 -1.10 1.17 1.08 -1.13 -1.14 -2.11 -1.50
OBSL1 obscurin-like 1 chr2q35  cytoskeleton organization --- -1.03 -1.10 -1.01 1.20 1.03 -1.09 1.30 1.25 -1.04 -1.11 -2.23 -1.69
OCEL1 occludin/ELL domain contachr19p13.11 0 --- -1.07 -1.19 -1.11 -1.17 -1.18 -1.16 -1.03 1.06 1.38 1.36 1.75 2.00
OCIAD1 OCIA domain containing 1 chr4p11 0 --- -1.03 -1.26 1.15 1.34 -1.03 1.06 1.24 1.09 2.09 2.35 2.36 1.92
OCIAD1 OCIA domain containing 1 chr4p11 0 --- -1.04 -1.02 1.01 -1.06 1.02 1.01 -1.06 -1.10 -1.34 -1.13 -1.04 -1.07
OCIAD1 OCIA domain containing 1 chr4p11 0 --- 1.01 1.05 -1.05 -1.15 1.01 -1.07 -1.12 -1.16 -1.27 -1.24 -1.03 -1.08
OCIAD1 OCIA domain containing 1 chr4p11 0 --- 1.33 1.09 -1.03 1.07 -1.12 1.22 -1.37 -1.05 -1.46 -1.08 -1.56 -1.23
OCIAD2 OCIA domain containing 2 chr4p11 0 --- -1.09 -1.01 1.01 -1.08 -1.08 -1.05 1.16 -1.00 1.18 -1.01 1.02 -1.08
OCLM oculomedin chr1q25  visual perception --- -1.11 1.05 -1.12 -1.39 -1.27 -1.01 1.23 1.04 1.26 1.17 1.16 -1.49
OCLN occludin chr5q13.1  protein complex assembly --- 1.43 1.44 -1.01 1.26 1.27 1.02 -1.20 -1.06 -2.44 -2.29 -1.98 -1.76
OCLN occludin chr5q13.1  protein complex assembly --- -1.01 -1.41 -1.07 1.04 1.81 1.36 1.12 1.30 -4.68 -2.38 -2.47 -4.54
ODAM odontogenic, ameloblast asschr4q13.3  biomineral tissue development --- -1.10 1.07 -1.08 -1.08 -1.34 -1.10 -1.25 -1.08 -1.89 -1.35 -3.34 -2.67
ODC1 ornithine decarboxylase 1 chr2p25  kidney development --- 1.09 1.14 1.02 -1.00 1.05 -1.03 -1.23 -1.24 1.08 -1.29 -1.19 -1.40
ODF2 outer dense fiber of sperm t chr9q34.11  G2 --- -1.07 -1.15 1.09 1.03 -1.11 -1.22 1.35 1.11 2.32 2.00 1.88 1.98
ODF2 outer dense fiber of sperm t chr9q34.11  G2 --- 1.12 -1.07 1.12 1.08 -1.05 1.03 -1.21 1.03 1.20 1.28 1.22 1.41
ODF2L outer dense fiber of sperm t chr1p22.3 0 --- -1.22 -1.47 1.00 1.15 1.12 1.16 -1.04 1.10 -1.06 1.09 1.20 -1.08
ODF2L outer dense fiber of sperm t chr1p22.3 0 --- -1.44 -1.84 -1.14 -1.03 -1.17 -1.32 -1.32 -1.05 -1.92 -1.53 -2.13 -2.25
ODF3B outer dense fiber of sperm t chr22q13.33 0 --- 1.19 1.50 1.38 1.71 -1.11 -1.71 2.78 2.73 1.36 1.02 1.03 -1.31
ODF3B outer dense fiber of sperm t chr22q13.33  cell growth --- 1.15 -1.24 1.36 1.76 -1.10 -1.23 1.97 1.34 1.73 1.40 -1.06 -1.27
OFD1 oral-facial-digital syndromechrXp22  G2 --- 1.01 -1.04 1.07 1.15 1.04 -1.03 1.04 1.11 -1.51 -1.63 -1.25 -1.21
OGDH oxoglutarate (alpha-ketoglu chr7p14-p13  generation of precursor metabolites and eKrebs-TCA_Cycle // GenMAPP -1.13 -1.22 -1.32 -1.16 1.25 1.01 1.17 1.20 5.86 4.64 3.34 3.69
OGDH oxoglutarate (alpha-ketoglu chr7p14-p13  generation of precursor metabolites and eKrebs-TCA_Cycle // GenMAPP -1.20 -1.05 1.03 -1.11 1.32 -1.01 1.24 -1.03 3.40 3.08 2.08 2.18
OGDH oxoglutarate (alpha-ketoglu chr7p14-p13  generation of precursor metabolites and eKrebs-TCA_Cycle // GenMAPP -1.00 -1.13 -1.02 1.06 1.14 -1.02 -1.00 1.01 1.40 1.22 1.05 1.12
OGFOD1 2-oxoglutarate and iron-depchr16q12.2  oxidation-reduction process --- -1.03 1.01 1.01 1.09 -1.02 -1.08 1.04 1.05 1.30 1.05 1.17 1.24
OGFOD1 2-oxoglutarate and iron-depchr16q12.2  oxidation-reduction process --- 1.08 -1.02 1.01 -1.06 1.07 -1.08 1.04 1.02 1.45 1.29 1.30 1.40
OGFOD3 2-oxoglutarate and iron-depchr17q25.3  oxidation-reduction process --- 1.07 -1.08 1.12 1.10 1.14 -1.06 1.21 1.12 1.45 1.17 -1.11 1.18
OGFR opioid growth factor receptochr20q13.3  regulation of cell growth --- -1.19 -1.34 1.08 1.10 1.11 1.01 1.06 1.12 1.17 1.04 -1.08 1.26
OGFRL1 opioid growth factor receptochr6q13 0 --- 1.09 1.13 1.05 1.03 1.01 1.09 -1.22 -1.04 -1.06 -1.09 -1.14 -1.38
OGFRL1 opioid growth factor receptochr6q13 0 --- 1.11 1.15 1.08 1.03 -1.13 -1.03 1.30 1.19 1.98 1.38 1.41 1.26
OGG1 8-oxoguanine DNA glycosychr3p26.2  acute inflammatory response Calcium_regulation_in_cardiac_cells // GenM 1.03 -1.03 -1.02 1.05 -1.01 -1.05 -1.01 1.05 -1.56 -1.42 -2.72 -2.23
OGG1 8-oxoguanine DNA glycosychr3p26.2  acute inflammatory response Calcium_regulation_in_cardiac_cells // GenM 1.04 -1.03 1.02 1.11 1.08 -1.02 1.09 -1.02 -1.91 -1.85 -1.85 -1.68
OGG1 8-oxoguanine DNA glycosychr3p26.2  acute inflammatory response Calcium_regulation_in_cardiac_cells // GenM -1.11 -2.27 -1.37 -1.74 -1.71 -1.37 1.24 -1.27 7.20 6.02 1.19 -1.33
OGT O-linked N-acetylglucosam chrXq13  regulation of glycolysis --- 1.09 1.17 1.04 -1.12 -1.00 -1.04 -1.12 -1.15 -1.36 -1.53 -1.28 -1.39
OGT O-linked N-acetylglucosam chrXq13  regulation of glycolysis --- 1.13 1.06 1.06 -1.00 1.07 -1.02 1.10 -1.00 -2.24 -2.08 -2.43 -2.21
OGT O-linked N-acetylglucosam chrXq13  regulation of glycolysis --- 1.22 1.13 1.02 -1.14 -1.04 1.01 -1.27 -1.28 -1.94 -1.72 -1.70 -1.63
OGT O-linked N-acetylglucosam chrXq13  regulation of glycolysis --- 1.10 1.07 -1.07 -1.12 1.15 1.08 1.10 1.05 -1.93 -1.75 -1.76 -1.84
OGT O-linked N-acetylglucosam chrXq13  regulation of glycolysis --- 1.02 -1.03 -1.00 -1.00 -1.02 -1.04 1.07 1.05 -1.95 -1.67 -2.00 -2.02
OIP5 Opa interacting protein 5 chr15q15.1  nucleosome assembly --- 1.11 1.02 1.03 -1.01 -1.03 -1.17 1.04 1.05 -1.68 -1.52 -1.08 -1.18
OIP5-AS1 OIP5 antisense RNA 1 chr15q15.1 0 --- -1.09 -1.03 1.07 1.05 1.03 1.06 -1.07 -1.10 -1.20 -1.05 -1.07 1.12
OIP5-AS1 OIP5 antisense RNA 1 chr15q15.1 0 --- 1.04 1.03 -1.11 -1.10 -1.04 1.06 -1.02 -1.14 -1.38 -1.19 1.05 -1.05
OLA1 Obg-like ATPase 1 chr2q31.1  ATP catabolic process --- -1.35 -1.04 1.19 1.01 1.79 1.74 1.22 1.03 1.09 1.17 -1.04 -1.36
OLFM1 olfactomedin 1 chr9q34.3  multicellular organismal development --- 1.04 -1.01 -1.01 1.04 1.03 1.05 -1.09 -1.02 1.41 1.39 1.41 1.59
OLFM1 olfactomedin 1 chr9q34.3  multicellular organismal development --- 1.02 -1.02 1.05 1.01 1.18 1.02 1.22 1.05 1.67 1.43 1.45 1.42
OLFM2 olfactomedin 2 chr19p13.2  protein secretion --- 2.70 1.62 1.15 2.20 -1.63 1.30 1.13 -1.74 1.10 1.53 2.68 2.80
OLFML2A olfactomedin-like 2A chr9q33.3  extracellular matrix organization --- 1.30 1.17 -1.11 -1.11 -1.11 1.06 -1.42 -1.18 -1.47 -1.16 -1.68 -1.36
OLIG2 oligodendrocyte lineage tranchr21q22.11  negative regulation of transcription from --- 1.90 3.08 1.02 1.38 1.22 1.53 1.02 -1.33 1.22 1.13 1.58 1.05
OLR1 oxidized low density lipoprochr12p13.2-p12.3  proteolysis --- 1.45 1.03 -1.17 -1.08 -1.07 1.11 1.34 1.07 3.73 2.28 3.80 2.37
OMA1 OMA1 zinc metallopeptidaschr1p32.2-p32.1  diet induced thermogenesis --- 1.33 1.31 1.07 1.07 -1.21 -1.05 -1.21 1.05 -1.39 -1.35 -1.22 -1.28
ONECUT2 one cut homeobox 2 chr18q21.31  liver development --- 1.09 1.06 1.01 -1.06 -1.10 -1.01 -1.02 -1.03 -1.40 -1.31 -1.20 -1.42
ONECUT2 one cut homeobox 2 chr18q21.31  liver development --- -1.11 -1.22 1.14 1.02 1.04 1.13 -1.30 -1.25 -1.34 -1.04 -1.35 -1.24
OPA1 optic atrophy 1 (autosomal dchr3q28-q29  mitochondrial fission --- -1.10 -1.06 1.03 1.04 -1.04 -1.05 -1.04 1.04 -1.32 1.01 -1.25 -1.17
OPA1 optic atrophy 1 (autosomal dchr3q28-q29  mitochondrial fission --- 1.21 -1.08 1.13 1.38 -1.05 1.00 1.62 1.53 2.55 1.47 -1.34 -1.39
OPA3 optic atrophy 3 (autosomal rchr19q13.32  visual perception --- -1.07 -1.06 1.00 1.10 1.17 -1.04 1.08 1.22 1.66 1.28 1.83 1.92
OPHN1 oligophrenin 1 chrXq12  endocytosis --- 1.02 -1.01 -1.04 1.00 1.01 1.08 -1.01 1.01 -1.16 -1.13 -1.32 -1.32
OPN3 opsin 3 chr1q43  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM -1.03 1.00 1.05 1.10 1.04 1.06 1.10 1.10 1.20 1.20 -1.03 1.03
OPN3 opsin 3 chr1q43  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM 1.04 1.01 -1.08 -1.03 -1.01 1.02 1.41 1.18 1.52 1.48 1.11 1.11
OPTN optineurin chr10p13  protein targeting to Golgi --- -1.08 -1.11 1.07 1.01 1.08 -1.02 1.35 1.18 1.36 1.15 1.27 1.41
OPTN optineurin chr10p13  protein targeting to Golgi --- 1.11 1.06 -1.23 -1.12 -1.13 -1.08 -1.09 -1.11 -1.68 -1.45 -1.60 -1.69
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ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

OR10H3 olfactory receptor, family 10chr19p13.1  signal transduction --- -2.17 1.06 -1.17 1.20 -1.48 -1.15 -1.71 -1.77 15.67 4.48 1.54 1.01
OR2B2 olfactory receptor, family 2,chr6p22.3-p21.3  signal transduction --- -1.19 -1.36 1.12 -1.14 2.01 1.35 -1.03 1.28 1.58 1.09 1.03 1.45
OR2F2 olfactory receptor, family 2,chr7q35  signal transduction --- -1.27 -3.16 1.25 -4.00 -7.49 -3.45 -1.45 1.35 9.17 6.68 -2.21 1.22
OR2H1 olfactory receptor, family 2,chr6p21.32  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM 1.77 2.27 1.22 -2.36 -3.59 -4.19 -1.16 -1.85 -1.90 1.20 6.41 1.87
OR4D2 olfactory receptor, family 4,chr17q22  signal transduction --- -1.30 -1.18 -1.16 -1.60 -2.87 -1.33 1.15 1.15 8.56 12.08 -3.14 -1.64
OR51B2 olfactory receptor, family 5 chr11p15  signal transduction --- -1.04 -1.32 1.04 1.17 1.60 -1.00 -1.58 -1.87 16.59 9.65 -1.58 -1.14
OR51B5 olfactory receptor, family 5 chr11p15.4  signal transduction --- 1.01 1.12 2.13 1.53 -1.50 -1.38 -1.44 1.70 1.15 -1.09 2.71 2.00
OR52D1 olfactory receptor, family 52chr11p15.4  signal transduction --- -1.00 1.00 1.41 -1.34 1.43 1.36 1.28 -1.39 1.94 -1.40 1.25 1.73
OR5P3 olfactory receptor, family 5,chr11p15.4  signal transduction --- 1.11 2.21 -3.79 -2.42 2.06 -6.48 -1.24 -1.33 -5.62 -1.30 6.21 5.19
OR7E12P olfactory receptor, family 7,chr11p15 0 --- -1.01 1.03 1.02 1.09 1.32 1.17 1.05 1.11 -1.55 -1.86 -2.59 -3.08
OR7E37P olfactory receptor, family 7,--- 0 --- 1.05 1.03 1.04 1.07 1.02 -1.16 1.07 1.03 1.62 1.44 -1.51 -1.73
OR8D2 olfactory receptor, family 8,chr11q24.2  signal transduction --- 2.48 3.32 2.23 2.56 2.37 4.01 -2.10 1.57 -1.54 -2.96 -1.60 1.14
ORAI1 ORAI calcium release-activchr12q24.31  store-operated calcium entry --- -1.12 -1.24 -1.20 -1.31 1.08 -1.07 1.11 1.39 1.89 1.31 2.22 1.72
ORAI2 ORAI calcium release-activchr7q22.1 0 --- -1.10 -1.17 -1.04 1.18 -1.25 -1.08 -1.29 -1.17 -1.09 1.03 -1.54 1.09
ORAI2 ORAI calcium release-activchr7q22.1 0 --- -1.10 -1.13 1.09 1.13 -1.09 -1.08 -1.26 -1.04 -1.34 -1.38 -1.60 -1.29
ORAI2 ORAI calcium release-activchr7q22.1 0 --- -1.38 -1.20 1.12 1.18 -1.03 1.03 -1.25 -1.10 -1.51 -1.10 -1.85 -1.39
ORAI3 ORAI calcium release-activchr16p11.2 0 --- -1.05 -1.21 1.09 1.10 1.01 -1.04 1.21 1.05 1.36 1.52 1.13 1.49
ORAOV1 oral cancer overexpressed 1 chr11q13.3 0 --- 1.23 -1.00 1.09 -1.16 -1.08 1.15 -1.31 -1.24 -1.84 -1.77 -1.07 -1.14
ORAOV1 oral cancer overexpressed 1 chr11q13.3 0 --- -1.09 1.15 -1.10 -1.14 1.10 1.07 1.09 1.22 -1.12 1.26 -1.40 -1.64
ORC2 origin recognition complex, chr2q33  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep -1.03 1.04 -1.14 -1.09 1.01 1.06 -1.01 -1.04 -1.29 -1.30 1.23 1.18
ORC2 origin recognition complex, chr2q33  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep -1.01 1.04 1.06 1.11 1.01 1.01 -1.28 -1.13 -1.70 -1.70 -1.36 -1.48
ORC3 origin recognition complex, chr6q14.3-q16.1  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep -1.14 -1.13 1.03 1.04 1.02 -1.06 1.13 1.01 -1.32 -1.21 -1.13 1.01
ORC4 origin recognition complex, chr2q22-q23  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep 1.06 1.05 -1.01 -1.00 1.03 -1.00 -1.22 -1.19 -1.16 -1.34 1.13 1.06
ORC4 origin recognition complex, chr2q22-q23  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep -1.03 1.11 1.08 -1.04 1.03 -1.02 -1.25 -1.05 -1.74 -1.49 -1.52 -1.40
ORC5 origin recognition complex, chr7q22.1  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep 1.01 1.02 1.17 1.03 1.11 1.14 -1.13 -1.24 -1.40 -1.36 -1.08 -1.16
ORC5 origin recognition complex, chr7q22.1  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep -1.02 -1.02 1.12 1.06 1.10 -1.05 -1.02 -1.13 -1.10 -1.26 1.03 1.14
ORC6 origin recognition complex, chr16q12  cell cycle checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep -1.00 1.04 1.04 1.04 -1.08 -1.03 -1.05 -1.06 1.12 1.08 1.14 1.12
ORF1 uncharacterized protein, clo chr18q23 0 --- -1.10 -1.10 1.52 1.43 -1.25 -1.24 1.43 1.50 -1.27 2.73 1.05 -1.15
ORMDL1 ORM1-like 1 (S. cerevisiae)chr2q32  ceramide metabolic process --- -1.00 1.03 1.02 -1.24 1.06 -1.03 -1.46 -1.28 -1.61 -1.47 -1.05 -1.16
ORMDL1 ORM1-like 1 (S. cerevisiae)chr2q32  ceramide metabolic process --- -1.02 -1.03 -1.02 1.03 1.05 1.02 -1.08 -1.13 -1.05 1.02 1.21 1.29
OSBP oxysterol binding protein chr11q12-q13  transport --- 1.38 1.20 -1.09 -1.14 1.09 1.48 1.39 1.27 -1.84 -1.82 -2.33 -1.78
OSBP oxysterol binding protein chr11q12-q13  transport --- -1.05 1.00 1.03 -1.08 1.08 -1.01 1.14 1.02 1.21 1.11 1.35 1.29
OSBP2 oxysterol binding protein 2 chr22q12.2  transport --- -1.03 -1.21 1.20 1.12 1.10 1.10 1.21 1.02 1.13 1.00 1.48 1.58
OSBP2 oxysterol binding protein 2 chr22q12.2  transport --- 1.00 -1.06 1.23 1.07 1.07 1.16 1.00 -1.00 1.11 1.33 1.41 1.44
OSBP2 oxysterol binding protein 2 chr22q12.2  transport --- 1.27 1.09 1.09 1.16 -1.04 -1.08 -1.20 -1.14 1.23 1.08 1.71 1.89
OSBPL10 oxysterol binding protein-likchr3p22.3  transport --- 1.13 1.12 1.03 -1.11 -1.03 -1.03 1.09 1.07 1.03 1.07 1.24 1.11
OSBPL10 oxysterol binding protein-likchr3p22.3  transport --- 1.21 1.39 1.18 1.15 1.31 1.01 1.39 1.31 1.38 1.05 1.87 1.71
OSBPL11 oxysterol binding protein-likchr3q21  transport --- 1.26 1.23 1.06 -1.08 -1.06 -1.01 -1.11 -1.12 -1.28 -1.15 -1.22 -1.39
OSBPL1A oxysterol binding protein-likchr18q11.1  transport --- -1.19 -1.12 1.03 1.03 1.07 -1.07 1.22 1.06 1.04 1.05 -1.70 -1.56
OSBPL1A oxysterol binding protein-likchr18q11.1  transport --- -1.01 -1.10 1.01 1.24 -1.04 1.19 -1.15 -1.12 -1.64 -1.04 -1.78 -1.67
OSBPL2 oxysterol binding protein-likchr20q13.3  transport --- 1.12 1.11 1.05 -1.09 -1.14 -1.11 1.05 -1.01 -1.61 -1.43 -1.24 -1.47
OSBPL2 oxysterol binding protein-likchr20q13.3  transport --- -1.10 1.04 1.10 1.19 1.16 -1.08 1.31 1.33 1.82 1.73 1.57 1.83
OSBPL3 oxysterol binding protein-likchr7p15  transport --- -1.11 -1.05 1.11 -1.06 1.11 -1.08 1.40 1.21 1.42 1.35 2.44 2.12
OSBPL3 oxysterol binding protein-likchr7p15  transport --- 1.11 1.10 -1.05 -1.18 1.09 1.25 -1.18 -1.11 -1.65 -1.49 -1.17 -1.47
OSBPL5 oxysterol binding protein-likchr11p15.4  transport --- -1.11 -1.12 1.27 1.11 -1.12 -1.07 -1.40 1.01 1.42 1.37 1.07 1.73
OSBPL5 oxysterol binding protein-likchr11p15.4  transport --- -1.05 -1.16 1.03 1.26 1.09 1.04 -1.04 1.16 2.42 2.00 2.54 2.55
OSBPL6 oxysterol binding protein-likchr2q32.1  transport --- -1.07 1.19 1.15 1.20 1.31 1.23 -1.60 -1.25 1.92 1.71 1.13 1.22
OSCAR osteoclast associated, immu chr19q13.42 0 --- -1.18 -1.09 -1.10 -1.25 1.42 1.75 -1.05 -1.07 7.76 4.79 6.90 6.12
OSCP1 organic solute carrier partnechr1p34.3  transport --- -1.32 -1.28 -1.12 1.14 1.31 1.04 1.23 1.14 -1.29 -1.59 -2.01 -1.55
OSER1 oxidative stress responsive schr20q13.11 0 --- 1.22 1.05 1.21 1.09 1.01 1.05 1.12 -1.06 -1.60 -1.39 -1.17 -1.34
OSER1 oxidative stress responsive schr20q13.11 0 --- 1.01 -1.08 1.00 1.10 1.11 -1.05 1.13 1.02 1.15 1.12 1.73 1.65
OSGEP O-sialoglycoprotein endope chr14q11.2  tRNA processing --- -1.06 -1.05 1.07 1.01 1.09 1.06 1.04 -1.05 -1.72 -1.49 -2.56 -2.45
OSGEPL1 O-sialoglycoprotein endope chr2q32.2  tRNA processing --- 1.14 1.10 1.01 -1.06 1.13 1.03 -1.09 -1.22 -1.39 -1.51 -1.02 -1.12
OSGEPL1 O-sialoglycoprotein endope chr2q32.2  tRNA processing --- -1.02 -1.04 1.12 1.08 1.13 1.07 -1.09 -1.13 -1.58 -1.50 -1.25 -1.39
OSGIN1 oxidative stress induced grochr16q23.3  multicellular organismal development --- 1.06 -1.24 -1.60 -1.07 -1.04 -1.35 1.49 1.31 10.57 9.33 3.35 3.53
OSGIN2 oxidative stress induced grochr8q21  meiosis --- 1.05 1.06 1.04 1.33 1.04 1.03 1.31 1.22 1.45 1.27 1.40 1.32
OSMR oncostatin M receptor chr5p13.1  positive regulation of acute inflammatory--- 1.15 1.05 1.12 1.12 1.06 -1.06 1.40 1.22 4.83 4.11 4.41 4.68
OSR2 odd-skipped related 2 (Droschr8q22.2  negative regulation of transcription from --- 1.16 1.23 1.21 1.19 1.02 1.07 -1.56 -1.45 -1.37 -1.83 -1.22 -1.35
OST4 oligosaccharyltransferase 4 chr2p23.3 0 --- -1.04 1.01 -1.03 -1.03 1.00 -1.05 1.09 1.02 1.21 1.16 1.13 1.17
OSTC oligosaccharyltransferase cochr4q25  protein N-linked glycosylation via aspara--- 1.18 1.06 1.03 1.06 -1.01 1.05 -1.08 -1.11 1.07 1.09 1.27 1.24
OSTF1 osteoclast stimulating factorchr9q13-q21.2  ossification --- 1.57 1.38 1.13 1.28 1.05 -1.17 1.17 1.41 1.55 1.29 1.60 1.13
OSTM1 osteopetrosis associated tranchr6q21  osteoclast differentiation --- 1.18 1.20 1.10 -1.22 -1.15 -1.12 -1.06 -1.00 1.09 1.52 -1.01 -1.28
OSTM1 osteopetrosis associated tranchr6q21  osteoclast differentiation --- 1.10 1.15 1.26 1.01 -1.16 1.13 -1.15 1.30 1.05 1.68 -1.21 -1.13
OTOP2 otopetrin 2 chr17q25.1 0 --- -1.73 -1.19 -2.42 1.03 -2.15 1.45 -5.45 -7.86 2.13 -1.58 -1.59 -1.98
OTTHUMG00NULL /// NULL --- 0 --- 1.10 -1.34 -1.35 -1.26 -1.28 -2.16 -1.03 -1.28 3.65 3.07 4.48 5.30
OTTHUMG00NULL /// NULL --- 0 --- 1.09 -1.03 1.49 1.32 1.08 1.21 1.36 -1.66 3.70 1.70 -3.61 -1.98
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ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

OTTHUMG00NULL /// NULL --- 0 --- 1.13 -1.46 1.09 1.19 1.55 1.86 -1.12 -1.73 1.42 -1.10 1.78 2.14
OTTHUMG00NULL /// NULL --- 0 --- 1.25 1.13 -1.69 1.24 1.04 -1.13 1.32 1.87 1.22 1.13 4.42 2.38
OTTHUMG00NULL /// NULL --- 0 --- -1.26 1.23 -1.20 1.21 -1.44 -1.67 -4.37 -3.17 -1.36 -3.08 1.62 -3.81
OTTHUMG00NULL /// NULL --- 0 --- 1.20 1.08 -1.11 1.26 -1.15 1.11 1.10 1.01 1.62 1.88 1.36 1.38
OTTHUMG00NULL /// NULL --- 0 --- 1.34 1.26 -1.49 -1.09 1.33 -1.74 -2.14 -1.18 1.69 1.63 -1.42 -1.77
OTTHUMG00NULL /// NULL --- 0 --- -1.39 1.13 1.10 1.63 1.19 -1.18 1.76 1.29 2.30 2.01 2.88 3.49
OTTHUMG00NULL /// NULL --- 0 --- 1.11 -1.05 1.17 1.06 1.04 1.01 1.10 1.02 -1.16 -1.38 1.03 1.01
OTTHUMG00NULL /// NULL --- 0 --- -1.07 -1.03 -1.04 -1.04 -1.05 -1.03 1.07 -1.05 1.29 1.13 -1.01 -1.03
OTTHUMG00NULL /// NULL --- 0 --- 1.35 1.20 -3.93 -3.73 5.01 1.94 -2.19 -4.56 -3.58 1.18 -5.10 1.43
OTTHUMG00NULL /// NULL --- 0 --- 1.13 1.11 -1.07 -1.14 -1.01 1.23 -1.19 -1.00 -2.86 -2.72 -1.77 -1.79
OTTHUMG00NULL /// NULL --- 0 --- -1.14 -1.25 -1.24 -1.08 1.08 -1.12 1.00 -1.07 1.12 1.09 1.37 1.66
OTTHUMG00NULL /// NULL --- 0 --- -1.21 1.13 1.32 1.25 1.32 1.51 -1.12 -1.01 1.25 1.52 -2.64 -2.29
OTTHUMG00NULL /// NULL --- 0 --- 1.62 -1.11 -1.20 -1.10 1.06 -1.08 1.11 1.55 -2.66 -1.68 -3.74 -3.43
OTTHUMG00NULL /// NULL --- 0 --- -1.18 -1.33 -1.01 1.23 -1.56 -1.14 -1.01 -1.19 -1.12 1.02 -2.04 -1.69
OTTHUMG00NULL /// NULL --- 0 --- 1.51 1.36 1.23 1.42 -1.53 -1.14 -1.07 1.29 1.11 1.24 -1.27 -1.19
OTTHUMG00NULL /// NULL --- 0 --- -1.16 -1.13 1.48 1.28 -1.07 1.24 -1.26 1.03 1.19 1.14 1.26 2.02
OTTHUMG00NULL /// NULL --- 0 --- 1.34 -1.30 -1.01 1.19 1.50 3.79 1.28 1.93 -1.05 -1.26 8.90 14.13
OTTHUMG00NULL /// NULL --- 0 --- 1.86 1.80 1.52 1.70 2.06 1.50 1.69 1.44 1.24 1.94 2.36 2.48
OTTHUMG00NULL /// NULL --- 0 --- -1.96 -1.65 1.07 -1.25 -1.11 1.38 1.00 -1.03 1.42 -1.20 -1.69 -1.75
OTTHUMG00NULL /// NULL --- 0 --- 1.13 -1.25 -1.11 -1.13 -1.08 1.02 1.13 -1.04 1.34 1.69 -1.34 -1.42
OTTHUMG00NULL /// NULL --- 0 --- 2.00 3.36 2.00 2.92 1.16 -1.10 1.55 4.28 -3.61 -15.96 -3.33 1.26
OTTHUMG00NULL /// NULL --- 0 --- 1.14 1.03 -1.38 -1.10 1.01 2.12 -1.04 1.11 -1.02 -1.42 1.83 3.27
OTTHUMG00NULL /// NULL --- 0 --- -1.25 -1.36 1.35 -1.10 1.30 1.04 1.18 1.15 1.74 1.87 4.47 2.74
OTTHUMG00NULL /// NULL --- 0 --- 1.01 -1.62 1.41 -3.34 1.08 1.31 2.06 1.46 6.41 2.00 2.64 2.16
OTTHUMG00NULL /// NULL --- 0 --- -1.05 -1.20 -1.10 1.12 1.28 1.02 -1.12 -1.14 -2.46 -2.78 -2.11 -2.69
OTTHUMG00NULL /// NULL --- 0 --- 1.34 1.08 -1.14 -1.15 1.24 1.18 1.24 -1.04 -1.32 -1.90 -2.10 -1.68
OTTHUMG00NULL /// NULL --- 0 --- -1.26 -2.19 -1.50 -1.67 -2.71 -1.11 1.20 1.25 2.04 1.80 2.35 1.42
OTTHUMG00NULL /// NULL --- 0 --- 1.16 1.05 -1.03 -1.03 -1.09 1.07 -1.06 -1.04 -2.17 -1.75 -1.86 -1.67
OTTHUMG00NULL /// NULL --- 0 --- 1.05 -1.59 -1.25 -1.14 -1.32 -1.03 -1.20 1.40 -15.09 -16.23 -8.76 -1.86
OTTHUMG00NULL /// NULL --- 0 --- 1.53 1.52 3.37 -1.01 2.35 -1.31 -1.34 -1.13 11.98 7.55 3.49 2.68
OTTHUMG00NULL /// NULL --- 0 --- 1.01 1.03 -1.07 -1.02 -1.03 1.03 -1.02 1.05 -1.54 -1.18 -1.77 -1.61
OTTHUMG00NULL /// NULL --- 0 --- 1.08 -1.04 -1.27 -1.03 -1.03 -1.16 -1.40 -1.20 -1.22 -1.11 1.32 1.16
OTTHUMG00NULL /// NULL --- 0 --- 2.52 3.15 -1.10 1.22 -2.61 -1.16 -1.31 1.44 5.62 1.71 11.76 10.12
OTTHUMG00NULL /// NULL --- 0 --- 1.27 3.92 2.83 -1.27 -9.67 -2.41 -5.04 2.53 2.91 4.41 5.28 2.53
OTTHUMG00NULL /// NULL --- 0 --- 1.39 1.99 1.58 1.48 1.38 8.49 1.51 -4.36 3.78 3.24 2.24 1.48
OTTHUMG00NULL /// NULL --- 0 --- 3.50 6.70 2.56 2.95 -2.23 -3.30 -1.15 -1.51 4.74 -1.54 1.15 2.80
OTTHUMG00NULL /// NULL --- 0 --- -1.17 1.55 -1.13 1.31 -2.18 1.06 1.01 2.18 1.26 1.02 3.19 3.54
OTTHUMG00NULL /// NULL --- 0 --- 25.21 11.63 1.06 1.57 -1.12 -1.20 -1.29 -1.22 -1.03 1.12 3.21 2.05
OTTHUMG00NULL /// NULL --- 0 --- -1.23 -1.12 2.17 1.87 1.74 1.47 -1.15 1.00 6.87 4.90 6.30 9.75
OTTHUMG00NULL /// NULL --- 0 --- -1.03 -1.08 1.16 1.12 -1.03 -1.25 1.63 1.31 1.25 -1.14 1.28 1.05
OTTHUMG00NULL /// NULL --- 0 --- 1.15 1.16 -1.12 1.07 1.12 -1.04 1.35 1.23 -1.07 -1.15 -2.92 -1.74
OTTHUMG00NULL /// NULL --- 0 --- 1.45 1.29 -1.61 -1.65 -2.40 1.12 1.21 -1.17 -1.27 1.49 -2.75 -1.12
OTTHUMG00NULL /// NULL --- 0 --- 1.39 1.57 -2.24 -1.15 1.68 1.44 1.89 3.21 1.80 1.09 1.20 -1.47
OTTHUMG00NULL /// NULL --- 0 --- -1.76 -1.38 -1.24 1.16 2.31 -1.14 -1.40 -1.48 1.77 2.11 1.10 1.79
OTTHUMG00NULL /// NULL /// NULL /--- 0 --- -4.87 -3.61 -4.25 -1.41 -3.96 -2.84 8.74 6.93 4.40 7.01 6.10 4.86
OTTHUMG00NULL /// NULL --- 0 --- 1.39 -3.42 -2.02 2.19 3.25 1.64 -2.00 -1.61 1.04 1.08 1.50 1.05
OTTHUMG00NULL /// NULL --- 0 --- -1.04 1.05 1.17 1.54 1.08 1.34 1.04 -1.04 -1.31 -1.12 -2.04 -1.51
OTTHUMG00NULL /// NULL --- 0 --- 1.11 1.06 1.14 1.10 1.04 1.09 -1.40 -1.15 -1.66 -1.83 -1.25 -1.25
OTTHUMG00NULL /// NULL --- 0 --- 1.43 1.80 1.41 1.27 1.10 1.19 -1.09 -1.26 1.63 1.19 1.05 -1.36
OTTHUMG00NULL /// NULL --- 0 --- 1.04 -1.10 -1.06 -1.11 1.68 1.42 1.14 -1.05 1.21 1.46 1.71 -1.05
OTTHUMG00NULL /// NULL --- 0 --- 2.03 5.35 -1.53 1.58 1.46 5.12 1.13 4.45 2.52 4.85 4.28 2.53
OTTHUMG00NULL /// NULL --- 0 --- 1.06 -1.00 1.22 1.16 1.37 1.35 1.17 -1.00 -2.55 -2.27 -2.49 -2.56
OTTHUMG00NULL /// NULL --- 0 --- -1.15 -1.28 1.03 1.28 1.13 -1.07 -1.09 -1.13 -1.82 -1.44 -1.35 -1.71
OTTHUMG00NULL /// NULL --- 0 --- 1.19 1.01 1.16 1.22 1.14 1.08 -1.09 1.48 2.68 1.70 2.85 2.31
OTTHUMG00NULL /// NULL --- 0 --- 1.13 1.08 1.46 1.80 1.61 1.19 1.14 1.01 -1.38 -1.28 -1.88 -1.72
OTTHUMG00NULL /// NULL --- 0 --- -1.05 1.16 1.25 -1.15 -1.08 1.01 -1.30 -1.37 -2.82 -1.79 -2.27 -3.14
OTTHUMG00NULL /// NULL --- 0 --- 1.12 -2.22 -1.18 1.62 1.03 1.20 -2.09 -1.26 1.16 2.07 1.40 1.77
OTTHUMG00NULL /// NULL --- 0 --- 1.18 -1.47 1.42 -2.11 -2.53 -1.79 2.11 2.23 -1.15 -1.62 -1.46 -6.70
OTTHUMG00NULL /// NULL --- 0 --- -1.05 -2.78 1.28 2.91 -6.99 -2.20 -1.20 1.59 4.31 2.95 -2.32 1.01
OTTHUMG00NULL /// NULL --- 0 --- -1.50 -2.19 -1.26 -1.04 1.61 1.72 1.61 1.15 -1.25 -1.66 -1.62 1.02
OTTHUMG00NULL /// NULL --- 0 --- 1.12 1.01 2.22 2.14 1.01 -1.10 -1.33 1.01 1.10 1.00 1.56 1.49
OTTHUMG00NULL /// NULL --- 0 --- -1.07 1.69 1.23 -1.89 1.20 -1.11 1.23 -1.00 3.50 3.43 3.50 3.02
OTTHUMG00NULL /// NULL --- 0 --- -1.02 1.05 1.03 1.01 -1.05 1.03 -1.01 -1.07 -1.15 -1.19 -1.49 -1.45
OTTHUMG00NULL /// NULL --- 0 --- 1.04 1.12 -1.05 -1.05 -1.03 1.00 1.04 -1.01 -1.04 -1.06 1.01 -1.11
OTTHUMG00NULL /// NULL --- 0 --- 1.25 1.48 -1.45 -1.37 -1.06 -1.89 -1.15 1.65 1.19 1.22 1.58 2.01
OTTHUMG00NULL /// NULL --- 0 --- 1.10 1.12 1.10 -1.02 -1.06 -1.08 1.04 -1.08 -1.23 -1.49 -1.94 -2.30
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ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

OTTHUMG00NULL /// NULL --- 0 --- -1.02 -1.03 -1.01 1.11 1.07 -1.06 1.11 1.16 1.64 1.32 1.61 1.71
OTTHUMG00NULL /// NULL --- 0 --- -1.38 1.04 1.34 -1.13 -1.21 -1.72 -1.12 -1.01 -2.29 -1.72 -3.16 -4.08
OTTHUMG00NULL /// NULL --- 0 --- 1.29 1.02 -1.27 -1.10 -1.42 -1.18 -1.11 -1.15 -1.27 -1.49 -2.05 -1.48
OTTHUMG00NULL /// NULL --- 0 --- -2.93 1.70 1.15 -2.17 1.74 -1.63 1.26 2.22 4.77 2.09 -1.31 -1.26
OTTHUMG00NULL /// NULL --- 0 --- -1.30 -1.18 1.07 1.75 1.41 1.24 -1.91 -1.24 -4.10 -3.49 -1.96 -2.32
OTTHUMG00NULL /// NULL --- 0 --- -1.22 -1.33 -1.20 -1.17 1.01 -1.59 1.07 1.39 -2.20 -2.21 -1.15 -1.18
OTTHUMG00NULL /// NULL /// NULL /--- 0 --- 1.02 1.17 1.06 -1.14 1.18 1.24 -1.42 1.03 -2.32 -2.12 -2.16 -1.87
OTTHUMG00NULL /// NULL --- 0 --- 2.44 1.52 1.64 1.78 1.49 1.18 -1.23 -2.99 2.14 -1.64 2.54 3.42
OTTHUMG00NULL /// NULL --- 0 --- -1.31 1.11 -1.84 -1.36 -1.51 -1.00 1.18 -1.43 2.59 1.54 3.16 4.53
OTTHUMG00NULL /// NULL --- 0 --- 1.04 -1.04 -1.11 -1.58 -1.27 -1.06 -1.30 -1.31 -1.43 -1.26 -1.03 1.06
OTTHUMG00NULL /// NULL --- 0 --- 1.13 -1.05 -1.20 -1.04 1.04 1.01 1.29 1.45 1.27 1.30 1.21 1.45
OTTHUMG00NULL /// NULL --- 0 --- 1.16 1.16 1.24 1.33 -1.29 -1.02 1.15 1.04 -1.75 -1.69 -2.77 -2.01
OTTHUMG00NULL /// NULL --- 0 --- 1.52 -2.53 1.21 1.02 1.49 -1.17 2.43 1.85 1.16 -1.06 1.51 1.48
OTTHUMG00NULL /// NULL --- 0 --- 1.11 1.01 -1.05 1.18 -1.04 1.08 -1.08 -1.01 -1.17 -1.35 1.43 1.24
OTTHUMG00NULL /// NULL --- 0 --- 1.02 -1.79 1.47 -1.03 -1.27 -1.35 -1.54 -1.22 -2.53 -1.36 1.43 2.06
OTTHUMG00NULL /// NULL --- 0 --- 2.31 1.83 -3.27 -1.10 -3.04 -3.69 -1.17 1.94 2.53 4.58 -1.03 3.55
OTTHUMG00NULL /// NULL --- 0 --- 1.11 -1.03 -1.19 1.30 1.35 1.14 1.45 1.09 -1.57 -2.08 -1.29 -1.67
OTTHUMG00NULL /// NULL --- 0 --- 1.01 1.03 1.10 1.14 1.05 1.26 -1.01 1.22 -2.12 -2.21 -1.82 -1.86
OTTHUMG00NULL /// NULL --- 0 --- -1.16 -1.87 1.34 1.57 -2.01 1.18 1.58 2.11 -2.97 -2.35 -1.96 1.01
OTTHUMG00NULL /// NULL --- 0 --- 1.48 1.13 1.22 -1.20 1.14 -1.31 1.41 1.39 1.67 1.33 1.38 1.49
OTTHUMG00NULL /// NULL --- 0 --- 1.20 1.09 1.03 -1.23 1.52 1.21 -1.11 1.06 -1.13 -1.22 -3.13 -3.15
OTTHUMG00NULL /// NULL --- 0 --- -1.30 -1.26 -1.19 1.29 1.18 -1.46 -1.38 -1.34 -1.65 1.23 -2.73 -1.02
OTTHUMG00NULL /// NULL --- 0 --- -2.65 -2.71 -1.59 -1.15 -2.52 -3.03 4.78 2.15 1.95 4.36 -1.15 -2.49
OTTHUMG00NULL /// NULL --- 0 --- -1.91 1.28 -1.33 -1.91 -1.15 1.80 -1.06 1.26 2.76 1.61 1.02 -1.29
OTTHUMG00NULL /// NULL --- 0 --- 1.10 1.04 1.18 1.24 -1.07 -1.11 1.14 1.21 1.41 1.36 1.05 1.16
OTTHUMG00NULL /// NULL --- 0 --- 1.16 1.76 -2.62 1.45 -1.60 -9.82 2.42 4.78 4.50 6.73 1.58 2.35
OTTHUMG00NULL /// NULL --- 0 --- 1.05 1.08 1.15 1.01 -1.11 -1.20 -1.17 -1.02 1.36 1.64 1.47 1.58
OTTHUMG00NULL /// NULL --- 0 --- 1.20 -1.15 6.41 4.39 -3.79 -1.07 1.79 1.92 1.42 9.36 2.83 -1.31
OTTHUMG00NULL /// NULL --- 0 --- -3.29 -2.32 1.03 1.51 -4.47 -1.67 -1.11 3.09 1.33 -1.79 2.90 1.84
OTTHUMG00NULL /// NULL --- 0 --- -1.70 -1.29 2.77 2.15 -2.50 1.03 -1.07 1.04 26.35 9.93 3.03 3.40
OTTHUMG00NULL /// NULL --- 0 --- -1.45 -1.45 -2.00 1.18 1.01 3.15 -1.15 1.31 6.22 4.41 -4.34 1.73
OTTHUMG00NULL /// NULL --- 0 --- 1.24 2.34 1.32 1.48 1.10 -1.73 2.00 2.52 1.20 1.18 -2.01 -1.15
OTTHUMG00NULL /// NULL --- 0 --- 2.76 -1.41 1.02 -1.64 -1.03 -1.15 3.89 2.15 1.18 1.34 1.44 -1.13
OTTHUMG00NULL /// NULL --- 0 --- 1.63 1.60 1.09 -1.55 1.85 3.66 -2.44 2.69 -6.70 -1.07 1.57 1.06
OTTHUMG00NULL /// NULL --- 0 --- -2.05 -1.94 -1.11 1.16 -5.01 -1.22 -3.71 -1.18 -1.60 1.02 -1.03 -3.81
OTTHUMG00NULL /// NULL --- 0 --- 2.21 5.03 1.37 1.16 1.04 -1.13 -1.27 -1.11 2.92 1.67 -4.84 -3.45
OTTHUMG00NULL /// NULL --- 0 --- -1.03 -2.08 1.41 2.79 -5.16 1.37 -4.97 1.61 1.28 -1.58 1.62 2.48
OTTHUMG00NULL /// NULL --- 0 --- 1.06 1.13 1.15 1.22 1.08 -1.01 1.01 -1.12 -1.58 -1.55 -1.83 -1.82
OTTHUMG00NULL /// NULL --- 0 --- 1.04 1.23 1.11 1.20 1.14 1.05 -1.12 -1.07 -5.57 -6.39 -1.63 -1.70
OTTHUMG00NULL /// NULL /// NULL /--- 0 --- -1.31 -1.21 -1.01 -1.17 -1.16 -1.01 -1.02 1.09 1.31 1.32 1.20 1.40
OTTHUMG00NULL /// NULL --- 0 --- -1.05 -1.10 1.00 -1.06 -1.14 1.12 1.29 1.05 1.04 1.22 1.44 1.53
OTTHUMG00NULL /// NULL --- 0 --- -3.79 -5.23 1.10 1.12 1.67 2.32 -1.50 -3.13 6.58 -1.08 -1.86 -2.27
OTTHUMG00NULL /// NULL --- 0 --- 2.17 -1.13 -1.22 -1.11 2.17 2.69 -1.65 2.53 1.12 1.25 1.79 -2.20
OTTHUMG00NULL /// NULL --- 0 --- 2.45 1.71 2.18 -1.40 16.11 3.86 -1.97 -1.23 -1.12 -1.48 1.57 1.47
OTTHUMG00NULL /// NULL --- 0 --- -1.01 -1.06 1.21 1.18 1.07 1.32 -1.20 1.10 -1.77 -1.53 -1.93 -1.90
OTTHUMG00NULL /// NULL --- 0 --- -1.27 -1.22 1.03 1.36 1.01 1.10 -1.19 -1.06 -2.05 -1.39 -3.80 -1.89
OTTHUMG00NULL /// NULL --- 0 --- 3.31 5.55 -2.52 -5.02 1.51 2.68 1.22 1.00 4.10 1.09 1.49 -1.46
OTTHUMG00NULL /// NULL --- 0 --- -1.23 1.11 1.19 1.27 1.09 1.30 1.15 1.84 1.16 1.20 1.42 2.05
OTTHUMG00NULL /// NULL --- 0 --- 1.11 1.10 1.04 -1.01 1.07 -1.05 1.02 -1.06 1.66 1.22 1.67 1.30
OTTHUMG00NULL /// NULL /// NULL --- 0 --- -1.06 -1.05 1.30 1.78 7.85 4.42 -1.13 1.21 1.10 -1.05 1.61 -1.40
OTTHUMG00NULL /// NULL --- 0 --- 1.58 -5.33 -4.44 -5.18 1.51 -1.44 -1.19 -1.35 1.67 -1.77 1.65 3.69
OTTHUMG00NULL /// NULL --- 0 --- -1.41 1.10 -1.35 1.11 1.38 1.24 -1.75 -1.32 1.86 1.93 1.50 1.79
OTTHUMG00NULL /// NULL --- 0 --- -5.25 -4.00 -3.12 1.06 4.23 1.74 1.48 2.44 -4.32 1.05 9.25 -1.00
OTTHUMG00NULL /// NULL --- 0 --- -1.50 1.30 -5.63 -2.96 1.34 -1.87 -2.57 1.28 -2.46 1.07 1.70 2.24
OTTHUMG00NULL /// NULL --- 0 --- -1.02 -1.15 1.28 1.51 1.06 -1.21 1.05 1.19 1.54 1.52 1.40 1.71
OTTHUMG00NULL /// NULL --- 0 --- 1.52 1.03 -1.41 -5.66 -1.11 -1.22 -1.66 2.28 1.71 2.57 -1.94 1.20
OTTHUMG00NULL /// NULL --- 0 --- 1.67 2.15 1.73 -1.19 1.24 1.98 1.03 -1.14 1.33 1.42 -3.58 -1.34
OTTHUMG00NULL /// NULL --- 0 --- -1.34 -1.45 1.10 1.22 1.10 -1.01 1.23 1.18 1.12 1.07 1.31 1.45
OTTHUMG00NULL /// NULL --- 0 --- 1.36 -1.01 1.04 -1.22 1.02 -1.01 1.02 1.02 -1.54 -1.43 -1.56 -1.79
OTTHUMG00NULL /// NULL --- 0 --- -1.16 -1.03 1.10 -1.35 -1.12 1.00 -1.24 -1.13 1.35 1.03 1.40 1.27
OTTHUMG00NULL /// NULL --- 0 --- 3.38 1.39 3.50 3.05 1.19 4.70 -1.62 -3.41 1.75 1.73 3.85 5.04
OTTHUMG00NULL /// NULL --- 0 --- 1.03 1.49 1.23 1.37 1.03 -1.03 -1.10 1.20 -2.11 -2.56 -2.08 -2.45
OTTHUMG00NULL /// NULL --- 0 --- -2.02 -1.06 -8.22 -1.35 -1.64 1.48 -1.60 -3.09 -4.44 -1.15 5.92 11.09
OTTHUMG00NULL /// NULL --- 0 --- 4.21 7.40 1.57 1.34 1.80 -1.23 1.63 3.35 -2.60 -1.43 3.40 2.82
OTTHUMG00NULL /// NULL --- 0 --- 1.49 -1.16 1.36 2.18 1.31 -1.51 1.47 1.41 -1.04 1.14 1.94 1.80
OTTHUMG00NULL /// NULL --- 0 --- 6.64 9.51 -2.24 -1.48 1.67 1.71 9.93 8.29 3.28 1.41 7.14 2.28
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ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

OTTHUMG00NULL /// NULL --- 0 --- -2.25 -1.81 1.48 1.21 -1.93 -1.11 6.87 4.17 2.60 1.98 7.53 11.07
OTTHUMG00NULL /// NULL --- 0 --- -1.21 -1.08 -1.83 -1.13 -1.00 -1.03 1.04 1.11 6.75 6.08 2.10 1.93
OTTHUMG00NULL /// NULL --- 0 --- 9.58 8.16 1.98 2.90 -2.17 -2.54 2.01 2.14 1.78 2.61 1.39 -2.64
OTTHUMG00NULL /// NULL --- 0 --- -1.05 -1.12 1.02 1.07 1.08 1.13 -1.11 -1.05 -1.25 -1.07 1.04 1.10
OTTHUMG00NULL /// NULL --- 0 --- 1.19 1.06 1.00 -1.03 -3.71 -1.13 -2.11 -2.21 4.34 4.72 -2.73 -3.94
OTTHUMG00NULL /// NULL --- 0 --- -1.20 -1.12 1.04 -1.01 1.13 1.08 -1.03 1.05 -1.92 -1.86 -1.52 -1.67
OTTHUMG00NULL /// NULL --- 0 --- 1.09 -1.06 1.05 1.02 -1.14 -1.18 1.05 1.19 -2.04 -1.95 -3.13 -3.22
OTTHUMG00NULL /// NULL --- 0 --- -1.41 -1.29 3.10 -1.07 -1.20 -2.99 -2.44 -1.73 1.36 1.92 -1.52 -1.69
OTTHUMG00NULL /// NULL --- 0 --- 1.17 -1.02 1.15 -1.01 1.11 1.23 -1.35 -1.15 -1.99 -1.60 -3.17 -2.48
OTTHUMG00NULL /// NULL --- 0 --- 1.93 1.77 1.06 1.52 -1.60 1.12 -1.58 -2.02 -1.22 -1.23 -1.56 -1.44
OTTHUMG00NULL /// NULL --- 0 --- 1.52 1.38 -1.31 -1.03 1.02 -1.01 -1.39 1.07 -1.24 -1.49 -2.00 -2.15
OTTHUMG00NULL /// NULL --- 0 --- -1.23 -1.96 7.75 7.78 -3.17 1.62 -2.23 1.24 -1.04 -1.08 1.31 1.36
OTTHUMG00NULL /// NULL --- 0 --- 1.92 1.93 1.47 -1.28 -1.24 1.14 1.16 1.06 1.82 1.27 -4.26 -2.25
OTTHUMG00NULL /// NULL --- 0 --- 1.85 2.16 1.45 1.32 -1.02 1.14 -1.18 -1.43 2.48 1.32 1.16 -2.24
OTTHUMG00NULL /// NULL --- 0 --- -1.31 -4.13 1.31 1.01 4.12 1.87 -5.01 1.01 -1.80 -5.05 1.65 2.19
OTTHUMG00NULL /// NULL --- 0 --- -2.89 1.97 -1.09 -2.69 1.50 2.75 -2.47 -1.19 10.08 7.15 1.45 1.74
OTTHUMG00NULL /// NULL --- 0 --- -1.05 -1.06 1.18 1.12 1.22 1.15 -1.18 -1.00 1.10 -1.13 -2.28 -1.92
OTTHUMG00NULL /// NULL --- 0 --- 1.15 -1.07 1.06 1.02 -1.11 -1.10 -1.22 -1.21 -1.65 -1.25 -1.51 -1.71
OTTHUMG00NULL /// NULL --- 0 --- 1.15 -1.04 -1.34 -1.65 -2.47 1.14 1.47 -1.42 3.92 3.02 -1.77 1.06
OTTHUMG00NULL /// NULL --- 0 --- -1.12 -1.08 1.13 1.09 1.10 1.21 -1.26 1.01 -1.33 -1.18 -1.46 -1.34
OTTHUMG00NULL /// NULL --- 0 --- -1.12 -1.07 1.09 -1.07 -1.12 1.03 -1.34 -1.10 -1.84 -1.49 -1.40 -1.57
OTTHUMG00NULL /// NULL --- 0 --- 1.12 -1.23 1.24 1.07 -1.25 1.18 -1.32 1.12 -3.59 -2.54 -1.63 -1.66
OTTHUMG00NULL /// NULL --- 0 --- 1.21 1.05 1.06 -1.01 1.93 1.56 5.11 4.11 2.12 -1.17 2.82 2.33
OTTHUMG00NULL /// NULL --- 0 --- -5.96 -1.53 1.24 1.76 -2.36 1.23 8.38 7.11 -1.18 -1.07 5.55 6.24
OTTHUMG00NULL /// NULL --- 0 --- 1.18 -1.13 1.14 -1.07 -1.33 1.20 -1.05 -1.13 -2.53 -2.37 -1.25 -1.49
OTTHUMG00NULL /// NULL --- 0 --- 1.08 1.28 -1.17 -1.02 1.02 1.05 1.36 1.16 -1.67 -1.25 -1.75 -1.84
OTTHUMG00NULL /// NULL --- 0 --- 2.08 1.89 1.19 1.15 -1.08 1.38 1.01 1.51 2.01 2.39 1.81 2.56
OTTHUMG00NULL /// NULL --- 0 --- 1.27 1.20 1.21 1.12 -1.08 -1.62 -1.39 1.68 2.09 2.38 1.56 2.82
OTTHUMG00NULL /// NULL --- 0 --- 1.32 1.21 1.14 -1.38 1.46 1.15 -1.06 1.33 -2.95 -2.14 -2.55 -3.19
OTTHUMG00NULL /// NULL --- 0 --- 6.70 1.55 1.73 6.94 5.47 8.03 -1.84 -1.26 2.26 2.46 -2.39 -2.05
OTTHUMG00NULL /// NULL --- 0 --- -1.65 -1.04 -8.64 -1.36 1.93 -1.92 1.79 2.01 2.03 -1.29 2.11 2.10
OTTHUMG00NULL /// NULL --- 0 --- -1.43 -1.44 -1.15 1.01 -1.09 -1.42 -1.42 1.25 1.08 1.29 -4.49 -3.24
OTTHUMG00NULL /// NULL --- 0 --- 3.06 2.05 -1.40 -1.01 -1.31 1.07 -1.64 -1.06 1.21 1.04 2.20 3.08
OTTHUMG00NULL /// NULL --- 0 --- -1.84 -2.37 -3.58 -9.69 -1.67 -1.30 4.03 5.24 1.07 1.38 4.23 5.55
OTTHUMG00NULL /// NULL --- 0 --- 1.48 -1.06 1.02 1.30 1.21 1.27 -1.10 1.11 -2.02 -1.19 -3.20 -1.66
OTTHUMG00NULL /// NULL --- 0 --- -1.84 1.32 -2.26 -1.49 1.16 1.03 1.03 1.50 -5.66 -3.81 -2.02 -1.23
OTTHUMG00NULL /// NULL --- 0 --- -2.14 -2.80 -2.11 1.02 -6.35 1.66 -1.31 -1.47 -1.15 -8.34 1.08 -1.45
OTTHUMG00NULL /// NULL --- 0 --- 7.78 3.74 -1.43 1.08 2.03 -1.33 -1.82 -14.56 2.41 -1.30 1.82 1.81
OTTHUMG00NULL /// NULL --- 0 --- 1.65 1.79 -2.08 -1.84 1.40 1.53 -2.36 1.53 3.26 2.05 1.00 1.20
OTTHUMG00NULL /// NULL --- 0 --- 1.18 1.07 1.33 1.32 1.24 1.22 -1.59 -1.81 -1.49 -1.24 -2.96 -2.69
OTTHUMG00NULL /// NULL --- 0 --- 1.11 1.28 -1.10 -2.18 2.75 -1.71 2.77 3.83 -1.64 -2.88 -2.29 1.21
OTTHUMG00NULL /// NULL --- 0 --- -1.14 -1.03 -1.25 -1.34 1.47 1.35 -1.33 -1.25 -1.84 -2.31 -1.35 -1.01
OTTHUMG00NULL /// NULL --- 0 --- 1.30 -3.27 -1.07 -1.36 1.45 -1.22 -1.89 -1.51 -1.26 -3.18 -2.92 -1.42
OTTHUMG00NULL /// NULL --- 0 --- -2.35 -1.22 -1.16 -1.16 1.23 -1.68 1.28 1.12 1.34 1.26 4.34 5.40
OTTHUMG00NULL /// NULL --- 0 --- -1.58 -1.46 -1.48 -2.27 2.87 1.02 2.06 5.47 1.86 2.58 -1.48 2.05
OTTHUMG00NULL /// NULL --- 0 --- 2.02 2.19 -1.19 -1.83 1.15 1.65 1.17 -1.37 -1.78 -2.06 -2.17 -3.40
OTTHUMG00NULL /// NULL --- 0 --- -1.17 -1.14 -1.02 -4.03 -1.47 1.22 1.19 1.31 1.14 -1.20 1.99 1.98
OTTHUMG00NULL /// NULL --- 0 --- 1.60 4.93 4.85 2.52 -4.98 1.49 1.10 1.38 -4.84 1.34 9.81 2.70
OTTHUMG00NULL /// NULL --- 0 --- -1.00 -1.38 1.31 2.33 -1.51 -1.03 -11.01 -1.79 -3.02 -2.92 1.99 8.66
OTTHUMG00NULL /// NULL --- 0 --- -1.50 1.16 1.27 -1.79 2.37 6.71 5.43 3.95 -1.01 1.26 -2.55 -1.55
OTTHUMG00NULL /// NULL --- 0 --- -1.17 -1.04 -1.01 -1.32 -1.04 1.04 -1.20 -1.04 -2.24 -1.98 -1.88 -2.08
OTTHUMG00NULL /// NULL --- 0 --- 1.38 1.45 -1.05 -1.14 -1.02 -1.10 -1.46 -1.09 -2.48 -1.56 1.03 -1.01
OTTHUMG00NULL /// NULL --- 0 --- 1.08 -1.12 1.26 1.08 1.02 1.04 1.07 -1.04 -1.04 -1.12 1.34 -1.02
OTTHUMG00NULL /// NULL --- 0 --- -1.34 1.55 -1.53 1.11 -1.42 -1.80 2.37 1.68 1.67 1.08 1.92 2.64
OTTHUMG00NULL /// NULL --- 0 --- 4.14 1.11 1.31 -1.11 2.64 1.02 -5.22 -5.30 1.39 1.10 -8.64 -8.51
OTTHUMG00NULL /// NULL --- 0 --- -1.19 -1.47 1.41 1.60 1.19 1.17 1.28 -1.05 1.58 1.46 1.33 1.50
OTTHUMG00NULL /// NULL --- 0 --- -1.68 1.05 1.43 -1.04 1.36 -1.06 1.93 4.74 -1.19 -1.26 -1.91 -1.99
OTTHUMG00NULL /// NULL --- 0 --- 1.01 -1.32 -1.83 -1.42 -1.15 -1.32 -1.35 -1.37 -3.43 -4.09 -7.31 -3.71
OTTHUMG00NULL /// NULL --- 0 --- -1.17 -1.22 1.24 -1.13 1.43 -1.08 -1.64 -1.46 2.18 1.74 2.84 2.49
OTTHUMG00NULL /// NULL --- 0 --- 1.20 1.12 1.06 1.06 1.49 1.25 -1.09 1.03 -1.35 -1.27 -1.57 -1.28
OTTHUMG00NULL /// NULL --- 0 --- 1.29 1.16 -1.02 -1.03 -1.13 1.08 -1.45 -1.06 -1.52 -1.47 -1.67 -1.78
OTTHUMG00NULL /// NULL --- 0 --- 1.70 1.44 1.14 1.15 1.28 1.08 -1.24 1.18 -5.85 -7.94 -2.25 -4.52
OTTHUMG00NULL /// NULL --- 0 --- 1.10 1.10 -1.10 -1.44 1.08 1.05 -1.22 -1.20 -1.39 -1.46 -1.16 -1.53
OTTHUMG00NULL /// NULL --- 0 --- -1.09 -1.18 1.14 1.03 -1.23 1.01 -1.50 -1.09 -2.34 -2.24 -2.06 -1.65
OTTHUMG00NULL /// NULL --- 0 --- -1.65 -1.48 1.37 1.41 1.44 1.25 -1.08 -1.28 -2.32 -2.65 -1.31 -1.65
OTTHUMG00NULL /// NULL --- 0 --- -1.06 -1.07 -1.06 1.25 1.24 -1.36 1.01 -1.08 -1.43 -1.25 -1.52 1.56
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ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

OTTHUMG00NULL /// NULL --- 0 --- -1.05 -1.05 1.19 -1.06 1.01 -1.06 1.20 1.11 -1.23 -1.31 -1.31 -1.12
OTTHUMG00NULL /// NULL --- 0 --- 1.11 1.15 1.04 1.09 -1.08 -1.02 -1.24 -1.06 -1.92 -1.59 -1.41 -1.57
OTTHUMG00NULL /// NULL --- 0 --- 1.46 1.05 1.64 2.07 1.57 3.01 -1.86 -1.17 2.37 1.40 2.34 1.82
OTTHUMG00NULL /// NULL --- 0 --- 1.15 1.58 1.02 -1.17 -1.16 -1.20 -1.16 -1.29 1.37 2.02 1.43 1.77
OTTHUMG00NULL /// NULL --- 0 --- -1.03 -1.19 -1.08 -1.34 -1.14 1.05 -1.00 1.02 1.57 1.39 1.77 1.59
OTTHUMG00NULL /// NULL --- 0 --- -1.04 -1.15 1.12 -1.05 -1.10 -1.14 1.29 1.08 -2.08 -1.60 -2.10 -1.87
OTTHUMG00NULL /// NULL /// NULL /--- 0 --- -1.06 -1.24 1.18 1.16 1.07 -1.23 -1.01 -1.07 -1.89 -1.23 -1.89 -2.01
OTTHUMG00NULL /// NULL --- 0 --- 1.28 1.69 1.72 1.26 -1.25 -1.23 -1.11 -1.28 -1.98 -4.22 -1.15 -2.14
OTTHUMG00NULL /// NULL --- 0 --- -1.31 -1.19 1.02 1.17 1.28 1.41 1.22 1.31 -3.90 -3.88 -3.70 -1.80
OTTHUMG00NULL /// NULL --- 0 --- 1.11 1.01 1.07 1.18 -1.06 1.10 -1.08 1.08 1.41 1.30 1.09 1.20
OTTHUMG00NULL /// NULL --- 0 --- -1.27 -1.05 -1.10 1.41 2.87 3.63 1.60 1.02 2.94 -1.42 -4.21 -2.69
OTTHUMG00NULL /// NULL --- 0 --- 1.83 1.38 1.12 -2.07 1.59 1.36 -2.35 -1.92 4.07 2.58 -1.48 -2.69
OTTHUMG00NULL /// NULL --- 0 --- 1.63 1.38 -1.06 -1.08 -1.30 -1.35 -1.05 1.05 1.08 -1.10 1.42 1.21
OTTHUMG00NULL /// NULL --- 0 --- -1.81 -2.30 -1.17 1.60 -1.79 1.02 -1.58 -1.83 4.11 2.53 2.08 2.07
OTTHUMG00NULL /// NULL --- 0 --- -1.10 -1.09 1.13 1.08 1.30 1.33 -1.45 -1.21 -2.38 -2.38 -2.94 -2.75
OTTHUMG00NULL /// NULL --- 0 --- 2.31 3.00 -1.45 -2.63 -1.88 -3.40 1.26 4.61 3.35 1.28 -1.05 1.12
OTTHUMG00NULL /// NULL --- 0 --- -1.01 1.10 1.11 1.16 1.09 -1.12 -1.19 -1.12 -2.00 -1.79 -2.94 -2.16
OTTHUMG00NULL /// NULL --- 0 --- 2.91 2.89 1.30 -1.11 1.52 1.69 2.58 1.46 1.57 1.77 1.45 1.39
OTTHUMG00NULL /// NULL --- 0 --- 1.20 -1.08 1.12 1.05 -1.13 1.13 -1.39 -1.10 -1.90 -1.49 -1.23 -1.10
OTTHUMG00NULL /// NULL --- 0 --- 1.41 1.69 -1.15 -1.24 1.28 -1.13 -1.86 1.29 -1.42 -1.50 -1.52 -1.23
OTTHUMG00NULL /// NULL --- 0 --- -1.72 -1.33 1.56 1.77 1.43 1.26 -1.30 1.05 -2.32 -2.05 -2.47 -1.90
OTTHUMG00NULL /// NULL --- 0 --- -1.08 -1.36 -1.12 1.06 1.06 -1.18 1.07 -1.06 -1.58 -1.59 -2.10 -2.13
OTTHUMG00NULL /// NULL --- 0 --- 1.36 1.28 1.12 -1.19 1.47 1.51 1.55 -1.14 -2.65 -1.87 -2.10 -2.74
OTTHUMG00NULL /// NULL --- 0 --- 2.68 1.58 1.06 1.10 -5.59 1.28 -1.19 -12.53 1.55 -1.00 -1.90 -1.17
OTTHUMG00NULL /// NULL --- 0 --- 1.40 1.21 1.08 1.05 1.69 1.20 -1.05 -1.26 -1.39 -1.21 -2.41 -1.74
OTTHUMG00NULL /// NULL --- 0 --- 1.18 2.11 -3.13 -3.88 -1.61 2.12 -1.03 1.34 -1.46 -1.55 1.95 4.93
OTTHUMG00NULL /// NULL --- 0 --- -1.18 -1.45 -1.80 -1.16 1.76 1.98 1.77 1.12 1.35 1.69 -1.60 -3.25
OTTHUMG00NULL /// NULL --- 0 --- 2.67 2.20 2.02 2.13 -1.13 1.16 1.10 -1.51 2.81 1.20 -2.19 -1.28
OTTHUMG00NULL /// NULL --- 0 --- 2.52 2.15 1.85 -1.41 -1.41 -1.78 1.02 2.32 2.06 1.37 -1.37 -1.23
OTTHUMG00NULL /// NULL --- 0 --- -1.18 -2.80 1.44 -1.96 -3.42 3.06 -2.01 -3.03 -1.77 -5.95 1.18 1.24
OTTHUMG00NULL /// NULL --- 0 --- 1.03 1.07 1.04 1.01 1.05 1.02 1.04 -1.05 1.78 1.75 1.59 1.72
OTTHUMG00NULL /// NULL --- 0 --- 2.61 -1.06 -1.35 1.13 -1.85 -3.46 -1.51 -1.07 2.57 1.96 -3.51 -1.74
OTTHUMG00NULL /// NULL --- 0 --- -1.02 -1.17 -1.53 1.00 1.24 1.40 -1.14 -1.15 -2.33 -3.52 -2.95 -1.96
OTTHUMG00NULL /// NULL --- 0 --- -1.59 -1.58 -2.48 1.18 1.22 1.07 2.27 7.19 -2.57 -1.75 -10.76 -7.87
OTTHUMG00NULL /// NULL --- 0 --- -1.86 -1.41 1.69 1.87 -1.95 -1.47 -1.31 1.17 5.03 3.39 -1.01 2.29
OTTHUMG00NULL /// NULL --- 0 --- 1.04 1.07 -1.50 -1.35 1.03 1.00 -1.28 -1.47 -2.43 -1.68 -1.80 -1.39
OTTHUMG00NULL /// NULL /// NULL /--- 0 --- 1.18 -1.15 -1.13 -1.07 1.03 -1.05 1.05 1.10 1.18 1.57 -1.05 1.20
OTTHUMG00NULL /// NULL --- 0 --- 1.30 1.24 1.02 -1.12 -1.15 -1.12 -1.47 -1.26 -1.79 -1.53 -1.39 -1.59
OTTHUMG00NULL /// NULL --- 0 --- 1.02 1.20 -1.04 -1.39 -1.07 -1.40 -1.42 -1.18 -1.34 -1.36 -1.05 -1.20
OTTHUMG00NULL /// NULL --- 0 --- 1.23 1.15 1.13 1.05 -1.05 1.39 -1.56 -1.03 -1.64 -1.35 -1.45 -1.60
OTTHUMG00NULL /// NULL --- 0 --- 1.99 1.60 -1.04 -1.68 -1.04 -1.15 -3.51 1.29 -2.80 -2.73 1.14 2.63
OTTHUMG00NULL /// NULL --- 0 --- -1.11 2.18 -1.13 1.16 1.19 1.07 -1.38 -1.50 2.75 1.46 1.54 -1.40
OTTHUMG00NULL /// NULL --- 0 --- 1.67 -2.36 -1.43 -1.54 -1.72 -1.06 -1.19 6.53 1.50 1.11 -1.63 2.42
OTTHUMG00NULL /// NULL --- 0 --- 1.07 1.21 1.37 -1.00 1.28 -1.04 -1.45 -1.01 -2.54 -2.05 -1.64 -1.56
OTTHUMG00NULL /// NULL --- 0 --- 2.05 2.03 -1.06 -1.10 1.68 1.16 -1.09 1.46 -1.31 -1.05 -2.17 -1.94
OTTHUMG00NULL /// NULL --- 0 --- -1.13 -1.27 -1.04 1.10 -1.19 -1.14 1.17 1.06 -3.33 -2.44 -1.96 -1.65
OTTHUMG00NULL /// NULL --- 0 --- -1.16 -1.25 -1.10 -1.01 1.14 1.09 1.15 1.11 -1.82 -1.73 -2.06 -1.42
OTTHUMG00NULL /// NULL --- 0 --- -1.38 -1.41 -1.26 1.03 1.02 -1.10 -1.07 -1.55 -3.57 -2.39 -2.79 -2.93
OTTHUMG00NULL /// NULL --- 0 --- -1.21 -1.28 -1.02 1.02 1.11 -1.29 1.04 1.19 -3.27 -1.81 1.12 1.43
OTTHUMG00NULL /// NULL --- 0 --- -1.47 -1.49 -6.27 -7.58 -1.87 -2.41 1.02 1.50 1.03 1.06 1.16 1.43
OTTHUMG00NULL /// NULL --- 0 --- 1.52 2.15 -1.02 -1.05 1.42 -1.01 -1.57 -1.12 -7.66 -4.32 -2.63 -5.13
OTTHUMG00NULL /// NULL --- 0 --- 1.53 -1.28 1.03 1.63 1.24 1.06 1.28 1.07 -2.40 -3.12 -6.10 -4.01
OTTHUMG00NULL /// NULL --- 0 --- -1.46 -1.17 1.08 1.93 -2.25 1.36 -1.20 -1.69 -2.17 1.36 -3.64 -3.62
OTTHUMG00NULL /// NULL --- 0 --- -2.46 1.27 2.49 -1.19 2.13 1.86 -1.19 1.18 -1.73 -6.49 -1.93 -1.42
OTTHUMG00NULL /// NULL --- 0 --- -1.51 -1.40 1.10 -1.37 -1.18 1.04 -1.51 1.74 -4.02 -7.70 -21.25 -3.73
OTTHUMG00NULL /// NULL --- 0 --- -1.52 -1.22 3.18 1.59 -1.13 1.44 -1.08 2.51 1.03 1.25 -2.14 -2.36
OTTHUMG00NULL /// NULL --- 0 --- -1.60 1.03 -1.05 -1.20 1.24 1.06 -1.31 -1.11 -1.52 -2.39 -1.91 -1.52
OTTHUMG00NULL /// NULL --- 0 --- 1.16 -1.68 -1.36 -1.22 1.54 1.50 -1.06 -1.06 -2.43 -2.62 -1.78 -2.09
OTTHUMG00NULL /// NULL --- 0 --- -1.18 -1.01 1.12 -1.02 1.07 1.03 -1.31 -1.13 -1.82 -3.16 -1.39 -1.71
OTTHUMG00NULL /// NULL --- 0 --- 2.59 2.52 1.32 1.92 2.81 3.92 1.54 1.73 -1.26 1.26 1.18 -1.78
OTTHUMG00NULL /// NULL --- 0 --- -1.04 -2.17 -3.18 1.53 -1.62 -1.97 -1.52 1.18 2.47 1.22 1.79 1.32
OTTHUMG00NULL /// NULL --- 0 --- -1.09 -1.07 1.01 -1.08 1.07 -1.04 1.04 -1.02 -1.16 -1.23 1.17 1.11
OTTHUMG00NULL /// NULL --- 0 --- -1.21 -1.15 -1.13 -1.27 -1.01 -1.11 -1.05 -1.15 -1.21 -1.20 1.14 1.14
OTTHUMG00NULL /// NULL --- 0 Matrix_Metalloproteinases // GenMAPP -1.04 -1.50 1.87 1.71 -2.09 1.06 1.80 2.62 3.60 2.13 -2.68 -1.49
OTTHUMG00NULL /// NULL --- 0 --- 2.54 5.58 -1.22 -1.31 1.07 -1.71 -3.67 -1.13 5.87 1.55 -5.21 1.69
OTTHUMG00NULL /// NULL --- 0 --- -1.05 1.01 -1.04 1.00 -1.13 -1.00 -1.45 -1.15 -2.12 -1.67 -1.50 -1.51
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ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

OTTHUMG00NULL /// NULL --- 0 --- 1.14 1.10 1.01 -1.03 -1.02 1.03 -1.12 -1.03 -1.66 -1.43 -1.64 -1.90
OTTHUMG00NULL /// NULL --- 0 --- 1.44 1.39 1.07 1.11 -1.03 1.07 -1.53 -1.40 -2.32 -2.17 -2.46 -2.62
OTTHUMG00NULL /// NULL --- 0 --- -1.11 -1.08 1.22 1.27 1.16 -1.09 1.15 1.04 1.31 1.10 2.10 1.74
OTTHUMG00NULL /// NULL --- 0 --- -1.22 -3.35 1.52 1.94 -2.93 -1.52 6.12 6.36 2.31 -1.88 1.63 1.35
OTTHUMG00NULL /// NULL --- 0 --- 1.43 1.44 1.04 -1.13 -1.78 -1.65 -1.12 -1.08 -1.37 -1.05 -1.24 -1.13
OTTHUMG00NULL /// NULL --- 0 --- 1.12 1.09 -1.01 1.10 1.00 1.02 1.10 -1.07 -2.51 -2.22 1.23 -1.14
OTTHUMG00NULL /// NULL --- 0 --- 1.11 1.00 -1.04 1.02 -1.03 1.02 -1.33 -1.17 -2.22 -1.68 -2.81 -2.44
OTTHUMG00NULL /// NULL --- 0 --- 1.18 1.10 -1.00 -1.07 -1.00 -1.08 -1.83 -1.61 -2.51 -2.25 -4.84 -4.40
OTTHUMG00NULL /// NULL --- 0 --- -1.02 -1.13 -1.10 -1.06 -1.26 1.04 1.01 -1.05 -1.39 -1.25 -1.47 -1.64
OTTHUMG00NULL /// NULL --- 0 --- 1.05 -1.10 -1.15 -1.07 -1.05 -1.13 -1.33 1.16 -1.90 -2.52 -5.54 -3.87
OTTHUMG00NULL /// NULL --- 0 --- 4.77 1.56 -1.49 -2.41 1.04 1.74 -1.15 -1.12 -1.41 -1.65 -1.73 -2.07
OTTHUMG00NULL /// NULL --- 0 --- 1.39 1.36 1.14 1.18 1.29 1.35 -1.18 -1.27 1.03 -1.07 1.47 1.53
OTTHUMG00NULL /// NULL --- 0 --- -1.04 -1.05 1.09 1.05 1.08 -1.00 1.17 1.14 1.59 1.72 1.64 1.59
OTTHUMG00NULL /// NULL --- 0 --- -1.04 -1.27 -1.00 -1.04 1.04 -1.11 -1.36 -1.32 1.35 1.59 1.92 1.80
OTTHUMG00NULL /// NULL --- 0 --- -3.20 1.13 -1.08 -1.04 -2.06 1.65 1.20 -1.18 -4.00 -1.79 -2.42 -1.19
OTTHUMG00NULL /// NULL --- 0 --- 1.24 2.61 -1.38 -1.17 -2.13 1.22 1.17 1.20 1.51 1.05 -1.18 -2.24
OTTHUMG00NULL /// NULL --- 0 --- 2.12 1.19 2.23 7.14 -3.17 -4.08 4.72 3.41 -1.93 -1.14 1.69 2.06
OTTHUMG00NULL /// NULL --- 0 --- 1.23 -2.09 -1.64 1.05 -1.04 -1.13 2.59 1.79 1.79 2.34 -1.48 -1.41
OTTHUMG00NULL /// NULL --- 0 --- -2.41 -1.44 1.54 -2.46 6.81 2.34 -2.29 4.04 -1.13 -1.63 1.81 2.12
OTTHUMG00NULL /// NULL --- 0 --- 1.29 3.02 -7.66 -2.56 1.48 1.29 -1.93 -2.55 2.73 2.55 -2.89 1.53
OTTHUMG00NULL /// NULL /// NULL /--- 0 --- 1.38 1.15 -1.00 1.03 -1.12 1.04 1.08 -1.03 -1.90 -1.89 -1.56 -1.41
OTTHUMG00NULL /// NULL /// NULL /--- 0 --- 1.58 1.33 1.09 1.12 -1.07 -1.02 1.14 1.32 -1.85 -1.66 -1.43 -1.70
OTTHUMG00NULL /// NULL --- 0 --- 1.04 -1.02 1.01 -1.03 -1.02 1.07 -1.25 -1.06 -1.03 1.20 -1.38 -1.13
OTTHUMG00NULL /// NULL --- 0 --- -3.79 1.11 4.18 1.51 -1.05 1.35 2.46 1.80 18.70 31.76 -1.94 -1.75
OTTHUMG00NULL /// NULL --- 0 --- 3.20 2.55 -7.15 -1.88 6.78 4.72 6.91 1.06 4.89 4.96 4.35 6.15
OTTHUMG00NULL /// NULL --- 0 --- -1.00 1.09 -1.02 -1.12 1.07 1.01 -1.18 -1.14 -1.19 -1.15 -1.15 -1.21
OTTHUMG00NULL /// NULL --- 0 --- 1.01 -1.11 1.33 1.06 1.28 1.21 1.21 1.31 -1.16 -1.38 -2.57 -1.52
OTTHUMG00NULL /// NULL --- 0 --- 4.88 3.44 8.42 2.58 1.24 -2.20 1.50 1.58 1.74 -1.22 1.60 1.79
OTTHUMG00NULL /// NULL --- 0 --- -1.10 -1.42 1.05 1.19 1.03 1.16 1.03 1.15 -1.34 -1.52 -2.86 -2.19
OTTHUMG00NULL /// NULL --- 0 --- -1.26 -1.52 -2.63 -3.89 -1.39 1.08 -1.09 -1.12 -3.34 -2.58 -2.00 -1.39
OTTHUMG00NULL /// NULL --- 0 --- -1.06 -1.13 -1.06 1.01 -1.11 -1.15 -1.12 1.16 -2.35 -2.34 -1.96 -3.13
OTTHUMG00NULL /// NULL --- 0 --- 1.11 1.08 1.14 1.30 1.03 -1.04 -1.01 -1.03 1.44 1.56 -1.00 1.25
OTTHUMG00NULL /// NULL --- 0 --- 1.75 2.02 1.03 -1.01 1.84 1.82 -1.16 1.45 -1.93 -2.06 -1.47 -2.30
OTTHUMG00NULL /// NULL --- 0 --- 1.05 -1.02 1.06 1.05 -1.08 1.02 -1.46 -1.34 -1.72 -1.33 -1.93 -1.46
OTTHUMG00NULL /// NULL --- 0 --- -1.16 -1.43 -1.05 -1.43 1.61 2.14 1.61 2.25 -3.85 -2.03 -2.53 -2.83
OTTHUMG00NULL /// NULL --- 0 --- 1.08 1.14 -1.24 -1.11 1.50 1.44 -1.07 -1.11 -1.92 -1.65 -1.30 -1.51
OTTHUMG00NULL /// NULL --- 0 --- 2.41 2.05 1.97 1.85 -1.18 -1.19 -3.11 -2.09 -1.19 -1.66 1.13 -1.32
OTTHUMG00NULL /// NULL --- 0 --- 1.14 1.20 1.17 1.14 1.05 1.11 1.02 1.15 1.41 1.61 1.57 1.62
OTTHUMG00NULL /// NULL --- 0 --- 1.03 1.09 1.19 1.36 1.16 1.28 1.09 1.14 -1.24 -1.13 -3.15 -2.15
OTTHUMG00NULL /// NULL --- 0 --- -1.23 -1.10 1.05 1.08 1.02 1.13 -1.16 1.14 -2.93 -2.70 -3.98 -3.76
OTTHUMG00NULL /// NULL --- 0 --- -1.12 -1.14 1.16 1.13 1.12 -1.01 -1.01 1.06 -1.39 -1.50 -1.65 -2.18
OTTHUMG00NULL /// NULL --- 0 --- -1.24 1.20 1.15 1.10 1.07 1.02 -2.88 -1.87 -2.90 -4.75 -2.92 -3.03
OTTHUMG00NULL /// NULL --- 0 --- -1.12 -1.21 -1.00 -1.03 1.06 1.07 -1.27 1.03 -2.05 -1.97 -2.12 -1.52
OTTHUMG00NULL /// NULL --- 0 --- -1.00 -1.37 1.07 1.08 1.60 1.30 1.40 1.31 1.05 -1.21 1.11 1.39
OTTHUMG00NULL /// NULL --- 0 --- -1.02 1.84 1.10 1.30 1.24 1.11 -1.71 -1.57 -3.20 -3.06 -1.95 -2.13
OTTHUMG00NULL /// NULL --- 0 --- -1.50 1.30 -2.24 -1.99 2.51 1.07 1.82 1.29 -1.26 -1.26 1.63 -1.21
OTTHUMG00NULL /// NULL --- 0 --- -1.08 -1.60 1.17 -1.15 -1.15 -1.07 -1.03 1.33 1.58 1.05 -1.19 1.40
OTTHUMG00NULL /// NULL --- 0 --- 1.12 -1.02 1.57 -1.00 2.32 1.95 -1.50 -1.55 -1.72 -1.42 -4.55 -3.26
OTTHUMG00NULL /// NULL --- 0 --- 1.81 1.41 1.19 1.02 -1.10 1.04 -1.15 -1.09 -1.97 -2.32 -1.96 -2.11
OTTHUMG00NULL /// NULL --- 0 --- 1.17 1.53 1.22 1.18 -1.16 -1.02 -1.01 1.67 -1.13 1.05 1.70 1.51
OTTHUMG00NULL /// NULL --- 0 --- 1.22 -1.08 1.06 1.24 1.02 -1.05 -1.12 1.35 -2.23 -2.42 -2.69 -4.20
OTTHUMG00NULL /// NULL --- 0 --- -1.12 -1.12 -1.05 1.11 -1.06 -1.07 -1.11 -1.03 -1.01 -1.16 -1.07 -1.28
OTTHUMG00NULL /// NULL --- 0 --- 1.11 1.12 -1.05 1.06 -1.06 1.06 -1.29 -1.17 1.50 1.53 2.42 3.03
OTUB2 OTU domain, ubiquitin aldechr14q32.12  proteolysis --- 1.06 -1.04 1.13 1.06 1.38 1.02 -1.24 1.03 -1.61 -1.35 1.09 1.11
OTUB2 OTU domain, ubiquitin aldechr14q32.12  proteolysis --- -1.16 1.06 1.04 1.74 -1.50 -3.81 -2.07 -1.35 1.87 1.99 1.87 2.42
OTUD1 OTU domain containing 1 chr10p12.2  protein K63-linked deubiquitination --- 1.14 1.19 -1.06 -1.16 -1.16 -1.01 1.05 1.01 1.47 1.39 1.73 1.35
OTUD1 OTU domain containing 1 chr10p12.2 0 --- 1.13 1.18 -1.03 -1.18 -1.18 -1.05 1.05 -1.02 1.57 1.55 1.89 1.42
OTUD4 OTU domain containing 4 chr4q31.21  protein K48-linked deubiquitination --- 1.23 -1.12 1.06 -1.28 1.00 1.25 1.08 -1.16 1.85 1.74 1.58 1.29
OTUD4 OTU domain containing 4 chr4q31.21  protein K48-linked deubiquitination --- 1.03 1.13 -1.01 -1.70 -1.13 -1.13 -1.18 -1.06 1.36 1.53 1.36 1.05
OTUD4 OTU domain containing 4 chr4q31.21  protein K48-linked deubiquitination --- -1.20 -1.16 -1.01 -1.05 1.20 1.02 -1.18 -1.14 1.32 1.38 1.26 1.09
OTUD7A OTU domain containing 7Achr15q13.3  proteolysis --- 1.25 -1.01 1.17 1.18 -1.20 -1.16 1.40 1.63 1.22 1.17 -1.33 1.29
OTUD7B OTU domain containing 7Bchr1q21.2  mucosal immune response --- -1.03 -1.07 -1.11 -1.21 -1.17 -1.12 1.03 -1.03 1.10 1.34 1.85 1.71
OTUD7B OTU domain containing 7Bchr1q21.2  mucosal immune response --- -1.03 1.04 1.01 -1.01 1.09 1.12 1.11 -1.02 -1.10 -1.15 1.34 1.11
OTX1 orthodenticle homeobox 1 chr2p13  regulation of transcription, DNA-depende--- 1.82 1.11 -2.25 1.88 -1.71 -1.07 -2.48 1.18 3.09 2.99 -2.09 -1.96
OVGP1 oviductal glycoprotein 1, 12chr1p13  carbohydrate metabolic process --- 1.16 1.05 -1.11 -1.03 1.40 1.09 1.03 1.37 1.52 1.09 1.93 2.00
OVOL2 ovo-like 2 (Drosophila) chr20pter-q11.23  angiogenesis --- -1.84 -3.39 -1.48 1.10 -1.06 2.98 -3.35 -1.35 3.41 2.07 -1.19 -1.13
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OXCT1 3-oxoacid CoA transferase chr5p13.1  brain development Synthesis_and_Degradation_of_Keton_Bodi 1.01 1.04 -1.03 -1.01 -1.02 1.00 -1.05 1.01 -1.15 1.03 -1.78 -1.69
OXCT2 3-oxoacid CoA transferase 2chr1p34  metabolic process --- -1.09 1.08 1.33 1.07 -1.09 -1.12 1.10 1.23 -2.11 -2.07 -1.54 -1.15
OXGR1 oxoglutarate (alpha-ketoglu chr13q32.1  signal transduction --- 5.59 7.06 1.23 -1.70 -1.15 1.15 -1.77 -1.01 3.81 1.72 1.13 1.56
OXNAD1 oxidoreductase NAD-bindinchr3p25-p24  oxidation-reduction process --- -1.02 1.01 1.25 1.25 -1.02 -1.19 1.02 1.05 1.75 1.22 1.33 1.21
OXR1 oxidation resistance 1 chr8q23  response to stress --- -1.14 -1.18 1.14 1.11 1.15 1.09 1.28 1.26 1.11 -1.03 1.46 1.77
OXSM 3-oxoacyl-ACP synthase, mchr3p24.2  lipid metabolic process --- -1.08 -1.07 1.06 1.12 1.06 1.01 -1.03 -1.06 1.30 1.35 1.74 1.99
P2RX5 purinergic receptor P2X, ligchr17p13.3  transport --- -1.03 -1.15 1.00 1.23 1.05 -1.00 1.13 1.19 1.70 1.47 1.23 1.37
P2RX5-TAX1P2RX5-TAX1BP3 readthrochr17p /// chr17p13  ion transport --- 1.10 1.20 1.03 -1.07 1.03 -1.13 -1.00 1.02 1.06 -1.08 -1.36 -1.61
P2RX5-TAX1P2RX5-TAX1BP3 readthrochr17p /// chr17p13  Rho protein signal transduction --- -1.05 1.01 -1.12 -1.03 -1.13 -1.06 -1.01 1.01 1.10 1.13 -1.33 -1.31
P2RY11 /// PPpurinergic receptor P2Y, G-chr19p13 /// chr19p  defense response GPCRDB_Class_A_Rhodopsin-like // GenM 1.12 -1.01 1.10 1.19 1.02 -1.44 -1.07 1.10 1.60 1.17 2.25 2.83
P2RY13 purinergic receptor P2Y, G-chr3q24  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM -1.52 -2.55 -1.17 1.04 1.24 1.21 -8.36 -3.39 3.29 2.79 -3.78 2.00
P2RY14 purinergic receptor P2Y, G-chr3q24-q25.1  immune response GPCRDB_Class_A_Rhodopsin-like // GenM 1.77 4.76 -1.56 1.45 2.45 1.95 1.69 2.09 1.65 4.29 4.93 1.82
P2RY2 purinergic receptor P2Y, G-chr11q13.5-q14.1  cellular ion homeostasis GPCRDB_Class_A_Rhodopsin-like // GenM 1.69 1.43 1.05 1.11 -1.20 -2.49 1.58 2.75 1.82 2.00 1.14 1.34
P4HA1 prolyl 4-hydroxylase, alpha chr10q21.3-q23.1  peptidyl-proline hydroxylation to 4-hydro--- 1.10 1.13 1.02 -1.07 -1.18 -1.06 -1.20 -1.09 1.10 1.33 1.93 1.84
P4HA2 prolyl 4-hydroxylase, alpha chr5q31  peptidyl-proline hydroxylation to 4-hydro--- -1.07 -1.12 1.06 -1.01 1.04 1.05 1.17 1.09 1.64 2.18 3.27 4.34
P4HA3 prolyl 4-hydroxylase, alpha chr11q13.4  oxidation-reduction process --- -1.01 -1.36 1.12 1.07 1.03 1.05 1.23 -1.03 2.35 1.86 2.80 2.77
P4HB prolyl 4-hydroxylase, beta pchr17q25  protein folding --- -1.14 -1.18 -1.00 -1.07 1.09 1.10 1.06 -1.03 1.19 1.23 1.31 1.52
P4HB prolyl 4-hydroxylase, beta pchr17q25  protein folding --- -1.12 -1.06 1.05 -1.08 1.16 1.03 -1.10 -1.21 1.09 1.17 1.41 1.66
P4HB prolyl 4-hydroxylase, beta pchr17q25  protein folding --- -1.09 -1.01 -1.02 1.01 1.03 -1.04 1.12 1.04 1.33 1.13 1.20 1.21
PAAF1 proteasomal ATPase-associ chr11q13.4  virus-host interaction --- -1.03 1.00 1.02 1.08 -1.02 -1.06 1.21 1.20 1.47 1.37 1.45 1.60
PABPC1 poly(A) binding protein, cytchr8q22.2-q23  nuclear-transcribed mRNA catabolic procTranslation_Factors // GenMAPP -1.01 -1.00 -1.02 1.03 1.05 1.01 1.13 1.00 1.16 1.04 1.01 1.00
PABPC1L poly(A) binding protein, cyt--- 0 --- 1.46 1.11 -1.05 1.33 1.07 -1.02 1.12 1.16 -1.00 -1.03 -1.62 -1.12
PABPC4 poly(A) binding protein, cytchr1p34.2  RNA processing --- 1.27 1.32 1.02 -1.19 -1.11 -1.01 -1.06 -1.11 -1.33 -1.48 -1.26 -1.65
PABPC4L poly(A) binding protein, cytchr4q28.3 0 --- 1.29 1.20 1.05 -1.02 -1.18 1.03 -1.35 -1.22 -1.73 -1.50 -1.75 -2.21
PABPN1 poly(A) binding protein, nu chr14q11.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.25 1.24 -1.16 -1.12 1.11 1.06 1.18 1.16 1.13 1.34 -1.15 -1.36
PACRG-AS1 PACRG antisense RNA 1 chr6q26 0 --- 1.41 -3.46 -1.99 1.36 5.07 7.40 -1.77 1.19 3.70 7.42 6.25 5.64
PACRGL PARK2 co-regulated-like chr4p15.31 0 --- -1.08 -1.10 1.14 1.16 1.05 -1.04 1.07 1.19 1.51 1.09 1.47 1.72
PACRGL PARK2 co-regulated-like chr4p15.31 0 --- 1.02 1.03 1.28 1.34 1.31 1.11 -1.01 1.14 2.32 1.92 1.84 1.68
PACS1 phosphofurin acidic cluster chr11q13.1-q13.2  protein targeting to Golgi --- -1.07 -1.25 1.13 1.03 1.21 1.10 1.20 1.09 1.16 1.00 1.22 1.19
PACS2 phosphofurin acidic cluster chr14q32.33  apoptotic process --- 1.09 1.05 1.03 1.16 1.10 1.14 -1.06 -1.19 -2.03 -1.87 -3.32 -2.93
PACS2 phosphofurin acidic cluster chr14q32.33  apoptotic process --- 1.13 1.00 -1.08 1.01 1.25 -1.18 -1.05 -1.18 -1.83 -1.99 -2.47 -2.06
PADI1 peptidyl arginine deiminase chr1p36.13  cellular protein modification process --- 1.10 1.15 1.21 1.07 1.07 -1.12 1.54 1.95 2.10 1.33 2.76 3.50
PADI2 peptidyl arginine deiminase chr1p36.13  cellular protein modification process --- -1.47 -1.34 1.33 1.42 -1.48 1.24 1.34 2.15 3.94 3.49 4.97 5.28
PAFAH1B1 platelet-activating factor acechr17p13.3  G2 Wnt_signaling // GenMAPP -1.02 -1.03 1.01 1.05 1.01 1.03 -1.39 -1.23 -2.12 -2.02 -2.09 -1.91
PAFAH1B1 platelet-activating factor acechr17p13.3  G2 Wnt_signaling // GenMAPP -1.02 -1.18 -1.11 -1.01 -1.10 -1.05 -1.27 -1.28 -1.72 -1.54 -1.23 -1.43
PAFAH1B1 platelet-activating factor acechr17p13.3  G2 Wnt_signaling // GenMAPP -1.24 -1.09 -1.06 -1.17 1.05 -1.01 -1.65 -1.20 -2.30 -2.11 -2.01 -1.76
PAFAH1B1 platelet-activating factor acechr17p13.3  G2 Wnt_signaling // GenMAPP 1.12 1.08 1.04 1.06 1.03 -1.04 1.39 1.17 1.58 1.36 1.84 1.81
PAFAH1B2 platelet-activating factor acechr11q23  lipid metabolic process --- 1.04 1.02 1.13 1.18 1.29 -1.01 1.74 1.24 1.12 1.28 1.60 1.52
PAFAH1B3 platelet-activating factor acechr19q13.1  lipid metabolic process --- 1.15 1.02 1.03 1.23 -1.03 -1.21 1.35 1.25 -1.14 -1.39 -1.85 -1.56
PAG1 phosphoprotein associated wchr8q21.13  signal transduction --- -1.39 -1.29 2.11 1.03 1.32 1.29 1.58 1.10 3.56 4.97 4.56 7.95
PAG1 phosphoprotein associated wchr8q21.13  signal transduction --- 16.95 3.67 2.52 1.25 -4.28 -3.84 -1.71 1.45 6.00 4.73 1.36 2.00
PAG1 phosphoprotein associated wchr8q21.13  signal transduction --- -1.13 1.14 1.32 1.35 1.17 1.23 1.57 1.05 3.13 4.26 1.77 3.62
PAGE1 P antigen family, member 1 chrXp11.23  cellular defense response --- 1.06 -1.11 1.06 1.04 1.11 -1.20 1.33 1.27 1.06 1.27 -1.32 -1.37
PAGR1 PAXIP1 associated glutamachr16p11.2 0 --- -1.04 -1.12 1.02 -1.11 1.21 1.05 -1.17 -1.13 -1.45 -1.64 -1.03 -1.28
PAGR1 PAXIP1 associated glutamachr16p11.2 0 --- 1.33 1.11 -1.05 1.02 -1.02 -1.02 -1.35 -1.28 -1.07 -1.17 -1.50 -1.66
PAH phenylalanine hydroxylase chr12q22-q24.2  L-phenylalanine metabolic process Biogenic_Amine_Synthesis // GenMAPP 1.61 2.25 -1.20 1.06 -6.81 1.09 -3.43 -2.01 1.49 1.29 2.70 3.40
PAH phenylalanine hydroxylase chr12q22-q24.2  L-phenylalanine metabolic process Biogenic_Amine_Synthesis // GenMAPP 1.91 -2.73 1.22 1.07 1.94 10.04 1.64 1.36 15.50 12.97 1.27 -1.24
PAICS phosphoribosylaminoimidazchr4q12  purine nucleobase metabolic process --- 1.02 1.07 -1.06 -1.07 -1.00 1.02 -1.03 -1.19 1.07 1.10 -1.11 -1.25
PAICS phosphoribosylaminoimidazchr4q12  purine nucleobase metabolic process --- -1.06 1.00 1.01 1.02 1.05 -1.05 1.24 1.07 1.28 1.22 1.25 1.26
PAIP1 poly(A) binding protein intechr5p12  nuclear-transcribed mRNA catabolic procTranslation_Factors // GenMAPP -1.02 1.07 -1.11 -1.04 -1.15 -1.06 -1.44 -1.25 -2.12 -1.77 -2.27 -2.46
PAIP1 poly(A) binding protein intechr5p12  nuclear-transcribed mRNA catabolic procTranslation_Factors // GenMAPP 1.01 -1.01 -1.02 -1.04 -1.08 1.00 -1.41 -1.17 -2.25 -1.98 -2.64 -3.01
PAIP2 poly(A) binding protein intechr5q31.2  regulation of translation --- -1.09 -1.10 1.06 1.05 1.12 -1.00 1.10 1.10 1.18 1.03 1.21 1.25
PAK1IP1 PAK1 interacting protein 1 chr6p24.2  negative regulation of signal transduction--- 1.04 1.13 1.05 -1.03 -1.05 -1.05 1.04 1.07 1.20 -1.12 1.39 1.09
PAK2 p21 protein (Cdc42/Rac)-acchr3q29  protein complex assembly Integrin-mediated_cell_adhesion_KEGG // G -1.07 -1.18 1.05 1.07 1.06 1.10 1.13 1.06 -1.32 -1.21 -1.32 -1.27
PAK4 p21 protein (Cdc42/Rac)-acchr19q13.2  protein phosphorylation Integrin-mediated_cell_adhesion_KEGG // G -1.04 -1.03 1.05 1.07 -1.03 -1.11 1.12 1.12 1.46 1.32 1.27 1.35
PAK4 p21 protein (Cdc42/Rac)-acchr19q13.2  protein phosphorylation Integrin-mediated_cell_adhesion_KEGG // G 1.06 1.02 1.10 1.28 -1.00 1.02 1.19 1.17 1.68 1.39 1.40 1.35
PALB2 partner and localizer of BRCchr16p12.2  double-strand break repair via homologou--- 1.14 1.20 1.09 1.03 1.08 1.10 1.01 -1.05 -1.48 -1.42 -1.02 -1.12
PALD1 phosphatase domain containchr10q22.1 0 --- 1.13 1.28 -1.09 -1.38 -1.17 -1.28 1.08 1.14 1.13 1.05 -1.38 -1.50
PALLD palladin, cytoskeletal associchr4q32.3  cytoskeleton organization --- -1.00 1.00 1.02 -1.15 1.12 1.00 1.12 1.01 1.34 1.22 1.89 1.57
PALLD palladin, cytoskeletal associchr4q32.3  cytoskeleton organization --- -1.04 1.04 -1.03 -1.05 -1.01 1.02 1.09 1.01 1.31 1.23 1.47 1.35
PALLD palladin, cytoskeletal associchr4q32.3  cytoskeleton organization --- -1.07 -1.04 -1.00 -1.11 -1.08 -1.10 1.20 1.14 1.91 1.37 2.09 1.89
PALMD palmdelphin chr1p22-p21  regulation of cell shape --- -1.03 1.02 -1.07 -1.10 1.02 -1.01 1.23 -1.09 -1.36 -1.59 -1.02 -1.37
PAM16 presequence translocase-asschr16p13.3  protein targeting to mitochondrion --- -1.05 -1.03 -1.11 -1.03 1.00 -1.19 1.12 1.21 1.40 1.29 1.35 1.42
PAN2 PAN2 poly(A) specific ribo chr12q13.2  nuclear-transcribed mRNA catabolic proc--- 1.08 -1.03 1.05 1.07 1.12 -1.01 -1.12 1.00 1.09 1.29 1.02 1.28
PAN3-AS1 PAN3 antisense RNA 1 chr13q12.2 0 --- 1.21 1.34 1.06 1.37 1.46 1.25 1.07 -1.09 -4.99 -2.44 -2.84 -3.36
PANK1 pantothenate kinase 1 chr10q23.31  vitamin metabolic process --- 1.03 -1.14 1.04 1.05 -1.06 1.05 -1.26 -1.09 -1.90 -1.36 -1.42 -1.77
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PANK2 pantothenate kinase 2 chr20p13  vitamin metabolic process --- -1.11 -1.10 -1.13 -1.13 -1.01 1.04 1.68 1.44 2.03 1.83 1.90 1.29
PANK2 pantothenate kinase 2 chr20p13  vitamin metabolic process --- -1.02 -1.01 -1.05 1.08 1.28 1.11 1.56 1.35 1.55 1.32 1.30 -1.17
PANK2 pantothenate kinase 2 chr20p13  vitamin metabolic process --- 1.14 1.33 1.15 1.25 1.18 1.05 1.09 -1.04 -1.60 -1.47 -1.23 -1.28
PANK2 pantothenate kinase 2 chr20p13  vitamin metabolic process --- 1.09 1.02 -1.08 1.10 -1.10 -1.07 1.05 1.09 -1.42 -1.43 -1.17 -1.18
PANK3 pantothenate kinase 3 chr5q34  coenzyme A biosynthetic process --- -1.04 -1.13 1.08 1.05 1.02 1.02 1.09 1.03 1.20 1.25 1.70 1.81
PANK4 pantothenate kinase 4 chr1p36.32  coenzyme A biosynthetic process --- -1.07 -1.04 1.13 1.20 1.12 1.06 1.07 1.13 1.77 1.35 1.41 1.29
PANX1 pannexin 1 chr11q21  response to ischemia --- -1.03 1.01 1.15 1.03 1.02 1.03 1.16 1.06 1.54 1.56 1.81 1.70
PANX2 pannexin 2 chr22q13.33  response to ischemia --- -1.32 -1.39 1.20 1.05 1.30 1.15 -1.11 -1.04 1.63 1.49 1.96 2.59
PANX2 pannexin 2 chr22q13.33  response to ischemia --- -1.17 -1.29 -1.04 1.01 1.05 -1.03 -1.17 -1.05 1.18 1.22 1.44 1.64
PANX3 pannexin 3 chr11q24.2  transport --- 1.55 1.83 2.89 -2.81 1.79 2.25 -1.87 1.38 1.25 -3.86 2.24 1.08
PAOX polyamine oxidase (exo-N4 chr10q26.3  polyamine metabolic process --- 1.48 1.11 -1.05 1.68 1.01 -1.17 1.15 1.21 -2.82 -1.74 -2.82 -1.06
PAOX polyamine oxidase (exo-N4 chr10q26.3  polyamine metabolic process --- 4.25 2.61 -1.49 1.32 1.14 1.07 1.28 1.21 2.03 -1.18 -1.46 1.07
PAPD4 PAP associated domain con chr5q14.1  mRNA processing --- 1.10 -1.14 1.14 1.17 1.13 1.33 -1.24 -1.45 -1.67 -1.43 -2.14 -2.04
PAPD7 PAP associated domain con chr5p15  DNA replication --- -1.06 -1.08 -1.03 -1.14 -1.01 -1.03 1.02 -1.01 1.07 1.05 1.14 1.15
PAPLN papilin, proteoglycan-like suchr14q24.2  negative regulation of peptidase activity --- -1.02 1.02 -1.01 1.11 1.00 1.11 1.20 1.08 -1.56 -1.13 -2.12 -1.77
PAPOLA poly(A) polymerase alpha chr14q32.31  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.09 -1.02 1.06 1.02 -1.04 1.03 1.33 1.16 1.38 1.35 1.49 1.32
PAPOLA poly(A) polymerase alpha chr14q32.31  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.01 1.03 -1.02 -1.09 1.04 -1.03 1.22 1.09 1.46 1.41 1.37 1.22
PAPOLA poly(A) polymerase alpha chr14q32.31  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.08 1.07 -1.03 1.03 -1.03 1.16 -1.31 -1.11 -1.32 -1.29 -1.17 -1.28
PAPOLA poly(A) polymerase alpha chr14q32.31  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.83 -1.12 -1.17 -1.27 1.13 1.16 -1.48 -1.40 -1.88 -1.90 -1.51 -1.74
PAPOLA poly(A) polymerase alpha chr14q32.31  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.02 1.14 1.15 1.07 1.10 1.11 -1.34 -1.17 -1.82 -1.60 -1.51 -1.55
PAPOLA poly(A) polymerase alpha chr14q32.31  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.16 1.09 1.06 -1.12 -1.11 1.01 -1.04 1.04 1.43 1.66 1.14 1.07
PAPOLG poly(A) polymerase gammachr2p16.1  mRNA polyadenylation --- 1.09 1.23 1.07 -1.18 1.07 1.10 -1.22 -1.06 1.06 1.10 1.41 1.42
PAPPA pregnancy-associated plasmchr9q33.2  proteolysis --- -1.11 -1.11 1.26 1.26 -1.14 -1.12 1.34 1.17 1.47 1.25 -1.04 1.09
PAPPA pregnancy-associated plasmchr9q33.2  proteolysis --- -1.11 1.04 -1.01 1.13 1.13 1.21 1.94 1.45 1.42 1.29 1.02 1.31
PAPPA pregnancy-associated plasmchr9q33.2  proteolysis --- 1.05 -1.08 -1.07 -1.00 -1.06 1.15 1.01 1.44 1.22 1.20 1.08 1.09
PAPPA2 pappalysin 2 chr1q23-q25  regulation of cell growth --- -3.16 -1.56 -1.49 -5.22 -1.30 2.88 1.12 -4.37 17.10 1.78 2.35 8.02
PAPSS1 3'-phosphoadenosine 5'-phochr4q24  sulfate assimilation --- 1.16 1.21 -1.03 -1.05 -1.05 -1.02 -1.19 -1.13 -1.65 -1.48 -1.62 -1.80
PAPSS2 3'-phosphoadenosine 5'-phochr10q24  sulfate assimilation --- -1.42 1.04 -1.00 -1.03 1.24 1.33 1.47 1.06 1.20 -1.04 3.09 2.88
PAPSS2 3'-phosphoadenosine 5'-phochr10q24  sulfate assimilation --- 1.10 1.09 1.11 1.04 1.02 1.08 1.01 1.28 1.42 1.34 1.83 1.81
PAPSS2 3'-phosphoadenosine 5'-phochr10q24  sulfate assimilation --- 1.09 1.10 1.21 -1.12 -1.01 1.11 1.01 -1.07 1.32 1.35 2.22 2.04
PAQR4 progestin and adipoQ receptchr16p13.3 0 --- 1.03 -1.07 1.01 1.13 1.00 -1.06 1.04 -1.01 1.06 -1.06 -1.48 -1.13
PAQR5 progestin and adipoQ receptchr15q23  multicellular organismal development --- 1.01 -1.32 1.12 -1.07 1.14 1.09 1.55 1.06 1.04 1.11 2.08 1.68
PAQR5 progestin and adipoQ receptchr15q23  multicellular organismal development --- -1.18 -1.15 -1.05 -1.39 1.07 -1.04 -1.08 1.08 1.87 1.82 1.79 1.83
PAQR6 progestin and adipoQ receptchr1q22 0 --- 1.30 1.12 1.32 1.76 -1.27 -1.39 1.46 1.20 1.28 1.27 1.57 2.03
PAQR7 progestin and adipoQ receptchr1p36.11  multicellular organismal development --- 1.03 -1.01 1.02 -1.00 1.03 -1.05 1.28 1.21 1.33 1.16 1.27 1.28
PAQR8 progestin and adipoQ receptchr6p12.1  multicellular organismal development --- -1.01 -1.21 1.53 1.45 1.81 1.44 1.27 1.02 -1.43 -1.16 -1.49 -1.35
PARD3 par-3 partitioning defective chr10p11.21  microtubule cytoskeleton organization --- -1.16 -1.13 -1.04 1.06 1.38 -1.01 1.07 1.11 -1.02 -1.01 -1.06 1.11
PARD3 par-3 partitioning defective chr10p11.21  microtubule cytoskeleton organization --- -1.29 -1.15 1.28 1.09 -1.01 -1.02 1.03 -1.03 -1.33 -1.31 -1.88 -2.02
PARD3B par-3 partitioning defective chr2q33.3  cell cycle --- 1.05 1.12 1.44 -1.03 -1.14 -1.14 1.17 1.07 -2.44 -1.61 -2.45 -3.49
PARD6B par-6 partitioning defective chr20q13.13  protein complex assembly --- 1.32 -1.01 1.02 1.03 -1.20 1.29 -1.72 -1.22 -2.36 -1.56 -1.70 -2.32
PARL presenilin associated, rhombchr3q27.1  proteolysis --- -1.05 -1.07 -1.11 -1.07 1.00 -1.07 1.03 1.10 1.20 1.11 1.20 1.22
PARL presenilin associated, rhombchr3q27.1  proteolysis --- -1.02 -1.09 1.00 -1.03 1.07 1.12 -1.03 1.01 -1.01 1.13 1.04 1.07
PARN poly(A)-specific ribonuclea chr16p13  nuclear-transcribed mRNA catabolic proc--- -1.15 -1.13 1.02 1.03 -1.05 -1.04 -1.13 -1.04 -1.49 -1.31 -1.03 1.01
PARP1 poly (ADP-ribose) polymer chr1q41-q42  negative regulation of transcription from Apoptosis_GenMAPP // GenMAPP -1.04 -1.10 -1.03 -1.05 -1.07 1.04 -1.17 -1.14 -1.09 1.08 -1.36 -1.33
PARP10 poly (ADP-ribose) polymer chr8q24.3  regulation of chromatin assembly --- -1.96 -3.25 1.46 2.67 1.86 2.95 1.25 2.65 2.23 3.41 1.40 1.16
PARP10 poly (ADP-ribose) polymer chr8q24.3  regulation of chromatin assembly --- 2.66 1.94 1.05 -1.61 -1.00 -1.40 -1.04 1.43 1.37 1.49 1.67 1.33
PARP11 poly (ADP-ribose) polymer chr12p13.3 0 --- 1.16 1.13 -2.36 -3.41 1.07 1.23 1.67 -1.37 4.31 2.54 1.63 1.84
PARP12 poly (ADP-ribose) polymer chr7q34 0 --- -1.09 -1.10 1.05 1.05 1.04 -1.07 1.23 1.25 -1.09 -1.39 1.07 1.13
PARP14 poly (ADP-ribose) polymer chr3q21.1  transcription, DNA-dependent --- 1.14 1.10 1.11 -1.09 1.04 1.10 1.23 1.11 -1.57 -1.40 -1.25 -1.43
PARP15 poly (ADP-ribose) polymer chr3q21.1  transcription, DNA-dependent --- -2.52 -6.79 -11.44 -8.87 -12.77 -2.29 1.26 1.43 2.18 1.11 -1.43 -3.41
PARP16 poly (ADP-ribose) polymer chr15q22.31  response to unfolded protein --- -1.02 1.02 1.06 -1.08 -1.12 -1.06 -1.12 -1.11 -1.50 -1.22 1.01 -1.02
PARP2 poly (ADP-ribose) polymer chr14q11.2-q12  DNA repair --- 1.07 -1.01 -1.01 1.02 1.05 1.05 -1.05 -1.09 1.26 1.25 1.54 1.56
PARP2 poly (ADP-ribose) polymer chr14q11.2-q12  DNA repair --- 1.03 1.01 -1.06 -1.01 1.08 1.08 -1.05 -1.07 1.42 1.40 1.52 1.59
PARP2 poly (ADP-ribose) polymer chr14q11.2-q12  DNA repair --- 1.05 -1.00 -1.03 -1.01 1.03 -1.09 -1.06 -1.05 1.32 1.27 1.60 1.70
PARP3 poly (ADP-ribose) polymer chr3p21.31-p21.1  DNA repair --- -1.08 -1.05 -1.02 -1.35 -1.15 1.06 -1.39 -1.01 -1.56 -1.04 -1.35 -1.78
PARP8 poly (ADP-ribose) polymer chr5q11.1 0 --- 1.03 1.04 -1.08 -1.09 1.22 1.22 -1.22 1.28 -2.67 -2.47 -3.98 -3.39
PARP9 poly (ADP-ribose) polymer chr3q21  DNA repair --- 1.03 -1.01 1.05 -1.08 1.22 1.06 1.48 1.20 -1.21 -1.47 -1.57 -1.77
PARP9 poly (ADP-ribose) polymer chr3q21  DNA repair --- -1.15 -1.18 -1.03 -1.10 1.13 -1.06 1.40 1.48 -1.40 -1.33 -1.81 -1.84
PARPBP PARP1 binding protein chr12q23.2  DNA repair --- 1.00 -1.03 1.00 -1.02 -1.18 -1.02 -1.06 1.08 -2.07 -1.51 -1.42 -1.54
PARPBP PARP1 binding protein chr12q23.2  DNA repair --- 1.03 1.10 -1.00 -1.05 1.12 -1.07 1.16 -1.06 -1.29 -1.18 -1.27 -1.25
PARPBP PARP1 binding protein chr12q23.2  DNA repair --- 1.22 -1.06 1.33 1.39 1.22 1.18 1.23 1.55 3.13 1.86 2.62 2.79
PARVA parvin, alpha chr11p15.3  angiogenesis --- 1.92 1.73 1.08 1.02 1.29 -1.10 1.48 1.63 -2.97 -2.12 -2.07 -3.33
PARVA parvin, alpha chr11p15.3  angiogenesis --- 1.03 1.02 -1.05 1.11 -1.05 1.23 -1.07 1.08 -1.38 -1.18 -2.40 -2.69
PARVA parvin, alpha chr11p15.3  angiogenesis --- 1.03 -1.27 1.07 -1.24 1.44 1.37 -1.50 -1.37 -2.69 -1.80 -2.46 -3.49
PARVA parvin, alpha chr11p15.3  angiogenesis --- 1.02 1.07 1.12 -1.00 1.20 -1.04 1.12 1.12 -2.92 -2.11 -3.17 -2.88
PARVA parvin, alpha chr11p15.3  angiogenesis --- 1.10 1.11 1.04 -1.08 1.03 -1.02 -1.00 -1.12 -1.38 -1.31 -2.03 -1.95
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PARVA parvin, alpha chr11p15.3  angiogenesis --- -1.04 1.02 1.07 1.04 1.05 -1.03 -1.10 -1.02 -2.15 -1.96 -2.71 -2.79
PARVB parvin, beta chr22q13.2-q13.33  cell adhesion --- 1.01 -1.03 1.04 1.08 -1.01 1.00 1.10 1.05 1.46 1.30 1.26 1.27
PASK PAS domain containing serichr2q37.3  regulation of transcription, DNA-depende--- 1.62 1.34 1.16 1.28 1.17 1.10 1.04 -1.03 -1.10 -1.73 -1.07 -1.30
PASK PAS domain containing serichr2q37.3  regulation of transcription, DNA-depende--- 1.15 1.07 -1.02 -1.05 1.14 1.11 -1.15 -1.26 -1.32 -1.47 -1.48 -1.37
PASK PAS domain containing serichr2q37.3  regulation of transcription, DNA-depende--- -1.44 -1.84 1.32 1.42 1.89 1.52 1.70 1.76 -1.15 -1.12 -1.76 -1.09
PATE2 prostate and testis expressedchr11q24.2 0 --- 1.60 1.10 -2.69 -1.21 -3.59 -2.64 -4.69 -2.73 -1.78 -1.33 3.63 4.33
PATL1 protein associated with topochr11q12.1  nuclear-transcribed mRNA catabolic proc--- 1.55 1.66 -1.05 1.05 1.06 -1.09 1.43 1.31 1.30 1.38 1.62 1.63
PATZ1 POZ (BTB) and AT hook cochr22q12.2  transcription, DNA-dependent --- -1.16 -1.10 1.11 -1.17 1.34 -1.68 1.36 -1.05 -1.27 1.19 -2.41 -1.65
PATZ1 POZ (BTB) and AT hook cochr22q12.2  transcription, DNA-dependent --- -1.19 -1.22 1.13 1.12 -1.17 1.26 -1.19 -1.13 -1.11 -1.50 -1.23 -1.14
PATZ1 POZ (BTB) and AT hook cochr22q12.2  transcription, DNA-dependent Translation_Factors // GenMAPP -1.14 -1.08 -1.11 -1.08 -1.06 -1.03 1.05 1.01 -1.19 -1.15 -1.06 -1.05
PAWR PRKC, apoptosis, WT1, regchr12q21  negative regulation of transcription from --- 1.33 1.21 1.08 1.04 -1.14 -1.02 1.23 1.55 1.52 1.34 1.97 1.33
PAWR PRKC, apoptosis, WT1, regchr12q21  negative regulation of transcription from --- 1.09 1.15 1.06 -1.00 -1.04 1.09 -1.29 -1.14 -1.43 -1.37 -1.40 -1.76
PAWR PRKC, apoptosis, WT1, regchr12q21  negative regulation of transcription from --- 1.07 1.02 1.11 -1.23 -1.03 1.07 -1.16 -1.13 -1.32 -1.40 -1.35 -1.53
PAWR PRKC, apoptosis, WT1, regchr12q21  negative regulation of transcription from --- 1.11 1.14 1.04 1.14 -1.07 1.17 -1.46 -1.28 -1.27 -1.46 -1.56 -1.88
PAWR PRKC, apoptosis, WT1, regchr12q21  negative regulation of transcription from --- 1.15 1.17 -1.12 -1.08 -1.04 -1.13 -1.06 1.12 1.29 1.23 2.16 1.92
PAX2 paired box 2 chr10q24  negative regulation of transcription from --- 1.89 1.98 -1.14 1.18 -1.09 -1.03 1.23 1.79 1.04 1.30 -1.29 -1.01
PAX3 paired box 3 chr2q35  negative regulation of transcription from --- -9.25 -5.94 -1.43 -1.59 1.39 1.24 -1.74 -2.04 2.22 3.97 -1.82 1.13
PAX6 paired box 6 chr11p13  blood vessel development --- -1.12 -1.06 -1.01 1.02 1.19 1.09 -1.13 -1.10 1.00 1.02 1.16 1.13
PAXBP1 PAX3 and PAX7 binding prchr21q21.3  transcription, DNA-dependent --- 1.17 1.16 1.12 1.00 1.04 1.03 -1.33 -1.32 -1.79 -1.80 -1.16 -1.43
PAXBP1 PAX3 and PAX7 binding prchr21q21.3  transcription, DNA-dependent --- 1.33 -1.03 -1.05 1.06 1.19 1.27 2.02 1.36 1.78 1.35 1.04 -1.02
PAXBP1-AS1PAXBP1 antisense RNA 1 --- 0 --- -1.09 -1.07 1.09 1.07 1.34 1.31 1.03 -1.04 -2.11 -1.56 -1.85 -1.79
PBDC1 polysaccharide biosynthesischrXq13.3 0 --- -1.12 -1.02 1.18 1.05 1.11 1.10 -1.09 -1.21 -1.13 -1.08 -1.13 -1.20
PBK PDZ binding kinase chr8p21.2  protein phosphorylation --- 1.12 1.07 -1.03 -1.10 -1.02 1.04 -1.15 -1.12 1.03 1.13 1.22 1.18
PBLD phenazine biosynthesis-like chr10q21.3  biosynthetic process --- -1.03 1.03 1.04 -1.02 1.20 1.35 -1.01 -1.01 -1.65 -1.47 -1.81 -1.89
PBOV1 prostate and breast cancer o chr6q23.3 0 --- 8.97 10.45 -1.06 -1.29 1.44 -4.86 1.96 1.94 -1.95 -2.11 8.60 9.13
PBRM1 polybromo 1 chr3p21  placenta development --- 1.14 1.18 -1.49 -1.52 -1.06 1.04 -2.30 -1.29 -4.68 -2.86 -1.60 -1.98
PBRM1 polybromo 1 chr3p21  placenta development --- 1.01 -1.42 1.01 -1.26 1.08 1.08 -1.05 -1.05 -3.99 -3.59 -2.18 -2.18
PBRM1 polybromo 1 chr3p21  placenta development --- 1.05 1.14 -1.01 -1.10 -1.20 -1.02 -1.33 -1.24 -2.13 -1.81 -1.82 -1.99
PBRM1 polybromo 1 chr3p21  placenta development --- 1.06 1.07 -1.01 -1.14 -1.10 1.02 -1.22 -1.23 -2.30 -1.75 -1.59 -1.76
PBX1 pre-B-cell leukemia homeobchr1q23  urogenital system development --- 1.02 1.07 -1.08 1.02 -1.12 1.04 -1.33 -1.07 -2.52 -1.89 -2.29 -2.78
PBX1 pre-B-cell leukemia homeobchr1q23  G1 phase of mitotic cell cycle --- -1.21 -1.33 1.03 1.03 1.20 -1.06 -1.01 1.23 -1.41 -1.61 -1.65 -1.66
PBX1 pre-B-cell leukemia homeobchr1q23  urogenital system development --- -1.13 -1.01 -1.03 -1.14 1.04 -1.02 -1.09 -1.03 -2.62 -2.08 -2.14 -2.47
PBX3 pre-B-cell leukemia homeobchr9q33.3  regulation of respiratory gaseous exchang--- 1.09 1.09 -1.02 -1.02 1.02 1.18 -1.10 -1.08 -1.70 -1.57 -1.75 -1.41
PBXIP1 pre-B-cell leukemia homeobchr1q21.3  multicellular organismal development --- -1.04 -1.01 -1.03 1.06 -1.07 -1.13 1.14 1.25 -1.22 -1.10 -1.16 -1.12
PBXIP1 pre-B-cell leukemia homeobchr1q21.3  multicellular organismal development --- 1.07 1.06 -1.02 1.03 -1.10 -1.05 1.09 1.15 -1.26 -1.15 -1.22 -1.26
PCAT6 prostate cancer associated tr---  carbohydrate metabolic process --- -1.34 -1.57 1.14 1.35 1.31 1.28 1.17 1.08 1.50 1.46 2.33 3.30
PCBD2 pterin-4 alpha-carbinolaminchr5q31.1  tetrahydrobiopterin biosynthetic process Glycogen_Metabolism // GenMAPP -1.07 -1.15 1.28 -1.16 1.37 1.48 1.42 1.01 -2.07 -1.25 -3.36 -5.11
PCBD2 pterin-4 alpha-carbinolaminchr5q31.1  tetrahydrobiopterin biosynthetic process Glycogen_Metabolism // GenMAPP 1.28 1.38 1.35 1.14 1.36 1.17 -1.26 -1.22 -2.46 -2.24 -1.82 -1.96
PCBP1-AS1 NULL --- 0 --- -1.06 -2.80 1.07 -1.29 1.27 1.41 -1.39 -1.74 -2.86 -2.06 -2.52 -2.65
PCBP1-AS1 PCBP1 antisense RNA 1 chr2p14 0 --- 1.05 -1.07 -1.05 -1.12 1.31 1.07 -1.04 1.02 -1.94 -1.63 1.15 1.15
PCBP2 poly(rC) binding protein 2 chr12q13.12-q13.13 mRNA splicing, via spliceosome --- 1.11 -1.04 1.01 -1.05 1.11 1.14 -1.09 1.02 -1.38 -1.14 -1.70 -1.68
PCBP2 poly(rC) binding protein 2 chr12q13.12-q13.13 mRNA splicing, via spliceosome --- 1.47 1.22 1.08 -1.07 1.32 1.65 -1.25 -1.41 -2.23 -1.85 -1.69 -1.37
PCBP2 poly(rC) binding protein 2 chr12q13.12-q13.13 mRNA splicing, via spliceosome --- 1.09 1.03 -1.01 -1.04 1.05 1.02 -1.13 1.05 -1.34 -1.29 -1.56 -1.50
PCCA propionyl CoA carboxylase chr13q32  fatty acid beta-oxidation --- -1.04 -1.09 1.05 1.13 1.10 1.04 1.08 1.08 -1.17 -1.07 -1.21 -1.05
PCCB propionyl CoA carboxylase chr3q21-q22  fatty acid biosynthetic process --- -1.03 -1.14 1.04 1.10 1.02 -1.05 1.35 1.13 1.67 1.44 1.36 1.48
PCDH1 protocadherin 1 chr5q31.3  cell adhesion --- -1.01 1.99 -2.47 -1.69 1.02 1.65 4.78 5.42 1.15 5.05 -5.93 -1.86
PCDH11X /// protocadherin 11 X-linked / chrXq21.3 /// chrYp cell adhesion --- 1.90 1.41 -1.43 -1.28 1.88 1.33 1.58 1.09 -2.28 -1.86 -5.69 -1.59
PCDH15 protocadherin-related 15 chr10q21.1  startle response --- 4.79 1.86 1.27 -4.37 1.50 -1.55 16.73 15.26 -1.88 -6.78 1.10 1.45
PCDH17 protocadherin 17 chr13q21.1  cell adhesion --- 1.38 1.50 -1.32 -1.27 -1.05 -1.96 1.07 -1.34 -4.68 -2.68 -12.05 -5.44
PCDH17 protocadherin 17 chr13q21.1  cell adhesion --- 1.61 1.35 1.25 1.51 -1.16 -1.05 -1.57 -1.20 -10.63 -10.25 -3.36 -5.35
PCDH17 protocadherin 17 chr13q21.1  cell adhesion --- 1.27 -1.32 -1.13 -1.26 -2.38 -1.72 2.06 1.79 -1.92 -1.17 -3.13 -2.07
PCDH18 protocadherin 18 chr4q31  cell adhesion --- -1.11 -1.54 2.26 1.05 -2.58 -2.58 -3.17 -2.00 1.06 1.55 -1.68 -1.67
PCDH7 protocadherin 7 chr4p15  cell adhesion --- -1.01 -1.01 1.00 -1.18 1.11 1.06 1.11 1.15 -1.41 -1.06 -1.54 -1.30
PCDH7 protocadherin 7 chr4p15  cell adhesion --- 1.08 -1.04 1.04 -1.02 -1.11 1.07 1.12 1.19 -1.77 -1.32 -2.23 -1.76
PCDH7 protocadherin 7 chr4p15  cell adhesion --- 1.20 1.21 1.05 1.31 1.17 1.06 1.02 1.12 -1.18 1.06 -1.39 -1.34
PCDH9 protocadherin 9 chr13q21.32  cell adhesion --- 1.11 1.03 -1.18 -1.02 -1.30 1.09 -1.25 1.00 -2.63 -2.64 -7.23 -7.66
PCDHA1 /// Pprotocadherin alpha 1 /// prochr5q31  cell adhesion --- 1.08 1.11 1.33 1.01 -1.15 -1.04 -1.33 1.05 -3.29 -1.92 -6.61 -5.15
PCDHA1 /// Pprotocadherin alpha 1 /// prochr5q31  cell adhesion --- 1.19 -1.10 -1.33 -1.23 -1.15 -1.10 -1.41 -1.22 -4.79 -3.09 -7.17 -13.64
PCDHA1 /// Pprotocadherin alpha 1 /// prochr5q31  cell adhesion --- -1.38 -1.02 1.43 1.11 -1.25 1.37 -1.48 -1.56 -2.43 -3.30 -5.46 -3.64
PCDHA2 protocadherin alpha 2 chr5q31  cell adhesion --- 3.84 8.14 2.04 1.12 -2.65 -5.58 1.65 -2.28 4.28 1.97 3.86 8.25
PCDHA9 protocadherin alpha 9 chr5q31  cell adhesion --- 1.02 -1.17 1.27 1.68 -3.35 1.13 1.38 1.52 1.04 -1.06 -1.77 1.39
PCDHAC2 protocadherin alpha subfamchr5q31  cell adhesion --- -1.21 -1.11 -1.01 -1.49 -1.41 -1.07 -1.10 -1.84 -2.50 -4.13 -2.35 -4.24
PCDHB11 protocadherin beta 11 chr5q31  cell adhesion --- 1.16 1.22 -1.64 1.41 1.20 -2.76 1.97 1.31 4.21 1.46 -1.68 1.35
PCDHB14 protocadherin beta 14 chr5q31  cell adhesion --- -1.10 -1.06 1.16 1.10 -1.09 1.15 -1.06 1.04 -1.46 -1.37 -1.47 -1.62
PCDHB16 protocadherin beta 16 chr5q31  cell adhesion --- -1.35 1.13 1.77 1.70 1.08 1.62 -1.60 -1.03 -1.29 -1.68 -2.64 -5.54
PCDHB3 protocadherin beta 3 chr5q31  cell adhesion --- 1.14 1.97 1.61 -2.34 1.21 -2.14 1.19 2.37 1.22 1.07 1.34 -1.45
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PCDHB3 protocadherin beta 3 chr5q31  cell adhesion --- -1.97 1.10 2.70 2.45 1.69 -2.33 -3.40 -1.27 -1.81 -1.58 1.38 12.14
PCDHGA1 /// protocadherin gamma subfachr5q31  cell adhesion --- -1.06 -1.06 1.34 1.24 -1.06 -1.24 -1.15 -1.08 1.33 1.12 -1.13 1.19
PCDHGA1 /// protocadherin gamma subfachr5q31  cell adhesion --- 1.01 -1.05 1.34 -1.10 1.09 1.12 -1.51 -1.25 1.46 1.09 1.06 1.25
PCED1B PC-esterase domain containchr12q13.11 0 --- 1.19 -1.02 -1.35 -1.25 1.47 1.03 1.90 1.42 2.90 2.32 2.47 2.27
PCED1B-AS1PCED1B antisense RNA 1 chr12q13.11 0 --- -1.92 -1.88 -1.62 -1.29 -1.47 -1.30 -1.91 -1.92 1.17 1.15 1.21 1.30
PCF11 PCF11, cleavage and polyadchr11q13  mRNA splicing, via spliceosome --- 1.32 1.47 1.13 -1.10 -1.13 -1.10 -2.12 -1.46 -1.47 -1.69 -1.51 -1.83
PCGF1 polycomb group ring finger chr2p13.1  transcription, DNA-dependent --- -1.17 -1.29 1.00 -1.01 -1.10 -1.14 1.14 -1.03 1.67 1.64 1.69 1.71
PCGF1 polycomb group ring finger chr2p13.1  transcription, DNA-dependent --- -1.06 -1.15 1.07 1.03 1.10 1.08 1.11 -1.06 1.63 1.50 1.70 1.55
PCGF3 polycomb group ring finger chr4p16.3  transcription, DNA-dependent --- -1.05 -1.24 -1.04 -1.05 -1.13 -1.36 1.63 1.44 1.95 1.71 1.53 1.24
PCGF3 polycomb group ring finger chr4p16.3  transcription, DNA-dependent --- 1.03 1.13 1.02 -1.04 1.48 1.06 -1.33 -1.08 1.07 1.13 1.25 1.27
PCGF5 polycomb group ring finger chr10q23.32  transcription, DNA-dependent --- 1.17 1.22 1.06 -1.00 -1.04 1.01 1.15 1.02 1.01 1.10 1.26 -1.13
PCGF5 polycomb group ring finger chr10q23.32  transcription, DNA-dependent --- 1.16 1.36 1.06 -1.06 -1.08 1.31 1.25 -1.29 1.13 1.53 1.14 -1.24
PCGF5 polycomb group ring finger chr10q23.32  transcription, DNA-dependent --- -1.01 1.10 1.08 1.14 1.22 1.26 1.08 1.06 2.60 1.75 1.40 1.86
PCGF5 polycomb group ring finger chr10q23.32  transcription, DNA-dependent --- -1.12 1.01 -1.02 -1.15 1.17 1.11 1.06 1.31 1.95 1.57 1.23 1.10
PCID2 PCI domain containing 2 chr13q34  negative regulation of apoptotic process --- 1.05 1.10 1.04 -1.14 1.03 -1.04 1.02 -1.11 -1.53 -1.59 -1.70 -2.15
PCIF1 PDX1 C-terminal inhibitingchr20q13.12  negative regulation of phosphatase activit--- -1.06 -1.27 -1.09 1.11 -1.14 -1.04 1.31 1.27 1.22 1.24 1.28 1.55
PCIF1 PDX1 C-terminal inhibitingchr20q13.12  negative regulation of phosphatase activit--- -1.08 -1.17 -1.11 1.02 1.03 1.17 -1.16 -1.03 1.59 1.43 1.26 1.22
PCIF1 PDX1 C-terminal inhibitingchr20q13.12  negative regulation of phosphatase activit--- -1.09 -1.17 1.06 1.23 1.47 1.24 -1.10 -1.23 1.71 1.43 1.19 1.15
PCK1 phosphoenolpyruvate carbo chr20q13.31  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA 1.28 1.28 1.29 1.67 3.76 2.33 1.01 1.03 -2.07 -1.29 -1.72 -1.36
PCK2 phosphoenolpyruvate carbo chr14q11.2  carbohydrate metabolic process --- -1.02 1.03 -1.03 1.16 -1.03 -1.16 1.28 1.14 1.33 1.20 -1.48 -1.25
PCLO piccolo presynaptic cytomatchr7q11.23-q21.3  transport --- -1.09 -1.17 1.14 1.11 1.23 1.11 -1.40 -1.49 -2.35 -3.07 -3.62 -28.34
PCM1 pericentriolar material 1 chr8p22-p21.3  G2 --- -1.05 -1.05 -1.01 1.01 1.04 1.06 1.01 1.07 -1.41 -1.33 -1.58 -1.31
PCM1 pericentriolar material 1 chr8p22-p21.3  G2 --- 1.01 -1.02 -1.02 1.03 -1.09 -1.02 -1.11 1.14 -1.42 -1.36 -1.58 -1.26
PCM1 pericentriolar material 1 chr8p22-p21.3  G2 --- 1.28 1.01 1.12 1.15 1.17 1.50 -2.01 -1.36 -1.62 -1.24 -2.14 -2.80
PCM1 pericentriolar material 1 chr8p22-p21.3  G2 --- 1.19 1.27 1.06 -1.03 -1.14 1.19 -1.06 1.10 -1.04 -1.33 -1.40 -1.32
PCMT1 protein-L-isoaspartate (D-aschr6q24-q25  cellular protein modification process --- 1.04 1.04 -1.12 -1.08 1.09 1.01 1.17 1.12 1.36 1.25 1.36 1.39
PCMT1 protein-L-isoaspartate (D-aschr6q24-q25  cellular protein modification process --- 1.02 1.12 -1.13 -1.02 -1.10 1.04 -1.30 -1.10 -1.23 1.08 -1.15 -1.12
PCMTD1 protein-L-isoaspartate (D-aschr8q11.23  cellular protein modification process --- 1.03 1.06 -1.03 -1.00 -1.07 -1.07 1.01 -1.08 -1.18 -1.14 -1.07 1.06
PCMTD1 protein-L-isoaspartate (D-aschr8q11.23  cellular protein modification process --- 1.10 1.10 1.17 1.02 -1.04 1.07 -1.28 -1.08 -1.76 -1.12 -1.28 -1.19
PCMTD1 protein-L-isoaspartate (D-aschr8q11.23  cellular protein modification process --- -1.12 1.21 1.57 1.69 1.43 -1.00 -1.08 -1.11 1.31 1.13 1.10 -1.10
PCMTD2 protein-L-isoaspartate (D-aschr20q13.33  transcription, DNA-dependent G1_to_S_cell_cycle_Reactome // GenMAPP 1.29 1.28 1.04 1.09 -1.09 1.06 -1.16 -1.18 -2.35 -1.93 -1.57 -1.58
PCNA proliferating cell nuclear an chr20pter-p12  DNA damage checkpoint Cell_cycle_KEGG // GenMAPP /// DNA_rep 1.07 1.12 -1.11 -1.13 -1.17 1.05 -1.38 -1.13 -1.44 -1.20 -1.55 -1.78
PCNT pericentrin chr21q22.3  G2 --- -1.12 -1.10 -1.04 1.03 1.10 1.05 -1.09 -1.04 -1.61 -1.85 -1.58 -1.38
PCNT pericentrin chr21q22.3  G2 --- -1.12 -1.26 1.11 1.12 1.12 1.01 -1.03 -1.02 -1.62 -1.62 -1.72 -1.48
PCNX pecanex homolog (Drosoph chr14q24.2 0 --- 1.19 1.15 1.21 1.35 1.09 -1.09 1.40 1.16 1.01 -1.11 1.27 -1.09
PCNX pecanex homolog (Drosoph chr14q24.2 0 --- 1.02 1.01 1.16 1.18 1.05 1.09 -1.17 -1.07 -1.10 1.01 -1.31 -1.18
PCNX pecanex homolog (Drosoph chr14q24.2 0 --- 1.87 1.07 -1.79 -1.65 -1.22 1.12 -2.10 1.25 -1.61 1.05 -1.77 -2.21
PCNX pecanex homolog (Drosoph chr14q24.2 0 --- -1.09 -1.10 1.20 1.03 -1.08 -1.11 -1.40 -1.19 -1.52 -1.01 -1.68 -1.96
PCNX pecanex homolog (Drosoph chr14q24.2 0 --- 1.26 -1.06 1.01 1.42 1.40 2.04 4.34 1.68 -1.57 -1.64 -2.09 -1.61
PCNXL2 pecanex-like 2 (Drosophila)chr1q42.2 0 --- 1.12 1.04 1.01 -1.01 1.04 1.03 1.07 1.11 -1.28 -1.24 -2.00 -1.49
PCNXL2 pecanex-like 2 (Drosophila)chr1q42.2 0 --- 1.69 1.74 1.01 -1.02 1.31 1.40 -1.05 1.09 -2.13 -2.08 -1.78 -1.31
PCNXL4 pecanex-like 4 (Drosophila)chr14q23.1 0 --- 1.19 1.07 1.22 -1.01 1.04 1.09 -1.26 -1.03 -1.71 -1.46 -1.61 -1.72
PCOLCE2 procollagen C-endopeptidaschr3q21-q24  positive regulation of peptidase activity --- 1.08 1.08 -1.12 1.09 1.05 1.11 1.13 1.13 1.26 1.52 1.06 1.13
PCP4 Purkinje cell protein 4 chr21q22.2  central nervous system development --- 1.00 1.29 1.16 1.13 -1.01 1.05 1.17 1.21 -1.49 -1.32 -2.11 -2.02
PCP4L1 Purkinje cell protein 4 like 1chr1q23.3 0 --- -3.39 -1.92 -2.77 -1.98 -1.86 1.23 1.82 1.68 4.73 6.04 1.75 1.07
PCSK1 proprotein convertase subtilchr5q15-q21  energy reserve metabolic process --- 1.24 1.23 1.07 1.13 1.12 1.08 -1.01 -1.02 -1.75 -1.53 -1.07 -1.15
PCSK7 proprotein convertase subtilchr11q23-q24  proteolysis --- 1.26 -1.09 1.08 -1.09 1.13 -1.14 -1.21 -1.23 -1.32 -1.34 -2.12 -1.94
PCSK7 proprotein convertase subtilchr11q23-q24  proteolysis --- 1.17 1.27 1.05 -1.31 -1.08 1.01 1.14 1.19 -1.27 -1.23 -2.42 -4.03
PCSK9 proprotein convertase subtilchr1p32.3  kidney development --- 1.08 1.03 1.05 -1.01 1.13 1.11 1.25 -1.01 1.74 1.42 2.14 2.00
PCYOX1 prenylcysteine oxidase 1 chr2p13.3  chloride transport --- 1.00 -1.03 1.01 1.09 -1.02 1.05 -1.37 -1.11 -1.33 -1.13 -1.10 1.13
PCYOX1 prenylcysteine oxidase 1 chr2p13.3  chloride transport --- -1.05 -1.01 1.05 -1.09 -1.01 1.07 -1.21 -1.18 -1.55 -1.10 1.10 1.19
PCYOX1L prenylcysteine oxidase 1 likchr5q32  prenylcysteine catabolic process --- 1.00 -1.04 1.01 -1.08 -1.01 -1.13 -1.23 -1.14 -1.25 -1.21 1.26 1.47
PCYT1A phosphate cytidylyltransferachr3q29  lipid metabolic process Acetylcholine_Synthesis // GenMAPP 1.07 -1.01 1.13 1.20 -1.00 1.11 -1.16 -1.06 1.30 1.04 1.45 1.75
PCYT1A phosphate cytidylyltransferachr3q29  lipid metabolic process Acetylcholine_Synthesis // GenMAPP -1.15 -1.08 -1.02 -1.00 1.03 -1.00 -1.02 -1.03 -1.22 -1.14 -1.21 -1.18
PCYT1B phosphate cytidylyltransferachrXp22.11  ovarian follicle development --- -1.12 -1.04 -1.14 1.11 1.58 1.12 1.02 1.01 -1.42 -1.36 -1.70 -1.79
PDCD10 programmed cell death 10 chr3q26.1  angiogenesis --- 1.05 1.05 -1.01 1.05 1.01 1.02 -1.00 -1.03 1.02 1.08 1.12 1.09
PDCD11 programmed cell death 11 chr10q24.33  rRNA processing --- -1.22 -1.18 1.01 -1.07 1.09 1.09 -1.08 1.10 -1.27 -1.38 -1.05 1.01
PDCD2 programmed cell death 2 chr6q27  apoptotic process --- 1.08 1.01 1.06 -1.07 1.03 -1.01 -1.00 -1.13 -1.03 1.00 1.15 1.12
PDCD2 programmed cell death 2 chr6q27  apoptotic process --- 1.21 1.07 -1.03 1.08 -1.09 1.07 -1.21 -1.11 -1.13 1.01 1.29 1.32
PDCD2 programmed cell death 2 chr6q27  apoptotic process --- -1.05 -1.08 -1.03 1.06 1.15 1.01 1.19 1.13 -1.04 -1.05 -1.51 -1.47
PDCD2L programmed cell death 2-likchr19q13.11  cell cycle --- -1.04 -1.03 -1.10 -1.05 1.19 -1.01 1.05 -1.07 1.67 1.19 2.13 2.14
PDCD4-AS1 PDCD4 antisense RNA 1 chr10q25.2 0 --- -1.03 1.05 1.09 -1.06 1.01 -1.13 -1.28 -1.20 -3.13 -2.21 -4.51 -4.73
PDCD6IP programmed cell death 6 intchr3p22.3  transport --- 1.39 1.29 1.07 -1.02 1.09 1.01 -1.01 1.02 -1.62 -1.47 -1.44 -1.65
PDCD7 programmed cell death 7 chr15q22.31  apoptotic process --- -1.02 -1.01 1.07 -1.07 1.03 1.11 -1.01 -1.00 -1.14 -1.04 -1.21 -1.21
PDCL2 phosducin-like 2 chr4q12 0 --- -2.73 -2.64 -1.61 1.23 -10.73 -3.39 1.25 4.19 2.28 1.33 2.46 8.34
PDDC1 Parkinson disease 7 domain chr11p15.5 0 --- 1.12 -1.10 1.15 1.34 1.32 1.16 1.29 1.13 1.15 -1.24 -1.34 -1.39
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PDE10A phosphodiesterase 10A chr6q26  cAMP catabolic process --- -1.19 1.03 1.14 1.25 2.10 1.22 1.64 1.36 1.24 1.52 1.56 1.36
PDE10A phosphodiesterase 10A chr6q26  cAMP catabolic process --- 1.35 1.36 -1.02 -1.08 -1.08 -1.11 1.02 1.10 -1.56 -1.62 -1.28 -1.59
PDE10A phosphodiesterase 10A chr6q26  cAMP catabolic process --- -1.03 1.30 1.34 1.17 1.14 -1.02 1.46 1.05 2.09 1.55 1.97 1.77
PDE11A phosphodiesterase 11A chr2q31.2  cAMP catabolic process --- 2.47 1.57 1.06 -1.08 -4.10 -1.05 -3.33 -1.88 4.55 5.43 1.21 -2.22
PDE12 phosphodiesterase 12 chr3p14.3 0 --- 1.02 -1.04 1.01 1.08 -1.15 -1.04 -1.21 -1.09 1.11 1.18 1.11 1.05
PDE1A phosphodiesterase 1A, calmchr2q32.1  protein targeting to Golgi G_Protein_Signaling // GenMAPP 1.20 1.04 1.10 1.05 -1.11 1.02 -1.17 -1.07 -3.75 -2.03 -3.38 -2.47
PDE1A phosphodiesterase 1A, calmchr2q32.1  protein targeting to Golgi G_Protein_Signaling // GenMAPP -1.04 -1.09 1.10 1.16 1.15 1.04 -1.05 -1.05 -2.66 -1.94 -2.93 -2.46
PDE1A phosphodiesterase 1A, calmchr2q32.1  protein targeting to Golgi G_Protein_Signaling // GenMAPP -1.02 -1.39 -1.15 -1.39 1.40 1.22 -1.49 1.20 -2.63 -1.86 -3.85 -1.90
PDE1A phosphodiesterase 1A, calmchr2q32.1  protein targeting to Golgi G_Protein_Signaling // GenMAPP 1.03 -1.08 1.25 -1.01 -1.15 -1.30 -1.47 1.03 -10.31 -4.14 -8.09 -6.53
PDE1A phosphodiesterase 1A, calmchr2q32.1  signal transduction G_Protein_Signaling // GenMAPP -1.10 1.03 1.03 1.09 -1.11 1.04 1.01 1.03 -3.11 -1.78 -3.27 -2.13
PDE1A phosphodiesterase 1A, calmchr2q32.1  protein targeting to Golgi G_Protein_Signaling // GenMAPP -1.19 1.02 1.10 -1.12 -1.02 -1.09 -1.04 -1.44 -1.84 -1.92 -2.50 -1.97
PDE1C phosphodiesterase 1C, calmchr7p14.3  signal transduction G_Protein_Signaling // GenMAPP -1.04 -1.06 1.40 1.70 -1.13 1.30 -1.05 -1.03 -1.22 1.08 -1.58 -1.62
PDE1C phosphodiesterase 1C, calmchr7p14.3  signal transduction G_Protein_Signaling // GenMAPP 1.16 -1.53 -1.50 1.13 -1.92 -1.06 1.93 1.07 2.25 1.94 -1.62 1.18
PDE2A phosphodiesterase 2A, cGMchr11q13.4  negative regulation of transcription from --- -1.18 -1.31 -1.07 -1.01 1.13 -1.02 1.08 1.01 -1.73 -1.58 -1.08 -1.03
PDE3A phosphodiesterase 3A, cGMchr12p12  oocyte maturation --- 1.07 1.06 -1.01 1.03 -1.01 -1.00 1.01 -1.11 -1.22 -1.11 -1.05 -1.05
PDE3A phosphodiesterase 3A, cGMchr12p12  oocyte maturation --- -1.01 1.08 -1.02 1.11 1.09 1.23 -1.16 -1.15 -1.39 -1.20 -1.14 -1.20
PDE3B phosphodiesterase 3B, cGMchr11p15.1  angiogenesis --- 1.10 1.00 -1.08 -1.11 1.06 1.16 -1.19 -1.10 -3.75 -2.61 -6.26 -4.80
PDE3B phosphodiesterase 3B, cGMchr11p15.1  angiogenesis --- 1.36 1.16 -1.02 -1.05 1.71 1.92 -1.20 -1.09 -2.43 -1.85 -2.01 -2.19
PDE3B phosphodiesterase 3B, cGMchr11p15.1  angiogenesis --- 1.02 -1.02 1.12 1.17 1.17 1.01 1.08 1.02 -2.74 -2.47 -2.35 -2.28
PDE4A phosphodiesterase 4A, cAMchr19p13.2  cAMP catabolic process G_Protein_Signaling // GenMAPP -1.02 -1.08 1.04 1.04 -1.05 -1.02 1.04 -1.01 -1.40 -1.07 -1.14 -1.06
PDE4B phosphodiesterase 4B, cAMchr1p31  neutrophil homeostasis G_Protein_Signaling // GenMAPP /// Smooth 1.05 1.01 1.01 1.19 1.07 1.12 -1.24 -1.09 -1.82 -1.62 -1.03 1.01
PDE4D phosphodiesterase 4D, cAMchr5q12  regulation of heart rate G_Protein_Signaling // GenMAPP /// Smooth -1.08 -1.03 -1.04 -1.05 1.06 -1.00 1.25 1.04 1.01 -1.04 1.37 -1.02
PDE4D phosphodiesterase 4D, cAMchr5q12  regulation of heart rate G_Protein_Signaling // GenMAPP /// Smooth 1.16 1.18 1.00 -1.05 1.03 1.02 1.02 -1.12 -1.25 -1.30 -1.19 -1.46
PDE5A phosphodiesterase 5A, cGMchr4q27  response to hypoxia --- 1.08 1.22 -1.03 -1.10 1.51 -1.14 -1.61 -1.16 1.37 1.11 3.29 1.73
PDE6C phosphodiesterase 6C, cGMchr10q24  signal transduction --- 1.99 -2.13 1.59 1.57 -5.20 -2.90 -5.13 -3.70 1.14 -1.59 -5.32 2.77
PDE7A phosphodiesterase 7A chr8q13  cAMP catabolic process G_Protein_Signaling // GenMAPP -1.10 -1.03 1.07 1.08 1.32 1.50 -1.33 -1.08 -3.18 -2.12 -2.65 -2.23
PDE7A phosphodiesterase 7A chr8q13  cAMP catabolic process G_Protein_Signaling // GenMAPP -1.38 -1.48 1.25 1.28 1.40 -1.07 -1.32 -1.16 -1.85 -2.18 -1.22 -1.21
PDE7A phosphodiesterase 7A chr8q13  cAMP catabolic process G_Protein_Signaling // GenMAPP 1.05 1.11 1.08 1.07 1.14 1.01 -1.47 -1.30 -2.64 -2.32 -1.77 -1.71
PDE7A phosphodiesterase 7A chr8q13  cAMP catabolic process G_Protein_Signaling // GenMAPP 1.10 1.02 1.03 -1.05 1.07 -1.03 -1.00 -1.07 1.18 1.36 1.54 1.50
PDE7B phosphodiesterase 7B chr6q23-q24  cAMP catabolic process G_Protein_Signaling // GenMAPP 1.20 1.00 1.01 1.13 1.04 1.09 -1.10 -1.26 -2.15 -2.36 -2.64 -2.47
PDE7B phosphodiesterase 7B chr6q23-q24  cAMP catabolic process G_Protein_Signaling // GenMAPP 1.41 1.22 -1.07 -1.27 -1.51 -1.02 -1.18 -1.35 -2.62 -1.98 -2.05 -2.90
PDE8A phosphodiesterase 8A chr15q25.3  phosphorelay signal transduction system G_Protein_Signaling // GenMAPP 1.04 1.05 1.10 1.17 -1.01 -1.03 -1.08 -1.02 -1.59 -1.29 -1.57 -1.55
PDE8B phosphodiesterase 8B chr5q13.3  phosphorelay signal transduction system G_Protein_Signaling // GenMAPP -1.10 -1.09 -1.01 -1.12 1.07 1.07 1.06 -1.04 -1.68 -1.35 -1.77 -1.57
PDE8B phosphodiesterase 8B chr5q13.3  phosphorelay signal transduction system G_Protein_Signaling // GenMAPP 1.00 1.00 -1.03 -1.06 1.19 1.15 1.04 -1.10 -2.18 -1.49 -1.81 -1.65
PDGFC platelet derived growth fact chr4q32  activation of transmembrane receptor pro--- 1.11 1.05 1.03 1.02 1.03 1.06 -1.11 -1.01 -1.44 -1.02 -1.44 -1.24
PDGFD platelet derived growth fact chr11q22.3  multicellular organismal development --- 1.41 1.24 -1.01 -1.02 1.08 1.04 -1.50 -1.25 -2.96 -2.63 -2.37 -6.51
PDGFRL platelet-derived growth fact chr8p22-p21.3  platelet-derived growth factor receptor-be--- 1.14 -1.06 -1.06 -1.04 1.12 1.09 -1.11 -1.14 1.14 1.31 1.56 1.77
PDHA1 pyruvate dehydrogenase (lipchrXp22.1  carbohydrate metabolic process Acetylcholine_Synthesis // GenMAPP /// Gly -1.06 -1.03 -1.02 1.07 1.02 -1.08 1.12 1.07 1.38 1.17 1.14 1.24
PDHA1 pyruvate dehydrogenase (lipchrXp22.1  carbohydrate metabolic process Acetylcholine_Synthesis // GenMAPP /// Gly 1.07 -1.07 -1.04 1.06 -1.01 -1.11 -1.04 1.00 -1.11 -1.05 -1.51 -1.46
PDIA5 protein disulfide isomerase chr3q21.1  protein folding --- 1.01 1.06 1.09 -1.05 1.08 1.08 -1.00 -1.04 1.43 1.32 2.07 2.06
PDK1 pyruvate dehydrogenase kinchr2q31.1  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP 1.02 1.04 1.12 1.17 1.14 -1.01 1.08 1.02 -2.00 -1.17 -1.30 -1.12
PDK2 pyruvate dehydrogenase kinchr17q21.33  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP -1.16 -1.07 1.17 1.01 1.11 -1.16 -1.09 -1.19 -2.11 -3.04 -2.16 -3.66
PDK2 pyruvate dehydrogenase kinchr17q21.33  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP -1.17 -1.20 -1.03 1.23 -1.16 -1.08 1.31 1.23 -2.06 -1.75 -1.82 -1.38
PDK3 pyruvate dehydrogenase kinchrXp22.11  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP -1.08 -1.08 1.02 1.12 1.06 1.00 1.04 1.04 1.04 1.16 -1.24 1.15
PDK3 pyruvate dehydrogenase kinchrXp22.11  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP -1.18 -1.08 1.14 1.12 -1.34 -1.12 1.24 1.07 1.52 2.10 -1.26 1.34
PDK3 pyruvate dehydrogenase kinchrXp22.11  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP -1.15 -1.25 1.10 1.18 1.07 1.11 1.24 1.08 1.73 2.05 1.48 1.80
PDK3 pyruvate dehydrogenase kinchrXp22.11  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP 1.08 1.06 1.16 1.06 -1.12 -1.13 -1.08 -1.20 1.44 1.68 1.55 1.45
PDK4 pyruvate dehydrogenase kinchr7q21.3  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP -1.05 -1.73 2.65 1.33 -1.66 -2.08 -1.11 -1.37 1.25 -1.12 -1.35 -1.56
PDK4 pyruvate dehydrogenase kinchr7q21.3  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP 1.07 1.05 1.13 1.12 -1.01 1.06 -1.14 -1.18 -2.58 -1.92 -3.12 -3.59
PDK4 pyruvate dehydrogenase kinchr7q21.3  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP -1.30 1.59 1.12 -1.61 1.45 -1.18 1.23 1.30 -2.85 -4.26 -2.91 -2.53
PDLIM2 PDZ and LIM domain 2 (mychr8p21.3 0 --- -1.04 -1.21 1.05 -1.00 -1.03 -1.08 1.10 1.07 1.19 1.19 1.24 1.65
PDLIM3 PDZ and LIM domain 3 chr4q35  actin filament organization --- 1.46 2.00 -1.43 -1.04 1.54 1.01 1.57 1.48 1.23 -1.58 2.23 2.29
PDLIM3 PDZ and LIM domain 3 chr4q35  actin filament organization --- 1.52 1.38 -1.07 1.16 -1.13 1.06 1.07 -1.57 1.28 1.14 1.20 1.17
PDLIM5 PDZ and LIM domain 5 chr4q22  regulation of synapse assembly --- 1.02 1.08 1.04 -1.22 1.23 1.16 2.07 1.55 2.31 2.12 4.66 3.10
PDLIM5 PDZ and LIM domain 5 chr4q22  regulation of synapse assembly --- -1.01 -1.12 1.10 -1.05 1.27 1.24 2.24 1.40 2.54 2.18 4.17 2.97
PDLIM5 PDZ and LIM domain 5 chr4q22  regulation of synapse assembly --- -1.01 -1.01 -1.00 -1.56 1.05 1.02 1.67 1.08 1.73 1.30 2.95 2.44
PDLIM5 PDZ and LIM domain 5 chr4q22  regulation of synapse assembly --- -1.07 1.07 1.14 -1.06 1.24 1.26 -1.00 -1.09 1.30 1.11 1.70 1.54
PDLIM7 PDZ and LIM domain 7 (enchr5q35.3  ossification --- 1.03 1.13 -1.03 -1.02 1.00 -1.14 1.32 1.15 2.43 1.49 2.00 1.66
PDLIM7 PDZ and LIM domain 7 (enchr5q35.3  ossification --- -1.11 -1.06 -1.09 -1.20 1.16 -1.04 1.13 1.08 1.94 1.62 1.67 1.52
PDLIM7 PDZ and LIM domain 7 (enchr5q35.3  ossification --- -1.17 -1.16 1.08 1.32 1.13 -1.07 1.31 1.17 2.29 1.47 1.75 1.46
PDLIM7 PDZ and LIM domain 7 (enchr5q35.3  ossification --- 1.08 -1.05 1.08 1.41 1.11 -1.05 1.48 1.42 2.62 1.63 1.93 1.84
PDLIM7 PDZ and LIM domain 7 (enchr5q35.3  ossification --- -1.14 -1.19 1.07 -1.19 1.32 1.11 1.26 1.00 1.71 1.48 1.85 1.97
PDP1 pyruvate dehyrogenase phoschr8q22.1  pyruvate metabolic process Krebs-TCA_Cycle // GenMAPP 1.41 1.13 -1.17 -1.17 1.03 1.42 1.04 -1.15 1.57 1.69 1.45 1.10
PDP2 pyruvate dehyrogenase phoschr16q22.1  pyruvate metabolic process Krebs-TCA_Cycle // GenMAPP -1.05 1.06 -1.03 -1.06 1.02 -1.02 1.12 -1.07 1.01 -1.07 1.56 1.45
PDP2 pyruvate dehyrogenase phoschr16q22.1  pyruvate metabolic process Krebs-TCA_Cycle // GenMAPP 1.45 1.21 1.66 1.53 -1.08 1.26 1.52 1.16 1.16 1.47 1.16 1.14
PDPK1 3-phosphoinositide dependechr16p13.3  type B pancreatic cell development Integrin-mediated_cell_adhesion_KEGG // G 1.18 1.13 1.15 -1.18 1.11 1.20 1.15 1.05 -2.00 -1.97 -1.45 -1.79
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PDPK1 3-phosphoinositide dependechr16p13.3  type B pancreatic cell development Integrin-mediated_cell_adhesion_KEGG // G 1.23 1.22 1.04 -1.13 -1.07 -1.01 -1.33 -1.06 -1.70 -1.64 -1.79 -1.92
PDRG1 p53 and DNA-damage regu chr20q11.21  protein folding --- -1.23 -1.16 1.19 1.10 1.08 1.02 -1.01 1.11 1.79 1.17 1.64 1.76
PDS5A PDS5, regulator of cohesionchr4p14  mitotic cell cycle --- 1.02 -1.02 -1.02 1.06 1.18 -1.02 1.14 1.02 1.37 1.25 1.67 1.44
PDS5A PDS5, regulator of cohesionchr4p14  mitotic cell cycle --- 1.19 1.05 -1.11 1.19 -1.13 -1.03 -1.30 -1.12 1.14 1.28 1.44 1.20
PDS5A PDS5, regulator of cohesionchr4p14  mitotic cell cycle --- 1.13 1.18 1.13 1.09 1.05 1.09 -1.19 -1.25 -1.43 -1.48 -1.19 -1.36
PDS5B PDS5, regulator of cohesionchr13q12.3  mitotic cell cycle --- 1.18 1.08 1.03 1.00 -1.09 -1.04 -1.32 1.01 -1.43 -1.05 -1.10 -1.14
PDSS1 prenyl (decaprenyl) diphospchr10p12.1  ubiquinone biosynthetic process --- 1.10 1.15 1.00 1.05 1.05 -1.04 -1.12 -1.02 -1.39 -1.95 -1.20 -1.44
PDSS1 prenyl (decaprenyl) diphospchr10p12.1  ubiquinone biosynthetic process --- 1.09 1.08 1.38 1.01 1.22 1.04 -1.16 -1.42 2.28 1.99 1.39 1.43
PDSS2 prenyl (decaprenyl) diphospchr6q21  ubiquinone biosynthetic process --- -1.12 -1.09 1.04 1.09 1.07 -1.01 1.18 1.13 1.10 1.11 -1.26 -1.13
PDSS2 prenyl (decaprenyl) diphospchr6q21  ubiquinone biosynthetic process --- 1.10 1.06 -1.10 1.16 -1.10 -1.00 1.04 -1.09 1.16 1.24 1.53 1.68
PDXK pyridoxal (pyridoxine, vitamchr21q22.3  vitamin metabolic process --- -1.08 -1.00 1.06 1.03 1.07 1.03 -1.03 1.06 -1.29 -1.09 1.11 1.10
PDXK pyridoxal (pyridoxine, vitamchr21q22.3  vitamin metabolic process --- -1.08 -1.13 1.01 1.12 1.04 1.01 1.47 1.28 2.09 1.76 1.71 1.83
PDXK pyridoxal (pyridoxine, vitamchr21q22.3  vitamin metabolic process --- -1.15 -1.06 -1.16 -1.13 -1.07 -1.08 1.18 1.18 1.89 1.24 1.52 1.69
PDXP /// SH3 pyridoxal (pyridoxine, vitamchr22q12.3 /// chr22 protein dephosphorylation --- 1.06 -1.02 1.03 1.13 -1.02 -1.05 1.08 1.10 1.86 1.66 1.27 1.58
PDZD11 PDZ domain containing 11 chrXq13.1 0 --- -1.04 -1.02 1.01 1.08 -1.01 1.00 -1.06 -1.05 1.02 1.06 -1.21 -1.11
PDZD2 PDZ domain containing 2 chr5p13.3  cell adhesion --- -1.06 1.27 1.12 -1.15 1.12 1.39 1.10 1.02 1.39 1.04 2.00 1.58
PDZD8 PDZ domain containing 8 chr10q26.12  cytoskeleton organization --- -1.01 1.11 1.09 -1.09 1.19 1.07 1.19 1.15 1.09 1.28 1.58 1.79
PDZD9 PDZ domain containing 9 chr16p12.2 0 --- -1.56 -1.22 -1.49 -1.08 1.90 1.25 -1.20 -2.60 1.12 1.51 1.01 1.01
PDZK1 PDZ domain containing 1 chr1q21  transport --- -1.19 -1.29 -1.30 1.18 -1.09 -1.08 -1.75 -1.01 1.07 1.14 1.41 1.08
PDZK1IP1 PDZK1 interacting protein chr1p33 0 --- -1.46 -1.24 -1.23 -1.20 -1.24 -1.37 -1.21 -1.33 1.74 1.49 2.30 2.41
PDZK1IP1 PDZK1 interacting protein chr1p33 0 --- -1.04 -1.03 1.21 1.04 1.13 1.37 1.10 1.06 2.25 2.45 2.71 3.06
PDZRN4 PDZ domain containing ringchr12q12  protein ubiquitination --- 9.77 5.67 -1.70 -1.31 2.30 4.27 -1.83 1.09 21.37 22.84 -3.87 -1.10
PEA15 phosphoprotein enriched in chr1q21.1  transport Calcium_regulation_in_cardiac_cells // GenM 1.07 1.06 -1.10 1.01 -1.02 1.07 1.22 1.13 1.62 1.41 1.51 1.62
PEA15 phosphoprotein enriched in chr1q21.1  transport Calcium_regulation_in_cardiac_cells // GenM -1.28 -1.25 -1.23 -1.02 1.00 -1.11 1.23 1.17 1.73 1.49 1.84 1.80
PEAK1 NKF3 kinase family membechr15q24.3  protein phosphorylation --- 1.02 1.01 -1.05 -1.13 1.07 1.07 -1.03 1.05 -1.17 -1.28 -1.00 1.00
PEAK1 NKF3 kinase family membechr15q24.3  protein phosphorylation --- 1.08 1.13 1.08 1.23 1.17 -1.23 -1.09 1.25 3.80 3.07 1.73 2.29
PEBP1 phosphatidylethanolamine bchr12q24.23  MAPK cascade --- -1.08 -1.04 -1.00 -1.04 1.05 -1.01 1.16 1.02 1.06 -1.04 -1.25 -1.19
PEBP1 phosphatidylethanolamine bchr12q24.23  MAPK cascade --- 1.01 1.06 -1.03 1.04 -1.06 -1.05 1.09 1.03 1.15 1.08 -1.23 -1.22
PEBP1 phosphatidylethanolamine bchr12q24.23  MAPK cascade --- -1.06 1.07 -1.06 -1.01 -1.09 -1.09 1.02 1.00 1.17 1.02 -1.16 -1.14
PECAM1 platelet/endothelial cell adh chr17q23.3  platelet degranulation --- 2.09 1.92 1.04 1.04 2.28 1.43 1.22 1.04 1.30 1.17 1.80 1.84
PECAM1 platelet/endothelial cell adh chr17q23.3  platelet degranulation --- -1.10 -1.22 -1.02 -1.45 1.41 1.11 -1.59 -1.02 1.38 1.36 2.32 2.04
PECAM1 platelet/endothelial cell adh chr17q23.3  platelet degranulation --- -1.43 -1.08 1.49 1.14 -1.05 1.19 -1.66 -1.01 1.24 1.13 4.55 3.07
PECR peroxisomal trans-2-enoyl-Cchr2q35  lipid metabolic process Mitochondrial_fatty_acid_betaoxidation // G -1.09 -1.14 1.05 1.14 -1.10 1.08 -1.01 -1.05 -1.37 -1.19 -1.55 -1.46
PEF1 penta-EF-hand domain contchr1p34  response to calcium ion --- 1.04 1.02 -1.02 1.01 -1.05 -1.05 1.09 1.01 1.44 1.23 1.45 1.46
PEG10 paternally expressed 10 chr7q21  placenta development --- 1.05 1.04 1.02 1.12 1.01 1.08 -1.13 -1.05 -1.05 1.17 -1.42 -1.33
PEG10 paternally expressed 10 chr7q21  placenta development --- 1.01 1.04 1.11 -1.15 1.12 -1.05 -1.33 -1.42 -2.01 -1.34 -1.88 -1.56
PELO pelota homolog (Drosophilachr5q11.2  activation of MAPK activity Integrin-mediated_cell_adhesion_KEGG // G 1.03 1.05 1.17 1.04 -1.01 1.25 1.25 1.37 1.74 1.22 1.12 1.27
PELO pelota homolog (Drosophilachr5q11.2  activation of MAPK activity Integrin-mediated_cell_adhesion_KEGG // G -1.08 -1.12 1.05 1.05 1.07 -1.05 1.01 1.01 1.86 1.71 1.89 1.97
PELO pelota homolog (Drosophilachr5q11.2  activation of MAPK activity Integrin-mediated_cell_adhesion_KEGG // G -1.10 1.11 1.46 1.32 -1.84 -1.55 1.03 -1.17 1.04 1.49 1.07 1.15
PEMT phosphatidylethanolamine Nchr17p11.2  lipid metabolic process Acetylcholine_Synthesis // GenMAPP 1.02 -1.07 1.04 1.24 1.10 -1.11 1.30 1.44 1.72 1.27 1.08 1.14
PENK proenkephalin chr8q23-q24  behavioral fear response --- -1.27 -1.05 1.95 2.02 -1.56 1.12 1.11 -1.15 1.24 -1.98 1.45 2.85
PEPD peptidase D chr19q13.11  proteolysis --- -1.07 -1.13 1.10 1.18 1.10 1.09 1.06 -1.05 1.09 1.24 -1.14 -1.11
PER1 period circadian clock 1 chr17p13.1  negative regulation of transcription from Circadian_Exercise // GenMAPP -3.20 -1.20 1.06 -1.13 -1.50 -1.35 7.91 7.13 45.67 27.14 7.73 4.00
PER1 period circadian clock 1 chr17p13.1  negative regulation of transcription from Circadian_Exercise // GenMAPP -1.07 1.03 1.14 1.20 -1.13 -1.06 1.31 1.18 1.68 1.61 1.83 1.61
PER1 period circadian clock 1 chr17p13.1  negative regulation of transcription from Circadian_Exercise // GenMAPP 1.28 -1.32 1.42 1.69 1.12 -1.09 1.22 1.24 2.29 2.06 2.63 2.45
PER1 period circadian clock 1 chr17p13.1  negative regulation of transcription from Circadian_Exercise // GenMAPP 1.21 1.10 -1.20 -1.13 1.07 1.08 1.06 -1.05 2.50 2.55 2.28 2.06
PER2 period circadian clock 2 chr2q37.3  negative regulation of transcription from Circadian_Exercise // GenMAPP 1.12 1.10 -1.04 -1.09 -1.04 1.07 -1.08 -1.05 -1.60 -1.14 -1.31 -1.48
PER3 period circadian clock 3 chr1p36.23  negative regulation of transcription from --- 1.24 1.27 -1.05 -1.15 -1.31 -1.00 -1.42 -1.07 -2.71 -2.28 -2.18 -2.35
PER3 period circadian clock 3 chr1p36.23  negative regulation of transcription from --- -1.11 1.07 1.52 1.40 -1.61 -1.23 1.55 1.20 1.12 1.40 1.21 1.18
PERP PERP, TP53 apoptosis effecchr6q24  desmosome organization --- 1.05 1.06 -1.09 1.03 -1.16 -1.02 -1.08 -1.12 1.08 1.04 -1.10 -1.16
PERP PERP, TP53 apoptosis effecchr6q24  desmosome organization --- -1.08 -1.13 1.03 -1.01 -1.15 -1.06 -1.31 -1.03 -1.34 -1.19 -1.70 -1.51
PEX1 peroxisomal biogenesis factchr7q21.2  DNA repair --- 1.13 1.04 1.17 1.11 -1.16 1.23 -1.23 -1.05 -1.85 -1.56 -1.62 -1.37
PEX10 peroxisomal biogenesis factchr1p36.32  peroxisome organization --- 1.24 1.01 -1.15 1.09 -1.07 1.09 1.13 1.16 -1.10 1.15 -1.56 -1.22
PEX11A peroxisomal biogenesis factchr15q26.1  peroxisome organization --- 1.08 1.06 -1.09 -1.14 -1.02 1.21 -1.07 -1.11 -1.55 -1.24 -1.34 -1.31
PEX11G peroxisomal biogenesis factchr19p13.2  peroxisome fission --- 1.14 -1.18 -1.16 1.22 1.08 -1.32 1.31 1.23 1.14 -1.19 -1.31 -1.21
PEX12 peroxisomal biogenesis factchr17q12  protein targeting to peroxisome --- 1.02 1.12 -1.10 -1.10 1.09 1.01 -1.24 -1.24 -1.27 -1.43 1.19 1.14
PEX13 peroxisomal biogenesis factchr2p16.1  fatty acid alpha-oxidation --- 1.01 -1.04 1.06 1.06 -1.11 1.16 -1.08 1.06 -1.09 1.07 1.18 1.06
PEX13 peroxisomal biogenesis factchr2p16.1  fatty acid alpha-oxidation --- 1.10 1.07 1.20 1.13 -1.05 1.05 -1.02 1.04 -1.15 -1.07 1.34 1.18
PEX13 peroxisomal biogenesis factchr2p16.1  fatty acid alpha-oxidation --- 1.03 1.18 1.12 1.28 1.15 -1.01 1.00 -1.06 1.27 1.35 1.40 1.15
PEX13 peroxisomal biogenesis factchr2p16.1  fatty acid alpha-oxidation --- 1.18 1.03 1.16 1.04 -1.32 -1.18 -1.06 1.05 1.45 1.26 1.49 1.55
PEX13 peroxisomal biogenesis factchr2p16.1  fatty acid alpha-oxidation --- 1.05 -1.02 -1.37 -1.24 -1.25 -1.23 -1.15 -1.08 -1.15 1.06 1.01 1.09
PEX14 peroxisomal biogenesis factchr1p36.22  protein complex assembly --- -1.12 -1.02 -1.24 -1.06 1.12 1.05 -1.03 -1.03 -2.69 -1.98 -2.87 -3.38
PEX14 peroxisomal biogenesis factchr1p36.22  protein complex assembly --- 1.05 -1.17 1.15 1.38 -1.01 -1.09 1.52 1.17 1.40 1.09 1.30 1.35
PEX19 peroxisomal biogenesis factchr1q23.2  protein targeting to peroxisome --- 1.28 1.11 1.02 1.04 1.02 1.08 1.09 1.05 -1.28 -1.19 -1.20 -1.26
PEX3 peroxisomal biogenesis factchr6q24.2  peroxisome organization --- 1.15 1.10 1.12 -1.08 -1.04 1.06 -1.29 -1.02 -1.44 -1.01 -1.47 -1.29
PEX3 peroxisomal biogenesis factchr6q24.2  peroxisome organization --- 1.04 1.14 1.03 1.07 1.07 -1.18 1.31 1.17 1.22 1.49 1.14 1.13
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PEX7 peroxisomal biogenesis factchr6q23.3  neuron migration --- 1.14 1.23 -1.04 -1.06 -1.12 -1.03 -1.31 -1.10 -1.13 -1.06 -1.47 1.06
PEX7 peroxisomal biogenesis factchr6q23.3  neuron migration --- 1.19 1.22 -1.08 -1.11 -1.11 1.03 -1.05 -1.04 -1.28 -1.04 -1.34 -1.41
PFAS phosphoribosylformylglycinchr17p13.1  purine nucleobase metabolic process --- -1.11 1.02 -1.08 -1.13 -1.13 -1.06 -1.08 1.07 -1.68 -1.37 -1.77 -1.80
PFDN2 prefoldin subunit 2 chr1q23.3  protein folding --- -1.01 1.02 1.02 -1.17 1.07 -1.05 1.06 -1.06 1.77 1.49 1.79 1.47
PFDN4 prefoldin subunit 4 chr20q13.2  protein folding --- 1.18 1.09 -1.16 -1.23 -1.13 -1.02 1.04 1.19 -1.46 -1.62 -1.63 -2.14
PFDN4 prefoldin subunit 4 chr20q13.2  protein folding --- -1.13 -1.13 -1.01 -1.01 -1.13 -1.15 1.01 1.39 1.21 -1.02 1.22 1.01
PFDN6 prefoldin subunit 6 chr6p21.3  protein folding --- -1.05 -1.13 -1.05 -1.04 -1.02 -1.12 -1.09 1.18 -1.32 -1.11 -2.06 -2.22
PFDN6 prefoldin subunit 6 chr6p21.3  protein folding --- -1.24 -1.25 -1.08 -1.22 -1.00 1.16 -1.36 -1.10 -1.29 1.12 -2.20 -1.65
PFKFB1 6-phosphofructo-2-kinase/frchrXp11.21  carbohydrate metabolic process --- 2.07 -2.20 -1.68 -2.28 1.17 6.16 3.12 1.75 1.20 -1.09 2.77 1.99
PFKFB2 6-phosphofructo-2-kinase/frchr1q31  carbohydrate metabolic process --- 1.37 1.11 1.05 1.69 -1.06 1.04 -1.27 1.54 1.08 -1.06 2.15 1.64
PFKFB3 6-phosphofructo-2-kinase/frchr10p15.1  carbohydrate metabolic process --- -1.10 -1.16 -1.04 -1.08 -1.08 -1.05 1.02 -1.04 1.06 1.15 1.21 1.25
PFKFB4 6-phosphofructo-2-kinase/frchr3p22-p21  carbohydrate metabolic process --- -1.07 -1.13 1.04 1.04 1.04 1.04 1.43 1.22 1.89 2.56 3.00 5.92
PFKFB4 6-phosphofructo-2-kinase/frchr3p22-p21  carbohydrate metabolic process --- 1.41 1.42 -1.22 1.31 1.42 1.51 -1.09 -1.20 1.12 1.24 2.81 2.77
PFKP phosphofructokinase, platel chr10p15.3-p15.2  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.03 -1.01 1.02 1.03 1.10 -1.01 1.18 1.03 1.40 1.27 1.50 1.78
PFN4 profilin family, member 4 chr2p23.3  actin cytoskeleton organization --- -2.31 -1.94 1.12 -1.20 -1.07 -1.23 -1.38 -1.05 -1.82 -2.22 -2.22 -1.70
PGAM1 phosphoglycerate mutase 1 chr10q25.3  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.13 1.03 -1.05 -1.01 -1.03 -1.12 1.08 1.03 1.38 1.26 1.07 1.22
PGAM2 phosphoglycerate mutase 2 chr7p13-p12  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.39 -1.47 -1.02 1.05 1.02 -1.15 -1.66 -1.27 -1.39 -1.01 -1.06 1.34
PGAM5 phosphoglycerate mutase fachr12q24.33 0 --- -1.06 -1.04 -1.04 1.04 1.22 1.07 1.21 1.06 1.69 1.25 1.63 1.61
PGAP1 post-GPI attachment to prot chr2q33.1  C-terminal protein lipidation --- 1.08 1.26 1.03 1.21 1.31 1.06 1.92 1.10 2.28 2.07 2.80 2.17
PGAP1 post-GPI attachment to prot chr2q33.1  C-terminal protein lipidation --- 1.20 1.06 1.24 -1.01 -1.28 1.04 -1.21 -1.46 -1.47 -1.29 -1.39 -1.26
PGAP1 post-GPI attachment to prot chr2q33.1  C-terminal protein lipidation --- 1.11 1.10 -1.09 -1.45 1.49 2.28 1.02 -1.23 -1.96 -1.75 -2.63 -2.69
PGAP3 post-GPI attachment to prot chr17q12  GPI anchor metabolic process --- 1.04 1.06 -1.13 1.13 -1.17 -1.09 1.19 1.05 -1.05 -1.03 -1.54 -1.36
PGAP3 post-GPI attachment to prot chr17q12  GPI anchor metabolic process --- -1.20 -1.10 1.06 1.11 -1.38 -1.24 1.03 1.01 -1.19 1.02 -1.36 -1.29
PGBD1 piggyBac transposable elemchr6p22.1  regulation of transcription, DNA-depende--- 1.03 -1.13 1.06 1.12 -1.10 -1.07 -1.55 -1.10 -1.74 -2.01 -1.55 -1.52
PGBD4 piggyBac transposable elemchr15q14 0 --- -1.20 -1.12 1.16 1.30 -1.08 -1.09 -1.14 -1.12 -2.01 -2.07 -1.63 -1.33
PGF placental growth factor chr14q24.3  angiogenesis --- 3.17 2.75 -1.03 1.12 -1.63 -1.75 -1.04 1.13 2.00 1.45 1.91 2.35
PGK1 phosphoglycerate kinase 1 chrXq13.3  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA 1.04 -1.01 -1.01 -1.01 -1.04 1.04 1.14 -1.01 1.43 1.29 1.58 1.85
PGK1 phosphoglycerate kinase 1 chrXq13.3  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.05 -1.03 1.00 -1.01 1.05 1.04 1.13 -1.01 1.36 1.25 1.51 1.85
PGK1 phosphoglycerate kinase 1 chrXq13.3  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.04 -1.00 -1.03 -1.03 -1.00 -1.03 1.04 -1.03 1.28 1.24 1.56 1.83
PGK1 phosphoglycerate kinase 1 chrXq13.3  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.04 -1.07 -1.01 -1.12 1.02 1.23 -1.19 1.01 1.77 2.29 2.15 3.06
PGK1 phosphoglycerate kinase 1 chrXq13.3  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA -1.05 1.05 -1.04 -1.01 -1.04 -1.10 1.13 1.05 1.35 1.11 1.30 1.36
PGM1 phosphoglucomutase 1 chr1p31  carbohydrate metabolic process Glycogen_Metabolism // GenMAPP -1.08 -1.03 -1.06 -1.01 1.06 1.03 1.09 1.01 1.21 1.28 1.21 1.35
PGM2 phosphoglucomutase 2 chr4p14  carbohydrate metabolic process --- 1.15 1.09 1.07 -1.06 -1.08 -1.04 -1.28 -1.04 -1.27 -1.21 -1.31 -1.57
PGM2L1 phosphoglucomutase 2-like chr11q13.4  carbohydrate metabolic process --- 1.20 1.05 -1.22 -1.29 -2.87 -1.20 -1.13 -1.23 -2.16 -1.76 -1.49 -1.18
PGM2L1 phosphoglucomutase 2-like chr11q13.4  carbohydrate metabolic process --- -1.26 -1.23 1.07 -1.19 1.25 1.02 -1.07 -1.30 2.53 2.26 3.91 3.73
PGM2L1 phosphoglucomutase 2-like chr11q13.4  carbohydrate metabolic process --- -1.22 1.04 -1.01 -1.07 1.00 -1.10 -2.00 1.05 2.08 2.83 5.30 3.94
PGM2L1 phosphoglucomutase 2-like chr11q13.4  carbohydrate metabolic process --- -1.10 1.04 -1.05 -1.19 -1.36 -1.12 -1.29 -1.41 2.40 2.31 3.20 3.65
PGM2L1 phosphoglucomutase 2-like chr11q13.4  carbohydrate metabolic process --- -1.32 -1.24 1.03 -1.03 1.09 1.11 -1.34 -1.38 1.97 2.05 2.55 2.61
PGM3 phosphoglucomutase 3 chr6q14.1-q15  carbohydrate metabolic process --- -1.14 -1.12 -1.08 -1.17 1.00 -1.00 -1.31 -1.19 -1.14 1.17 1.48 1.78
PGM3 phosphoglucomutase 3 chr6q14.1-q15  carbohydrate metabolic process --- 1.01 -1.04 -1.01 -1.05 1.11 1.11 1.03 -1.12 1.40 1.44 1.87 1.95
PGP phosphoglycolate phosphatachr16p13.3  carbohydrate metabolic process --- 1.01 -1.09 -1.06 1.10 1.16 -1.04 1.16 1.24 -1.55 -1.77 -1.61 -1.52
PGPEP1 pyroglutamyl-peptidase I chr19p13.11  proteolysis --- -1.07 1.09 -1.04 -1.09 1.01 -1.10 1.14 1.13 1.03 -1.04 1.21 1.19
PGPEP1 pyroglutamyl-peptidase I chr19p13.11  proteolysis --- 1.02 -1.09 -1.09 1.00 -1.01 1.04 1.22 1.10 -2.69 -2.86 -3.02 -3.45
PGPEP1 pyroglutamyl-peptidase I chr19p13.11  proteolysis --- -1.02 -1.10 -1.02 1.11 1.06 1.10 1.30 1.09 -1.16 -1.18 -1.43 -1.33
PGRMC2 progesterone receptor membchr4q26  steroid hormone mediated signaling pathw--- 1.02 1.04 -1.07 1.02 -1.05 1.08 -1.10 -1.01 -1.10 1.02 -1.23 -1.12
PGRMC2 progesterone receptor membchr4q26  steroid hormone mediated signaling pathw--- 1.00 1.00 -1.02 1.10 -1.10 -1.02 -1.23 -1.12 -3.64 -2.39 -3.96 -3.45
PHACTR4 phosphatase and actin regul chr1p35.3  neural crest cell migration --- 1.04 1.14 -1.08 -1.15 -1.00 1.17 -1.27 -1.23 -1.60 -1.26 -1.25 -1.37
PHAX phosphorylated adaptor for chr5q23.2  spliceosomal snRNP assembly --- 1.12 1.01 -1.01 1.09 -1.06 1.06 -1.10 -1.00 -1.41 -1.25 -1.22 -1.28
PHB2 prohibitin 2 chr12p13  transcription, DNA-dependent --- 1.04 1.02 1.03 1.06 1.10 1.01 1.07 -1.07 1.04 -1.05 -1.26 -1.30
PHC2 polyhomeotic homolog 2 (Dchr1p34.3  multicellular organismal development --- -1.10 -1.13 -1.10 -1.19 1.14 1.10 1.06 -1.05 1.42 1.63 1.16 1.21
PHC3 polyhomeotic homolog 3 (Dchr3q26.2  multicellular organismal development --- 1.23 1.12 -1.10 -1.19 -1.01 1.14 1.19 1.01 -1.26 -1.15 1.10 -1.11
PHC3 polyhomeotic homolog 3 (Dchr3q26.2  multicellular organismal development --- 1.14 1.02 1.11 1.11 1.03 1.03 1.01 1.04 -1.83 -1.73 -1.12 -1.08
PHF1 PHD finger protein 1 chr6p21.3  transcription, DNA-dependent --- 1.17 -1.00 1.14 1.07 1.23 1.05 1.08 1.03 1.71 1.79 1.27 1.52
PHF1 PHD finger protein 1 chr6p21.3  transcription, DNA-dependent --- 1.08 1.08 1.14 1.16 -1.09 -1.21 1.14 -1.05 1.27 1.18 1.71 1.68
PHF10 PHD finger protein 10 chr6q27|Xq28  transcription, DNA-dependent --- -1.02 1.00 1.05 1.23 1.17 1.01 1.04 1.04 1.33 1.07 -1.04 1.11
PHF10 PHD finger protein 10 chr6q27|Xq28  transcription, DNA-dependent --- 1.06 -1.25 1.15 -1.10 1.17 1.42 1.04 1.23 -1.32 1.16 -1.69 -2.04
PHF11 PHD finger protein 11 chr13q14.2  transcription, DNA-dependent --- 1.26 1.01 1.76 1.23 -1.42 1.15 -1.28 -1.27 1.59 1.07 -4.25 -2.33
PHF11 PHD finger protein 11 chr13q14.2  transcription, DNA-dependent --- 1.05 1.01 1.15 1.14 1.02 -1.08 1.05 -1.01 1.03 1.01 1.34 1.27
PHF12 PHD finger protein 12 chr17q11.2  negative regulation of transcription from --- 1.14 1.18 1.07 -1.04 1.03 1.07 -1.12 1.04 -1.82 -1.71 -1.94 -2.01
PHF14 PHD finger protein 14 chr7p21.3 0 --- -1.04 -1.07 1.04 1.23 1.09 1.05 -1.11 1.06 -1.46 -1.75 -1.48 -1.35
PHF15 PHD finger protein 15 chr5q31.1  histone H3 acetylation --- -1.11 -1.43 -1.14 -1.21 -1.22 -1.17 -1.94 -1.03 -1.80 -1.53 -1.19 -2.14
PHF15 PHD finger protein 15 chr5q31.1  histone H3 acetylation --- -1.00 -1.08 1.00 1.03 1.05 -1.10 -1.30 -1.16 -1.61 -1.72 -1.76 -1.89
PHF15 PHD finger protein 15 chr5q31.1  histone H3 acetylation --- 1.10 -1.11 -1.16 1.11 1.05 1.31 1.11 -1.14 1.49 1.35 1.46 1.63
PHF17 PHD finger protein 17 chr4q26-q27  transcription, DNA-dependent --- -1.06 -1.10 1.05 1.05 1.01 1.07 -1.08 -1.02 -1.27 -1.09 -1.10 1.08
PHF17 PHD finger protein 17 chr4q26-q27  transcription, DNA-dependent --- 1.08 1.00 1.07 1.17 -1.05 -1.08 1.41 1.26 1.59 1.53 1.42 1.50
PHF17 PHD finger protein 17 chr4q26-q27  transcription, DNA-dependent --- -1.05 -1.09 1.08 1.03 1.02 1.16 -1.13 -1.15 -1.66 -1.30 -1.18 -1.10
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PHF17 PHD finger protein 17 chr4q26-q27  transcription, DNA-dependent --- 1.08 -1.04 1.04 -1.01 -1.17 1.02 -1.18 1.02 -1.48 -1.35 -1.21 -1.23
PHF19 PHD finger protein 19 chr9q33.2  negative regulation of transcription from --- -1.03 -1.20 1.08 -1.02 1.19 1.19 -1.10 -1.13 1.14 1.10 1.05 1.21
PHF20 PHD finger protein 20 chr20q11.22-q11.23 transcription, DNA-dependent --- 1.02 -1.11 1.07 1.26 -1.01 1.06 1.08 1.13 1.42 1.40 1.39 1.59
PHF20 PHD finger protein 20 chr20q11.22-q11.23 transcription, DNA-dependent --- -1.10 -1.21 -1.01 -1.18 1.15 -1.07 1.12 -1.10 1.15 1.24 1.80 1.42
PHF20 PHD finger protein 20 chr20q11.22-q11.23 transcription, DNA-dependent --- -1.01 -1.07 1.03 -1.10 1.12 1.15 1.19 1.11 1.17 1.09 1.65 1.67
PHF20 PHD finger protein 20 chr20q11.22-q11.23 transcription, DNA-dependent --- -1.05 -1.03 -1.08 1.07 1.15 1.17 -1.16 -1.26 -1.12 -1.09 -1.10 -1.48
PHF20 PHD finger protein 20 chr20q11.22-q11.23 transcription, DNA-dependent --- -1.12 -1.40 -1.83 1.31 1.08 -1.36 1.20 1.58 1.08 1.19 1.90 1.87
PHF20L1 PHD finger protein 20-like chr8q24.22 0 --- 1.02 1.06 -1.03 -1.03 1.02 1.21 -1.38 -1.19 -2.35 -3.08 -2.15 -2.49
PHF20L1 PHD finger protein 20-like chr8q24.22 0 --- 1.04 1.01 1.03 1.04 1.02 -1.03 -1.32 -1.15 -1.95 -1.90 -1.90 -1.97
PHF20L1 PHD finger protein 20-like chr8q24.22 0 --- -1.07 -1.13 1.05 -1.00 1.01 1.02 1.01 1.06 -1.69 -1.65 -1.56 -1.43
PHF20L1 PHD finger protein 20-like chr8q24.22 0 --- 1.43 1.04 1.15 -1.02 1.07 1.22 -1.37 1.10 -2.14 -1.52 -2.22 -1.91
PHF20L1 PHD finger protein 20-like chr8q24.22 0 --- 1.20 1.18 1.02 1.17 -1.23 1.04 -1.26 1.08 -1.24 1.05 -1.67 -2.10
PHF20L1 PHD finger protein 20-like chr8q24.22 0 --- 1.15 1.07 1.10 1.27 1.17 1.15 1.35 1.42 1.62 1.80 1.10 1.35
PHF21A PHD finger protein 21A chr11p11.2  negative regulation of transcription from --- -1.04 1.04 1.36 1.11 -1.65 -1.40 -1.55 -1.57 -1.42 -1.98 -4.19 -2.49
PHF21A PHD finger protein 21A chr11p11.2  negative regulation of transcription from --- -1.11 -1.21 1.03 1.03 -1.30 -1.21 1.34 1.16 1.36 1.56 1.01 1.27
PHF21A PHD finger protein 21A chr11p11.2  negative regulation of transcription from --- 1.09 -1.05 1.01 1.13 -1.20 -1.15 1.13 1.21 1.41 1.55 1.01 1.08
PHF23 PHD finger protein 23 chr17p13.1 0 --- -1.02 -1.02 1.04 -1.03 1.03 -1.08 1.03 -1.17 -1.32 -1.29 -1.18 -1.21
PHF23 PHD finger protein 23 chr17p13.1 0 --- -1.07 -1.11 1.10 -1.07 -1.02 -1.10 -1.01 -1.00 -1.22 -1.23 -1.11 -1.10
PHF2P1 PHD finger protein 2 pseud chr13q11 0 --- 4.63 2.82 -1.76 -1.95 4.53 5.99 1.46 1.74 1.11 1.85 6.63 3.54
PHF5A PHD finger protein 5A chr22q13.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.01 1.01 -1.04 -1.14 1.09 -1.02 1.29 -1.03 1.19 1.17 1.27 1.21
PHF6 PHD finger protein 6 chrXq26.3  transcription, DNA-dependent --- 1.22 1.11 1.04 1.09 -1.02 1.28 -1.47 -1.22 -1.26 -1.17 -1.38 -1.52
PHF7 PHD finger protein 7 chr3p21.1 0 --- 1.07 -1.16 -1.03 -1.23 1.11 -1.11 1.11 1.03 1.22 1.43 1.90 1.85
PHGDH phosphoglycerate dehydrog chr1p12  glutamine metabolic process --- -1.03 -1.05 -1.08 -1.05 -1.11 -1.12 1.19 1.19 -1.06 -1.06 -1.27 -1.08
PHIP pleckstrin homology domainchr6q14  regulation of protein phosphorylation --- 1.40 1.20 -1.03 -1.07 -1.10 -1.16 -1.39 -1.19 -1.71 -1.96 -2.61 -3.04
PHIP pleckstrin homology domainchr6q14  regulation of protein phosphorylation --- 1.06 1.09 -1.16 -1.15 -1.23 1.03 -1.12 -1.11 -1.36 -1.20 -1.20 -1.28
PHKA1 phosphorylase kinase, alphachrXq12-q13  carbohydrate metabolic process Glycogen_Metabolism // GenMAPP 1.08 -1.02 1.06 1.05 -1.02 -1.00 1.12 -1.16 1.18 1.25 1.17 1.23
PHKA1 phosphorylase kinase, alphachrXq12-q13  carbohydrate metabolic process Glycogen_Metabolism // GenMAPP 1.01 1.19 1.07 -1.08 -1.08 1.02 -1.49 -1.16 -1.56 -1.36 -1.56 -1.46
PHKA2 phosphorylase kinase, alphachrXp22.2-p22.1  carbohydrate metabolic process Glycogen_Metabolism // GenMAPP -1.01 -1.05 -1.10 1.16 1.03 -1.06 1.19 1.13 -1.30 -1.27 -1.63 -1.30
PHKB phosphorylase kinase, beta chr16q12-q13  carbohydrate metabolic process Glycogen_Metabolism // GenMAPP 1.02 -1.01 -1.00 1.01 -1.02 1.02 -1.05 -1.10 -1.23 -1.12 -1.50 -1.34
PHKB phosphorylase kinase, beta chr16q12-q13  carbohydrate metabolic process Glycogen_Metabolism // GenMAPP -1.07 -1.15 1.05 1.02 -1.01 1.06 -1.06 -1.02 -1.34 -1.06 -1.66 -1.51
PHKB phosphorylase kinase, beta chr16q12-q13  carbohydrate metabolic process Glycogen_Metabolism // GenMAPP 3.66 4.04 1.05 1.33 -1.75 1.38 6.20 3.19 -1.56 -2.25 -15.53 -3.04
PHKB phosphorylase kinase, beta chr16q12-q13  carbohydrate metabolic process Glycogen_Metabolism // GenMAPP 1.00 1.13 1.03 -1.09 -1.06 -1.05 -1.11 -1.05 -1.53 -1.23 -1.75 -1.89
PHKG2 phosphorylase kinase, gammchr16p11.2  carbohydrate metabolic process Glycogen_Metabolism // GenMAPP 1.41 1.31 1.41 1.55 1.31 -1.17 -1.40 -1.05 -2.30 -3.12 -2.18 -2.07
PHLDA1 pleckstrin homology-like dochr12q15  apoptotic process --- 1.26 -1.17 -1.17 -1.29 -1.57 -1.03 1.53 1.02 5.44 2.99 2.86 1.76
PHLDA1 pleckstrin homology-like dochr12q15  apoptotic process --- 1.25 1.29 -1.02 1.06 1.18 1.12 2.22 1.44 3.65 2.49 2.78 1.95
PHLDA1 pleckstrin homology-like dochr12q15  apoptotic process --- 1.28 1.28 -1.01 -1.13 1.05 1.06 1.49 1.06 3.43 2.43 2.37 2.04
PHLDA1 pleckstrin homology-like dochr12q15  apoptotic process --- 1.42 1.28 -1.02 1.10 1.11 1.08 1.12 1.02 3.14 1.97 2.28 1.87
PHLDA1 pleckstrin homology-like dochr12q15  apoptotic process --- 1.12 1.06 -1.03 -1.21 -1.33 -1.07 1.37 1.50 2.68 1.73 2.67 2.11
PHLDA1 pleckstrin homology-like dochr12q15  apoptotic process --- 1.20 1.28 -1.08 1.04 1.11 1.18 1.80 1.50 3.10 2.17 1.30 1.12
PHLDA2 pleckstrin homology-like dochr11p15.4  apoptotic process --- -1.06 -1.03 -1.10 -1.25 -1.22 -1.09 1.08 1.18 2.57 2.17 1.65 1.64
PHLDA2 pleckstrin homology-like dochr11p15.4  apoptotic process --- 1.11 1.07 -1.08 -1.15 1.17 1.14 -1.07 -1.03 2.00 1.71 1.71 1.49
PHLDA2 pleckstrin homology-like dochr11p15.4  apoptotic process --- 1.24 1.12 -1.26 -1.08 -1.31 1.02 -1.01 -1.01 2.15 2.26 1.67 1.57
PHLDA3 pleckstrin homology-like dochr1q31  apoptotic process --- 1.12 1.00 -1.04 1.21 -1.01 -1.05 1.11 1.12 1.04 -1.12 1.44 1.60
PHLDB2 pleckstrin homology-like dochr3q13.2  lipid metabolic process --- -1.10 1.37 -1.17 1.13 1.20 1.11 1.52 1.38 9.58 4.61 7.80 4.35
PHLDB2 pleckstrin homology-like dochr3q13.2  lipid metabolic process --- -1.22 -1.77 1.02 1.15 1.58 1.96 -1.06 1.20 4.18 1.96 2.80 2.62
PHLDB2 pleckstrin homology-like dochr3q13.2  lipid metabolic process --- -1.20 -1.15 1.11 1.06 1.14 1.10 1.20 1.17 1.54 1.21 2.00 1.79
PHLDB2 pleckstrin homology-like dochr3q13.2  lipid metabolic process --- -1.04 1.08 -1.07 -1.02 -1.06 1.05 -1.03 1.05 1.05 1.15 1.19 1.17
PHLDB3 pleckstrin homology-like dochr19q13.31 0 --- 2.07 1.73 -1.31 1.30 1.45 1.17 1.00 -1.49 1.58 1.34 3.63 2.84
PHLPP1 PH domain and leucine richchr18q21.33  apoptotic process --- -1.02 1.02 -1.02 1.01 -1.04 -1.08 -1.05 -1.06 -1.28 -1.09 -1.05 -1.09
PHOSPHO2 phosphatase, orphan 2 chr2q31.1  metabolic process --- 1.07 1.09 1.01 -1.01 1.20 1.43 -1.02 -1.04 -3.00 -2.56 -2.61 -2.55
PHPT1 phosphohistidine phosphatachr9q34.3  protein dephosphorylation --- 1.13 -1.10 -1.02 1.13 -1.30 -1.44 1.00 1.09 1.54 1.56 -1.12 1.00
PHTF1 putative homeodomain transchr1p13  transcription, DNA-dependent --- 1.32 1.26 1.13 -1.08 -1.16 -1.09 -1.11 -1.07 -1.46 -1.53 -1.32 -2.00
PHTF1 putative homeodomain transchr1p13  transcription, DNA-dependent --- -1.01 1.05 -1.03 -1.10 1.02 -1.07 -1.22 -1.13 -2.38 -1.76 -1.44 -1.31
PHTF1 putative homeodomain transchr1p13  transcription, DNA-dependent --- 1.09 1.02 -1.00 -1.02 1.07 1.01 -1.29 -1.14 -2.37 -1.82 -1.63 -1.52
PHTF1 putative homeodomain transchr1p13  transcription, DNA-dependent --- -1.10 -1.08 1.02 1.06 1.14 1.30 -1.04 1.08 -2.98 -2.37 -2.05 -2.43
PHTF2 putative homeodomain transchr7q11.23-q21  transcription, DNA-dependent --- 1.17 1.11 -1.03 -1.04 1.06 1.15 -1.42 -1.18 -2.49 -2.00 -2.46 -2.43
PHTF2 putative homeodomain transchr7q11.23-q21  transcription, DNA-dependent --- -1.06 -1.06 1.20 -1.04 1.11 1.08 1.52 -1.26 1.21 1.35 1.77 1.39
PHTF2 putative homeodomain transchr7q11.23-q21  transcription, DNA-dependent --- -1.15 1.11 1.20 1.00 -1.22 -1.18 1.08 -1.33 1.77 1.85 2.30 1.89
PHYH phytanoyl-CoA 2-hydroxylachr10p13  fatty acid alpha-oxidation --- -1.02 -1.05 1.00 1.07 -1.02 1.05 -1.16 -1.20 -1.14 1.02 -1.62 -1.56
PHYHD1 phytanoyl-CoA dioxygenas chr9q34.11  oxidation-reduction process --- 1.65 1.28 1.51 1.36 -1.24 -1.19 -1.13 -1.09 -1.17 -1.60 -3.79 -3.01
PHYKPL 5-phosphohydroxy-L-lysinechr5q35.3  metabolic process --- 1.07 1.06 1.05 1.12 1.25 -1.06 1.12 1.04 1.27 1.26 -1.01 1.40
PHYKPL 5-phosphohydroxy-L-lysinechr5q35.3  metabolic process --- 1.07 1.02 1.04 1.19 1.07 -1.06 1.09 1.07 1.39 1.22 1.13 1.36
PI15 peptidase inhibitor 15 chr8q21.11  negative regulation of peptidase activity --- 1.17 1.08 1.10 1.02 1.05 -1.01 -1.68 -1.16 -7.23 -4.74 -10.68 -9.86
PI3 peptidase inhibitor 3, skin-dchr20q13.12  copulation --- 1.74 1.57 1.05 1.36 -1.12 -1.39 1.24 1.30 6.47 3.85 6.40 6.02
PI3 peptidase inhibitor 3, skin-dchr20q13.12  copulation --- 1.02 -1.17 1.08 -1.02 1.05 -1.35 1.45 1.42 6.75 4.22 5.31 4.60
PI4K2A phosphatidylinositol 4-kinaschr10q24  basophil degranulation --- -1.16 -1.19 -1.03 -1.06 1.08 1.02 1.03 1.04 1.11 1.02 1.32 1.46
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PI4KA phosphatidylinositol 4-kinaschr22q11.21  phospholipid metabolic process --- -1.02 -1.19 1.01 1.18 -1.07 -1.10 1.12 1.11 -1.21 -1.27 -2.47 -1.97
PI4KA /// PI4Kphosphatidylinositol 4-kinaschr22q11.21  phospholipid metabolic process --- 1.01 -1.02 1.03 1.17 -1.01 -1.02 1.03 1.13 -1.19 -1.15 -2.15 -1.94
PI4KB phosphatidylinositol 4-kinaschr1q21  phospholipid metabolic process --- 1.05 -1.08 -1.04 -1.18 -1.28 -1.00 -1.27 -1.01 -1.32 -1.12 -1.35 -1.35
PIAS1 protein inhibitor of activatedchr15q  negative regulation of transcription from --- 1.04 1.04 1.14 1.16 -1.02 1.09 -1.02 1.04 -1.30 -1.22 -1.31 -1.55
PIAS1 protein inhibitor of activatedchr15q  negative regulation of transcription from --- -1.10 1.10 1.10 -1.06 1.01 -1.23 1.19 1.05 1.31 1.26 1.68 1.53
PIAS2 protein inhibitor of activatedchr18q21.1  transcription, DNA-dependent --- 1.01 1.00 -1.02 1.06 -1.07 -1.05 1.25 1.07 1.39 1.59 1.29 1.48
PIAS2 protein inhibitor of activatedchr18q21.1  transcription, DNA-dependent --- -1.06 -1.03 1.15 1.08 1.01 1.16 -1.26 -1.11 -1.45 1.06 -1.32 -1.22
PICALM phosphatidylinositol bindingchr11q14  protein complex assembly --- 1.02 -1.24 1.14 1.02 1.21 1.07 1.38 -1.08 1.81 1.60 2.62 2.23
PICALM phosphatidylinositol bindingchr11q14  protein complex assembly --- 1.16 1.05 1.08 1.18 -1.14 1.27 -1.11 -1.04 1.38 1.52 1.11 1.22
PICALM phosphatidylinositol bindingchr11q14  protein complex assembly --- -1.60 -2.88 1.10 1.48 -1.05 1.01 -1.42 -1.59 1.92 1.45 1.37 1.66
PICALM phosphatidylinositol bindingchr11q14  protein complex assembly --- -1.02 -1.01 1.24 1.12 -1.06 -1.10 -1.20 -1.61 1.18 1.35 1.20 1.04
PICALM phosphatidylinositol bindingchr11q14  protein complex assembly --- -1.01 -1.05 1.06 1.03 1.07 1.14 1.17 1.01 1.56 1.45 1.57 1.63
PID1 phosphotyrosine interaction chr2q36.3  negative regulation of protein phosphoryl--- -1.19 1.02 1.07 -1.02 1.00 -1.15 -1.04 1.04 2.38 1.85 1.78 1.41
PID1 phosphotyrosine interaction chr2q36.3  negative regulation of protein phosphoryl--- -1.38 1.12 -1.10 -1.01 -1.13 1.48 1.19 -2.23 5.86 4.88 2.98 3.86
PIEZO1 piezo-type mechanosensitiv chr16q24.3  transport --- 1.07 -1.03 -1.05 -1.13 -1.05 1.05 -1.02 1.05 1.13 1.40 -1.55 -1.11
PIEZO2 piezo-type mechanosensitiv chr18p11.22  transport --- 2.09 1.44 -1.24 -1.01 1.59 1.71 -1.83 -1.15 1.62 1.48 1.31 1.69
PIEZO2 piezo-type mechanosensitiv chr18p11.22  transport --- -1.03 -1.04 1.06 1.02 1.19 1.08 -1.06 -1.08 -3.36 -2.96 -4.60 -4.07
PIEZO2 piezo-type mechanosensitiv chr18p11.22  transport --- 1.18 1.06 1.05 -1.04 -1.06 -1.01 -1.32 -1.09 -3.98 -3.00 -4.65 -5.17
PIEZO2 piezo-type mechanosensitiv chr18p11.22  transport --- -1.08 1.39 1.09 -1.05 -1.01 1.20 1.00 1.00 -1.81 -1.83 -1.98 -2.21
PIGA phosphatidylinositol glycan chrXp22.1  C-terminal protein lipidation --- 1.09 1.05 1.01 1.00 -1.04 1.07 -1.03 -1.12 1.28 1.52 1.46 1.30
PIGB phosphatidylinositol glycan chr15q21.3  C-terminal protein lipidation --- 1.24 1.08 1.13 -1.01 -1.04 1.26 -1.05 -1.16 -1.87 -1.26 -1.40 -1.50
PIGB phosphatidylinositol glycan chr15q21.3  C-terminal protein lipidation --- -1.10 -1.04 -1.03 -1.12 -1.06 -1.16 -1.22 -1.22 -1.25 -1.16 -1.34 -1.42
PIGG phosphatidylinositol glycan chr4p16.3  C-terminal protein lipidation --- -1.05 -1.10 -1.02 1.07 -1.01 1.07 -1.08 -1.04 -1.50 -1.35 -1.07 1.20
PIGG phosphatidylinositol glycan chr4p16.3  C-terminal protein lipidation --- -1.72 -1.85 1.28 1.56 1.28 1.04 1.72 1.40 1.38 1.28 2.55 2.78
PIGH phosphatidylinositol glycan chr14q24.1  cellular protein modification process --- -1.03 -1.04 1.09 1.05 1.20 1.01 -1.05 1.00 -1.52 -1.42 1.02 1.02
PIGK phosphatidylinositol glycan chr1p31.1  protein folding --- 1.26 1.12 -1.01 1.16 -1.08 -1.03 -1.18 1.17 -1.35 -1.24 -1.38 -1.62
PIGK phosphatidylinositol glycan chr1p31.1  protein folding --- 1.00 2.54 -1.51 -1.04 1.01 1.32 -1.08 -1.12 1.67 1.19 1.18 1.21
PIGL phosphatidylinositol glycan chr17p12-p11.2  C-terminal protein lipidation --- 1.07 -1.05 1.21 1.37 -1.48 1.13 1.43 1.10 -1.71 -2.01 -2.33 1.47
PIGL phosphatidylinositol glycan chr17p12-p11.2  C-terminal protein lipidation --- -1.14 -1.20 -1.18 -1.13 -1.03 1.03 -1.11 -1.12 1.12 1.25 1.94 1.68
PIGL phosphatidylinositol glycan chr17p12-p11.2  C-terminal protein lipidation --- -1.09 -1.51 1.20 1.32 -1.09 -1.22 -1.06 -1.54 -1.59 -1.96 -1.21 -1.06
PIGL phosphatidylinositol glycan chr17p12-p11.2  C-terminal protein lipidation --- 1.09 1.23 1.22 1.23 -1.28 1.33 -2.05 -1.14 -1.66 -2.71 -1.68 -1.91
PIGL phosphatidylinositol glycan chr17p12-p11.2  C-terminal protein lipidation --- 1.01 1.05 1.01 1.07 1.03 1.11 1.11 1.06 1.42 1.62 1.89 1.85
PIGM phosphatidylinositol glycan chr1q23.2  C-terminal protein lipidation --- 1.22 1.30 1.20 1.12 1.17 1.09 -1.38 -1.16 -1.78 -1.77 -2.57 -2.79
PIGM phosphatidylinositol glycan chr1q23.2  C-terminal protein lipidation --- 1.01 1.08 1.07 -1.04 1.09 1.15 -1.36 -1.25 -2.97 -2.31 -1.97 -1.84
PIGM phosphatidylinositol glycan chr1q23.2  C-terminal protein lipidation --- 1.41 1.43 1.13 -1.05 -1.32 -1.13 -1.53 -1.06 -2.43 -1.99 -2.78 -3.65
PIGN phosphatidylinositol glycan chr18q21.33  C-terminal protein lipidation --- 1.05 -1.02 1.31 1.27 1.30 1.42 -1.33 -1.03 -1.35 -1.05 -1.57 -1.82
PIGN phosphatidylinositol glycan chr18q21.33  C-terminal protein lipidation --- 1.15 1.16 1.03 1.21 1.12 -1.03 -1.04 -1.03 -1.18 1.12 -1.02 -1.03
PIGO phosphatidylinositol glycan chr9p13.3  C-terminal protein lipidation --- -1.05 1.06 -1.13 -1.17 -1.05 -1.02 -1.01 -1.18 -1.14 -1.30 1.23 1.34
PIGQ phosphatidylinositol glycan chr16p13.3  carbohydrate metabolic process --- 1.06 1.15 -1.06 1.14 -1.18 -1.09 1.21 1.14 -1.13 -1.44 -2.12 -1.70
PIGR polymeric immunoglobulin chr1q31-q41  transcription, DNA-dependent --- 1.24 -1.25 -1.18 1.16 2.98 2.54 -1.00 -1.71 -1.19 1.06 1.41 1.58
PIGS phosphatidylinositol glycan chr17p13.2  C-terminal protein lipidation --- 1.02 -1.01 1.05 1.10 1.09 -1.03 1.15 1.09 1.12 1.10 1.20 1.35
PIGV phosphatidylinositol glycan chr1p36.11  C-terminal protein lipidation --- -1.01 1.09 -1.02 -1.03 1.21 -1.06 -1.06 -1.12 -1.65 -1.51 -1.21 -1.04
PIGV phosphatidylinositol glycan chr1p36.11  C-terminal protein lipidation --- 1.03 -1.01 1.10 1.08 -1.06 -1.07 1.02 1.01 -1.56 -1.47 -1.38 -1.21
PIGW phosphatidylinositol glycan chr17q12  C-terminal protein lipidation --- 1.24 1.14 -1.02 1.02 -1.08 1.26 -1.34 -1.17 -1.62 -1.36 -1.46 -1.49
PIGX phosphatidylinositol glycan chr3q29  C-terminal protein lipidation --- 1.06 -1.02 1.06 -1.03 -1.09 1.05 -1.24 -1.03 -1.44 -1.18 -1.63 -1.40
PIGX phosphatidylinositol glycan chr3q29  C-terminal protein lipidation --- 1.01 -1.12 1.02 1.04 1.12 -1.02 -1.07 -1.07 -1.23 -1.12 -1.47 -1.35
PIGY /// PYU phosphatidylinositol glycan chr4q /// chr4q22.1  GPI anchor biosynthetic process --- 1.15 1.09 1.01 1.06 -1.09 -1.01 1.01 1.04 -1.17 -1.13 -1.43 -1.39
PIGY /// PYU phosphatidylinositol glycan chr4q /// chr4q22.1  GPI anchor biosynthetic process --- 1.08 1.12 -1.37 -1.18 -1.24 1.03 -1.23 1.09 -1.33 -1.06 -1.48 -1.35
PIGZ phosphatidylinositol glycan chr3q29  GPI anchor biosynthetic process --- -1.02 -1.13 1.21 1.48 -1.26 -1.06 1.08 1.13 -1.03 -1.38 -2.24 -1.86
PIK3C2A phosphatidylinositol-4-phoschr11p15.5-p14  phospholipid metabolic process --- -1.08 -1.25 -1.02 -1.20 1.14 1.04 1.27 1.27 1.22 1.34 1.60 1.43
PIK3C2A phosphatidylinositol-4-phoschr11p15.5-p14  phospholipid metabolic process --- 1.09 1.13 -1.06 -1.25 -1.03 1.16 -1.13 1.04 -1.61 -1.30 -1.32 -1.45
PIK3C2A phosphatidylinositol-4-phoschr11p15.5-p14  phospholipid metabolic process --- 1.38 1.01 1.23 -1.22 -1.74 -1.12 2.16 1.77 2.68 1.46 2.53 2.46
PIK3C2B phosphatidylinositol-4-phoschr1q32  phospholipid metabolic process S1P_Signaling // GenMAPP 1.03 1.01 1.06 1.08 1.07 1.19 -1.20 -1.16 -1.37 -1.20 -1.36 -1.31
PIK3C2G phosphatidylinositol-4-phoschr12p12  phospholipid metabolic process --- 1.76 1.27 1.09 1.75 -2.74 1.39 3.57 2.24 2.35 3.77 -2.38 -1.36
PIK3C3 phosphatidylinositol 3-kinaschr18q12.3  autophagic vacuole assembly --- -1.17 -1.14 1.15 1.08 1.02 -1.00 -1.26 -1.04 -2.29 -2.44 -2.73 -2.11
PIK3C3 phosphatidylinositol 3-kinaschr18q12.3  autophagic vacuole assembly --- -1.04 1.09 1.13 1.60 -1.44 -1.43 -1.87 1.22 1.45 2.04 1.37 1.69
PIK3C3 phosphatidylinositol 3-kinaschr18q12.3  autophagic vacuole assembly --- 1.19 1.20 1.06 -1.28 1.10 1.29 -1.15 -1.08 -2.65 -2.37 -2.64 -3.14
PIK3CD phosphatidylinositol-4,5-bischr1p36.2  natural killer cell differentiation G13_Signaling_Pathway // GenMAPP 1.13 1.04 -1.35 -1.28 1.05 1.04 -1.07 -1.03 1.07 1.13 1.56 1.14
PIK3IP1 phosphoinositide-3-kinase i chr22q12.2  negative regulation of phosphatidylinosit --- 1.01 -1.19 1.01 -1.05 1.23 -1.17 1.26 1.15 -1.94 -2.33 -1.25 -1.15
PIK3R1 phosphoinositide-3-kinase, chr5q13.1  response to yeast --- -1.02 1.16 1.47 1.17 1.37 1.21 1.50 1.08 1.31 1.01 1.07 -1.15
PIK3R1 phosphoinositide-3-kinase, chr5q13.1  response to yeast --- 1.15 -1.08 1.17 -1.02 -1.02 -1.05 -1.07 -1.24 -1.10 -1.03 -1.30 -1.29
PIK3R2 phosphoinositide-3-kinase, chr19q13.2-q13.4  phospholipid metabolic process G13_Signaling_Pathway // GenMAPP /// Int -1.21 -1.22 -1.18 -1.54 -1.12 -1.14 1.35 1.01 1.19 1.03 -1.37 -1.03
PIK3R2 phosphoinositide-3-kinase, chr19q13.2-q13.4  phospholipid metabolic process --- -1.00 1.03 1.01 1.05 -1.15 -1.15 1.02 1.09 -1.07 1.02 -1.73 -1.52
PIK3R2 phosphoinositide-3-kinase, chr19q13.2-q13.4  phospholipid metabolic process G13_Signaling_Pathway // GenMAPP /// Int 1.03 -1.03 1.03 1.12 -1.05 -1.03 1.15 1.15 -1.06 -1.07 -1.70 -1.53
PIK3R3 phosphoinositide-3-kinase, chr1p34.1  phospholipid metabolic process --- -1.15 -1.08 1.07 1.00 1.17 1.12 -1.52 -1.19 -1.65 -1.38 -1.31 -1.39
PIKFYVE phosphoinositide kinase, FYchr2q34  phospholipid metabolic process --- -1.09 1.30 -1.02 -1.16 -1.33 1.11 1.53 1.64 1.30 1.66 1.75 1.81
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PIM2 pim-2 oncogene chrXp11.23  G1 --- -1.01 -1.04 -1.19 -1.05 1.17 1.15 -1.16 -1.12 -1.02 1.49 1.26 1.31
PIM3 pim-3 oncogene chr22q13  protein phosphorylation --- -1.16 -1.11 -1.05 -1.22 -1.11 -1.05 1.08 1.15 1.88 1.76 1.97 1.73
PIN4 protein (peptidylprolyl cis/trchrXq13  protein peptidyl-prolyl isomerization --- -1.01 1.03 -1.13 -1.07 -1.13 -1.07 1.02 -1.03 -1.16 -1.11 -1.57 -1.26
PIN4 protein (peptidylprolyl cis/trchrXq13  protein peptidyl-prolyl isomerization --- -1.16 -1.32 -1.19 1.04 1.04 1.12 -1.38 -1.34 -1.92 -1.63 -1.92 -2.45
PIN4 protein (peptidylprolyl cis/trchrXq13  protein peptidyl-prolyl isomerization --- -1.10 -1.12 -1.02 1.04 -1.02 -1.09 1.06 1.05 -1.03 -1.13 -1.46 -1.19
PINK1 PTEN induced putative kinachr1p36  mitochondrion degradation --- 1.07 1.06 1.10 1.19 1.16 1.02 1.02 1.01 -1.46 -1.38 -1.84 -1.56
PIP4K2A phosphatidylinositol-5-phoschr10p12.2  phospholipid metabolic process G13_Signaling_Pathway // GenMAPP -1.24 -1.22 1.31 1.27 1.13 1.13 1.39 1.03 2.26 2.21 1.71 1.49
PIP5K1A phosphatidylinositol-4-phoschr1q21.3  phospholipid metabolic process --- -1.06 -1.08 1.07 -1.38 -1.03 1.04 -1.15 -1.21 -1.08 -1.04 1.41 1.31
PIP5K1A phosphatidylinositol-4-phoschr1q21.3  phospholipid metabolic process --- 1.04 1.02 -1.02 -1.06 -1.07 -1.06 -1.11 -1.12 -1.01 1.05 1.23 1.17
PIPOX pipecolic acid oxidase chr17q11.2  L-lysine catabolic process to acetyl-CoA --- -1.16 -1.10 1.36 1.34 -1.05 1.34 1.60 1.54 1.22 -1.06 1.16 2.14
PIR pirin (iron-binding nuclear pchrXp22.2  transcription, DNA-dependent --- -1.02 -1.05 -1.04 -1.07 1.05 -1.02 1.00 -1.08 1.19 1.24 1.35 1.42
PISD phosphatidylserine decarboxchr22q12.2  lipid metabolic process --- -1.18 -1.14 1.05 1.01 1.04 -1.03 1.27 1.25 1.64 1.34 1.57 1.64
PITHD1 PITH (C-terminal proteasomchr1p36.11 0 --- -1.01 1.02 -1.07 -1.11 1.01 1.05 1.05 -1.01 1.04 1.05 1.13 1.02
PITPNA phosphatidylinositol transfe chr17p13.3  lipid metabolic process --- 1.00 1.01 1.06 1.02 1.01 1.01 -1.21 -1.11 -1.30 -1.39 -1.18 -1.23
PITPNA phosphatidylinositol transfe chr17p13.3  lipid metabolic process --- -1.05 -1.01 -1.12 -1.10 -1.01 -1.13 -1.11 -1.14 -1.32 -1.40 -1.12 -1.17
PITPNB phosphatidylinositol transfe chr22q12.1  in utero embryonic development --- -1.00 -1.00 -1.01 -1.01 1.05 1.05 1.04 1.09 1.11 1.19 1.12 1.13
PITPNC1 phosphatidylinositol transfe chr17q24.2  signal transduction --- -1.29 -1.15 1.20 1.16 -1.18 1.22 1.60 1.52 2.54 2.24 2.82 2.48
PITPNC1 phosphatidylinositol transfe chr17q24.2  transport --- 1.16 1.76 1.21 1.07 -1.89 -1.48 1.27 1.46 1.90 1.00 -1.12 1.01
PITPNC1 phosphatidylinositol transfe chr17q24.2  transport --- -1.24 -1.10 1.95 1.77 1.40 1.18 2.07 1.15 -1.37 -1.74 -1.53 -2.46
PITPNC1 phosphatidylinositol transfe chr17q24.2  transport --- -2.22 -6.34 2.31 -1.44 1.66 -1.04 3.10 1.98 2.23 1.99 3.18 2.78
PITPNC1 phosphatidylinositol transfe chr17q24.2  transport --- -1.01 1.14 1.05 1.07 1.16 -1.04 1.46 1.09 3.75 2.62 2.43 2.55
PITPNM1 phosphatidylinositol transfe chr11q13  lipid metabolic process --- -1.04 -1.23 -1.00 1.16 -1.10 -1.12 1.15 1.11 1.30 1.07 -1.22 1.05
PITPNM2 phosphatidylinositol transfe chr12q24.31  transport --- 1.03 1.14 -1.26 -1.20 -1.07 -1.13 1.10 1.10 1.03 1.48 1.16 1.43
PITPNM3 PITPNM family member 3 chr17p13  transport --- 1.16 1.14 1.30 1.46 1.05 1.19 -1.13 1.00 1.02 1.09 -1.18 1.01
PITRM1 pitrilysin metallopeptidase 1chr10p15.2  proteolysis --- -1.17 -1.08 -1.01 1.01 -1.07 -1.17 1.13 1.05 1.25 1.18 1.21 1.34
PITX1 paired-like homeodomain 1 chr5q31.1  skeletal system development --- -1.01 -1.18 1.06 1.01 1.18 -1.05 1.01 -1.04 1.26 1.20 -1.02 1.39
PITX2 paired-like homeodomain 2 chr4q25  negative regulation of transcription from --- 1.30 1.25 -1.02 1.09 -1.02 -1.05 -1.60 -1.20 -1.78 -1.14 -2.13 -2.29
PIWIL2 piwi-like RNA-mediated gechr8p21.3  RNA 5'-end processing --- 1.80 1.33 -1.19 1.08 -1.04 -1.16 1.59 1.29 1.69 1.33 1.15 -1.17
PKD2 polycystic kidney disease 2 chr4q22.1  branching involved in ureteric bud morph--- 1.11 1.20 -1.01 -1.10 1.19 1.03 -1.18 -1.09 -3.58 -3.05 -4.10 -3.92
PKDCC protein kinase domain contachr2p21  skeletal system development --- -1.02 -1.21 1.04 1.03 1.24 1.10 1.07 1.07 -1.78 -1.82 -2.36 -2.05
PKI55 DKFZp434H1419 chr2q35 0 --- -1.04 -1.01 1.06 1.09 -1.01 -1.01 -1.17 1.09 -2.27 -1.75 -4.91 -3.79
PKIA protein kinase (cAMP-depe chr8q21.12  negative regulation of transcription from Calcium_regulation_in_cardiac_cells // GenM -1.04 1.02 1.17 1.13 1.05 -1.06 1.03 1.06 -1.11 -1.10 -2.10 -2.33
PKIA protein kinase (cAMP-depe chr8q21.12  negative regulation of transcription from Calcium_regulation_in_cardiac_cells // GenM 1.04 -1.04 1.39 1.16 1.16 1.43 -1.37 -1.22 -1.75 -1.53 -5.02 -3.43
PKIG protein kinase (cAMP-depe chr20q12-q13.1  negative regulation of transcription from Calcium_regulation_in_cardiac_cells // GenM 1.24 1.05 -1.08 -1.02 -1.24 1.01 -1.03 -1.06 -1.46 -1.50 -2.31 -2.31
PKM pyruvate kinase, muscle chr15q22  response to hypoxia Glycolysis_and_Gluconeogenesis // GenMA -1.09 1.00 -1.05 -1.02 1.02 -1.06 1.17 1.07 1.31 1.12 1.10 1.25
PKM pyruvate kinase, muscle chr15q22  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMA 1.09 1.00 1.16 1.14 1.21 1.11 1.07 -1.01 -1.56 -1.19 -1.40 -1.10
PKN2 protein kinase N2 chr1p22.2  transcription, DNA-dependent --- 1.17 1.12 -1.06 -1.02 -1.06 1.05 -1.27 -1.15 -1.52 -1.30 -1.22 -1.37
PKNOX1 PBX/knotted 1 homeobox 1chr21q22.3  angiogenesis --- 1.12 1.12 1.12 -1.02 1.04 -1.08 1.21 1.12 1.13 1.22 1.47 1.36
PKNOX1 PBX/knotted 1 homeobox 1chr21q22.3  angiogenesis --- -1.04 1.04 1.05 1.01 -1.09 -1.04 -1.21 -1.21 -1.43 -1.23 -1.05 1.08
PKNOX2 PBX/knotted 1 homeobox 2chr11q24.2  regulation of transcription, DNA-depende--- -2.28 1.47 -2.01 -4.85 -1.06 -2.24 -1.02 -1.97 4.88 1.96 1.18 -1.35
PKP2 plakophilin 2 chr12p11  desmosome assembly --- 1.25 1.19 -1.16 -1.31 1.02 1.10 1.15 1.06 1.42 1.63 1.90 1.82
PKP4 plakophilin 4 chr2q24.1  cell-cell junction assembly --- -1.15 -1.14 1.20 1.11 1.18 1.07 -1.35 -1.26 -1.14 -1.58 -1.39 -1.78
PKP4 plakophilin 4 chr2q24.1  cell-cell junction assembly --- 1.03 1.00 -1.08 1.02 1.01 -1.05 -1.01 1.11 -1.22 -1.11 -1.11 -1.08
PLA2G12A phospholipase A2, group XIchr4q25  lipid metabolic process --- 1.04 1.02 -1.05 -1.19 -1.08 1.03 -1.13 -1.10 -1.12 1.21 -1.23 -1.12
PLA2G12A phospholipase A2, group XIchr4q25  lipid metabolic process --- 1.01 -1.08 1.03 1.09 1.08 1.07 -1.08 1.01 -1.11 1.02 -1.32 -1.26
PLA2G12A phospholipase A2, group XIchr4q25  lipid metabolic process --- 1.00 1.06 -1.02 -1.02 1.00 1.07 -1.08 1.01 -1.25 -1.04 -1.20 -1.14
PLA2G16 phospholipase A2, group XVchr11q12.3  lipid metabolic process --- -1.03 1.22 1.08 1.09 1.02 1.07 -1.26 -1.29 -1.18 1.14 -1.41 -1.46
PLA2G16 phospholipase A2, group XVchr11q12.3  lipid metabolic process --- -1.12 -1.06 1.01 1.08 -1.01 -1.09 1.21 1.14 1.84 1.67 1.36 1.38
PLA2G3 phospholipase A2, group IIIchr22q12.2  lipid metabolic process --- 1.15 1.06 1.38 1.43 1.10 1.04 -1.51 -1.09 2.66 2.31 1.43 1.81
PLA2G4C phospholipase A2, group IVchr19q13.3  lipid metabolic process --- -1.68 -1.70 1.22 -1.21 3.95 2.49 -1.77 -1.26 -1.64 -1.41 2.42 -1.68
PLA2G4C phospholipase A2, group IVchr19q13.3  lipid metabolic process --- -1.38 -1.15 1.46 -1.48 -1.72 -1.88 -1.27 -1.42 1.01 1.40 2.40 1.88
PLA2G5 phospholipase A2, group V chr1p36-p34  lipid metabolic process --- -1.18 -2.00 -1.76 -11.37 2.53 1.87 2.03 1.70 1.38 2.52 1.40 1.94
PLA2G7 phospholipase A2, group VIchr6p21.2-p12  lipid metabolic process --- 1.05 -1.54 -1.23 -1.02 1.36 -1.31 -1.05 1.19 -2.94 -1.95 -4.49 -4.34
PLA2R1 phospholipase A2 receptor chr2q23-q24  cytokine production --- -1.61 -1.24 1.05 -1.28 1.11 1.19 1.22 1.15 -1.55 -1.93 -1.39 -1.68
PLAA phospholipase A2-activatingchr9p21  phospholipid metabolic process --- 1.06 1.02 1.01 1.03 1.04 1.01 1.00 -1.03 -1.03 -1.01 1.14 1.07
PLAA phospholipase A2-activatingchr9p21  phospholipid metabolic process --- 1.15 1.18 1.03 -1.09 -1.32 1.07 1.01 1.08 -2.01 -1.54 -1.51 -2.13
PLAC1 placenta-specific 1 chrXq26  placenta development --- -1.06 -1.43 1.15 -1.13 1.07 -1.14 -1.48 -1.04 1.09 1.22 1.23 1.23
PLAC8 placenta-specific 8 chr4q21.22  positive regulation of cell proliferation --- 1.12 1.00 -1.03 -1.26 1.09 1.09 -1.02 1.10 -1.52 -1.34 -2.22 -2.66
PLAC9 placenta-specific 9 chr10q22.3 0 --- -1.40 1.50 2.70 2.33 1.68 -1.43 -1.35 1.12 -1.05 1.15 -2.08 1.04
PLAGL2 pleiomorphic adenoma genechr20q11.21  transcription, DNA-dependent --- 1.01 1.02 1.12 -1.17 -1.03 -1.05 -1.13 -1.15 -1.38 -1.44 -1.24 -1.51
PLAGL2 pleiomorphic adenoma genechr20q11.21  transcription, DNA-dependent --- -1.14 -1.18 1.00 1.00 1.03 -1.03 -1.20 -1.04 1.50 1.34 1.46 1.47
PLAT plasminogen activator, tissuchr8p12  response to hypoxia Blood_Clotting_Cascade // GenMAPP 1.20 1.30 -1.02 -1.06 1.93 1.56 1.09 -1.10 5.34 3.80 4.74 3.67
PLAU plasminogen activator, urokchr10q22.2  response to hypoxia Blood_Clotting_Cascade // GenMAPP /// Wn -1.53 -1.29 -2.77 -3.01 -1.07 -1.15 3.60 1.51 6.66 3.38 4.03 5.21
PLAU plasminogen activator, urokchr10q22.2  response to hypoxia Blood_Clotting_Cascade // GenMAPP /// Wn 1.99 1.49 1.22 1.31 1.15 1.17 -1.77 -1.59 4.85 3.42 4.51 4.26
PLAUR plasminogen activator, urokchr19q13  C-terminal protein lipidation --- -1.13 -1.11 1.05 1.01 1.15 1.03 1.30 1.14 1.70 1.48 2.06 2.40
PLAUR plasminogen activator, urokchr19q13  regulation of transcription, DNA-depende--- 1.12 1.06 -1.04 -1.13 1.00 1.10 1.28 1.01 3.45 3.11 2.62 2.50
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PLAUR plasminogen activator, urokchr19q13  regulation of transcription, DNA-depende--- 1.00 1.09 -1.03 -1.18 1.09 -1.03 1.42 1.03 3.31 3.14 2.86 2.81
PLCB1 phospholipase C, beta 1 (ph chr20p12  G2 S1P_Signaling // GenMAPP -1.00 1.12 1.13 -1.08 1.12 1.06 -1.45 -1.05 -1.74 -1.25 -1.40 -1.68
PLCB3 phospholipase C, beta 3 (ph chr11q13  regulation of systemic arterial blood pres Calcium_regulation_in_cardiac_cells // GenM 1.10 1.06 -1.06 1.23 -1.05 1.09 1.18 1.08 1.12 -1.08 1.06 1.06
PLCB4 phospholipase C, beta 4 chr20p12  lipid metabolic process --- -1.05 1.02 1.02 1.09 1.04 -1.16 -1.06 -1.03 -4.54 -3.19 -7.42 -4.74
PLCB4 phospholipase C, beta 4 chr20p12  lipid metabolic process --- 1.09 1.08 -1.03 1.13 -1.06 1.12 -1.16 1.08 -4.11 -2.70 -4.04 -2.96
PLCD3 phospholipase C, delta 3 chr17q21.31  angiogenesis --- -1.10 -1.12 -1.01 1.11 1.00 -1.14 1.24 1.27 1.10 -1.04 -1.47 -1.34
PLCD3 phospholipase C, delta 3 chr17q21.31  angiogenesis --- 1.03 -1.06 -1.01 1.06 1.19 1.01 1.29 1.05 -1.07 -1.05 -1.66 -1.45
PLCG1 phospholipase C, gamma 1 chr20q12-q13.1  activation of MAPKK activity Smooth_muscle_contraction // GenMAPP -1.20 -1.30 -1.28 -1.37 -1.02 -1.12 -1.26 1.03 1.20 1.25 -1.62 -1.34
PLCG2 phospholipase C, gamma 2 chr16q24.1  follicular B cell differentiation Smooth_muscle_contraction // GenMAPP -1.20 -1.09 -1.85 -1.26 1.53 1.56 2.57 2.62 3.54 2.70 2.40 2.84
PLCL1 phospholipase C-like 1 chr2q33  lipid metabolic process --- -1.26 1.06 1.00 -1.21 1.07 1.26 -1.62 -1.20 -2.43 -2.52 -3.67 -2.19
PLCL2 phospholipase C-like 2 chr3p24.3  lipid metabolic process --- -1.29 -1.33 1.17 1.39 1.15 1.01 1.45 1.26 -1.12 -1.43 -2.87 -2.36
PLCL2 phospholipase C-like 2 chr3p24.3  lipid metabolic process --- -1.52 -1.42 1.23 1.21 1.14 1.15 1.30 1.10 1.07 -1.10 -1.69 -1.43
PLCL2 phospholipase C-like 2 chr3p24.3  lipid metabolic process --- 1.85 3.69 1.18 1.96 1.96 1.54 -3.02 -2.36 2.01 1.87 -1.28 -3.46
PLCXD1 phosphatidylinositol-specifichrXp22.33; Yp11.3 lipid metabolic process --- -1.05 -1.16 1.05 1.15 1.12 1.04 -1.05 1.09 -1.07 1.10 1.12 1.28
PLCXD1 phosphatidylinositol-specifichrXp22.33; Yp11.3 lipid metabolic process --- -1.52 -1.02 1.10 -1.14 1.25 1.06 1.94 1.59 -1.24 -1.20 -1.51 -1.50
PLCXD3 phosphatidylinositol-specifichr5p13.1  lipid metabolic process --- -1.21 -1.45 1.24 1.52 1.37 1.36 -1.87 -1.31 -4.82 -7.93 -5.18 -2.76
PLCXD3 phosphatidylinositol-specifichr5p13.1  lipid metabolic process --- 1.15 1.37 1.11 -1.02 -1.09 1.14 -1.84 -1.21 -19.49 -7.30 -10.12 -10.82
PLD1 phospholipase D1, phosphatchr3q26  lipid metabolic process --- -1.03 1.06 -1.13 -1.01 -1.27 1.00 -1.39 1.61 1.47 1.20 1.57 1.64
PLD1 phospholipase D1, phosphatchr3q26  lipid metabolic process --- 1.02 1.26 -1.50 -1.89 -1.01 1.01 2.31 1.29 2.48 2.62 1.41 1.75
PLD1 phospholipase D1, phosphatchr3q26  lipid metabolic process --- -1.04 -1.02 -1.12 1.13 1.07 -1.06 1.22 1.05 1.49 1.35 1.47 1.36
PLD1 phospholipase D1, phosphatchr3q26  lipid metabolic process --- 1.02 1.04 -1.05 -1.23 -1.19 -1.28 1.44 1.49 1.58 1.59 1.63 1.44
PLD1 phospholipase D1, phosphatchr3q26  lipid metabolic process --- -1.10 1.13 1.05 1.27 1.35 -1.16 1.30 1.27 1.57 1.78 1.83 1.98
PLD4 phospholipase D family, mechr14q32.33  lipid metabolic process --- -1.50 -1.91 1.34 1.23 -2.25 -2.42 -1.00 1.39 2.26 1.55 2.75 -1.50
PLD6 phospholipase D family, mechr17p11.2  lipid metabolic process --- 1.08 1.34 -1.05 -1.15 1.51 1.07 1.01 -1.03 1.72 1.40 3.31 2.66
PLD6 phospholipase D family, mechr17p11.2  phospholipid metabolic process --- -1.03 -1.30 2.19 1.15 1.18 -1.39 -3.50 1.55 2.83 2.52 1.10 1.09
PLEK2 pleckstrin 2 chr14q23.3  actin cytoskeleton organization --- 1.04 1.10 1.04 1.18 -1.00 -1.06 1.51 1.34 1.84 1.43 -1.07 -1.13
PLEKHA2 pleckstrin homology domainchr8p11.22  positive regulation of cell-matrix adhesio --- -1.01 1.02 1.02 -1.01 1.02 1.02 1.13 -1.01 -1.06 -1.05 -1.51 -1.62
PLEKHA3 pleckstrin homology domainchr2q31.2 0 --- 1.09 1.10 1.03 -1.06 -1.15 1.01 -1.18 -1.08 1.01 1.08 1.32 1.08
PLEKHA6 pleckstrin homology domainchr1q32.1 0 --- 1.06 1.23 1.69 1.28 -1.35 1.02 -1.95 -1.06 -1.55 1.05 -2.09 -1.47
PLEKHA8 pleckstrin homology domainchr7p21-p11.2  transport --- 1.04 -1.03 1.21 1.27 1.12 1.03 1.12 -1.11 -1.16 -1.42 -1.88 -1.71
PLEKHB2 pleckstrin homology domainchr2q21.1 0 --- -1.02 1.01 -1.04 -1.09 -1.08 1.01 -1.17 -1.09 1.24 1.16 1.32 1.31
PLEKHB2 pleckstrin homology domainchr2q21.1 0 --- -1.12 -1.12 -1.01 1.03 1.01 1.02 1.04 1.20 1.30 1.22 1.61 1.78
PLEKHF2 pleckstrin homology domainchr8q22.1 0 --- 1.20 1.15 1.09 1.11 -1.10 1.12 -1.36 -1.11 -2.03 -1.60 -1.28 -1.54
PLEKHG1 pleckstrin homology domainchr6q25.1  regulation of Rho protein signal transduc --- 1.89 1.67 -1.07 -1.30 1.74 1.89 1.43 1.14 -2.26 -1.78 -2.18 -3.24
PLEKHG3 pleckstrin homology domainchr14q23.3  regulation of Rho protein signal transduc --- -1.05 1.28 -1.23 1.23 -1.11 -1.37 1.62 1.52 1.29 1.26 -5.32 -1.48
PLEKHG4 pleckstrin homology domainchr16q22.1  regulation of Rho protein signal transduc --- 1.19 1.02 1.10 1.27 1.07 -1.16 1.22 1.10 -1.58 -1.78 -1.86 -1.58
PLEKHG4B pleckstrin homology domainchr5p15.33  regulation of Rho protein signal transduc --- -1.48 -1.07 -1.19 -1.45 -1.45 -1.73 1.22 1.41 -1.07 1.12 -1.41 -1.97
PLEKHH1 pleckstrin homology domainchr14q24.1 0 --- -1.07 -1.01 1.11 1.20 1.03 1.10 -1.07 -1.05 -2.66 -2.00 -4.16 -4.17
PLEKHH1 pleckstrin homology domainchr14q24.1 0 --- 1.01 1.01 -1.03 1.11 -1.16 -1.00 -1.18 1.06 -1.91 -1.83 -2.24 -1.79
PLEKHM1 pleckstrin homology domainchr17q21.31  intracellular signal transduction --- -1.10 -1.09 1.11 1.16 1.08 -1.02 -1.06 1.10 -1.25 -1.48 -1.06 -1.01
PLEKHM1 pleckstrin homology domainchr17q21.31  intracellular signal transduction --- 1.11 -1.42 1.38 1.07 -1.40 -1.43 1.73 1.51 2.76 1.76 2.11 1.96
PLEKHM3 pleckstrin homology domainchr2q33.3  intracellular signal transduction --- 1.15 1.10 1.07 1.08 -1.12 -1.02 -1.23 -1.35 -1.88 -1.60 -1.32 -1.72
PLEKHN1 pleckstrin homology domainchr1p36.33 0 --- 1.32 -1.07 1.63 -1.47 1.80 1.13 3.55 3.99 -1.49 -1.12 1.07 -1.01
PLGLA /// PLplasminogen-like A (pseudochr2p11.2 /// chr2q10 --- -1.03 1.02 -1.12 -1.46 1.13 1.24 -1.36 -1.29 -3.77 -4.97 -3.23 -3.66
PLGLA /// PLplasminogen-like A (pseudochr2p11.2 /// chr2q10 --- 1.93 1.25 -1.05 1.08 -1.16 -1.22 -1.53 -1.38 -4.61 -3.16 -3.69 -3.45
PLIN3 perilipin 3 chr19p13.3  transport --- -1.08 -1.10 1.02 1.00 1.02 -1.08 -1.03 -1.05 1.97 1.84 1.87 2.39
PLIN5 perilipin 5 chr19p13.3 0 --- -1.12 1.29 1.32 1.71 -1.22 -1.92 -1.30 -1.71 2.04 1.55 -1.09 -1.22
PLK1 polo-like kinase 1 chr16p12.2  mitotic sister chromatid segregation Cell_cycle_KEGG // GenMAPP -1.09 -1.07 1.01 1.04 1.06 -1.12 -1.05 -1.01 1.41 1.34 1.56 1.54
PLK1S1 polo-like kinase 1 substrate chr20p11.23  spindle organization --- 1.02 -1.04 1.04 1.18 -1.05 1.02 1.25 1.22 1.10 1.21 1.00 1.61
PLK1S1 polo-like kinase 1 substrate chr20p11.23  spindle organization --- -1.01 -1.06 1.01 1.01 -1.11 -1.12 1.16 1.05 1.08 1.10 1.11 1.53
PLK4 polo-like kinase 4 chr4q28  G2 --- 1.00 -1.06 1.07 -1.03 -1.02 -1.03 1.22 1.03 1.30 1.19 1.45 1.23
PLOD1 procollagen-lysine, 2-oxogl chr1p36.22  response to hypoxia --- -1.04 -1.11 1.09 1.11 1.07 1.04 1.26 1.22 1.49 1.30 1.42 1.81
PLOD3 procollagen-lysine, 2-oxogl chr7q22  in utero embryonic development --- -1.07 -1.08 -1.02 1.07 1.03 -1.13 1.08 1.06 1.14 1.19 1.17 1.35
PLP1 proteolipid protein 1 chrXq22  integrin-mediated signaling pathway --- -1.94 -1.38 -1.16 -1.17 3.83 2.48 11.49 9.72 6.36 8.67 4.27 16.26
PLP2 proteolipid protein 2 (colon chrXp11.23  ion transport --- -1.12 -1.05 -1.06 -1.07 1.02 -1.03 1.02 1.00 1.32 1.21 1.12 1.20
PLRG1 pleiotropic regulator 1 chr4q31.2-q32.1  mRNA splicing, via spliceosome --- -1.04 1.01 1.05 1.00 1.11 -1.02 1.02 -1.02 -1.31 -1.33 -1.07 -1.18
PLRG1 pleiotropic regulator 1 chr4q31.2-q32.1  mRNA splicing, via spliceosome --- 1.13 1.05 1.06 1.03 1.09 1.13 -1.13 -1.09 -1.85 -1.52 -1.42 -1.33
PLS1 plastin 1 chr3q23 0 --- 1.59 1.57 -1.22 -1.23 -1.34 -1.27 -1.64 -1.08 -1.50 -1.77 -1.71 -2.49
PLSCR1 phospholipid scramblase 1 chr3q23  phosphatidylserine biosynthetic process --- 1.16 1.12 1.04 1.14 -1.17 -1.09 1.29 1.20 -1.03 -1.32 1.24 1.02
PLSCR4 phospholipid scramblase 4 chr3q24  blood coagulation --- 1.96 1.55 1.15 -1.19 -1.35 -1.04 -1.43 1.16 -1.76 -2.29 -1.75 -2.57
PLVAP plasmalemma vesicle associchr19p13.2 0 --- -1.08 -1.26 1.65 1.37 1.01 1.62 -1.01 1.93 1.74 1.46 -2.26 -1.80
PLXDC2 plexin domain containing 2 chr10p12.31  multicellular organismal development --- -1.01 -1.15 1.03 1.21 1.03 1.06 1.09 1.08 -1.37 -1.31 -1.38 -1.32
PLXNA1 plexin A1 chr3q21.3  signal transduction --- -1.02 -1.05 1.01 1.23 -1.00 1.02 -1.02 1.10 1.25 -1.01 1.12 1.25
PLXNA4 plexin A4 chr7q32.3  signal transduction --- -2.96 -1.34 -1.82 -4.38 -2.03 -1.83 2.24 -1.80 -1.36 1.13 2.22 1.62
PLXNB1 plexin B1 chr3p21.31  signal transduction --- 1.09 1.02 -1.03 1.02 1.02 1.02 1.05 1.20 -1.16 -1.23 -1.73 -1.33
PLXNB2 plexin B2 chr22q13.33  neural tube closure --- -1.37 -1.32 1.06 1.14 -1.38 -1.34 -1.10 -1.36 -1.24 -1.06 -2.21 -1.19
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PLXNB3 plexin B3 chrXq28  protein phosphorylation --- 1.38 1.09 1.08 1.23 -1.19 -1.33 1.15 1.12 1.68 2.04 -1.19 1.14
PLXNC1 plexin C1 chr12q23.3  cell adhesion --- 1.30 1.55 1.11 -1.01 -1.02 1.23 -1.38 1.20 -2.98 -2.46 -2.51 -1.82
PLXNC1 plexin C1 chr12q23.3  cell adhesion --- 1.19 1.37 1.18 -1.18 1.18 1.28 1.36 1.17 -4.36 -2.80 -2.25 -1.93
PLXND1 plexin D1 chr3q22.1  angiogenesis --- -1.02 -1.16 1.04 -1.09 1.14 -1.04 1.09 1.05 1.39 1.38 1.20 1.76
PLXND1 plexin D1 chr3q22.1  angiogenesis --- -1.05 -1.10 1.00 -1.01 1.04 1.03 1.12 1.08 1.43 1.50 1.29 1.88
PLXND1 plexin D1 chr3q22.1  angiogenesis --- -1.88 -1.53 -1.22 -1.06 1.19 2.51 1.10 -1.08 1.14 -1.04 -1.62 -1.64
PM20D2 peptidase M20 domain cont chr6q15  metabolic process --- 1.03 1.02 1.01 1.07 1.10 1.22 -1.20 -1.07 -1.54 -1.35 -1.49 -1.55
PM20D2 peptidase M20 domain cont chr6q15  metabolic process --- 1.18 1.15 -1.03 -1.23 -1.10 1.18 -1.29 -1.11 -1.77 -1.42 -1.90 -2.22
PMAIP1 phorbol-12-myristate-13-ac chr18q21.32  release of cytochrome c from mitochondr--- 1.08 1.12 1.12 1.12 -1.00 -1.01 1.79 1.33 2.51 1.96 2.45 1.47
PMAIP1 phorbol-12-myristate-13-ac chr18q21.32  release of cytochrome c from mitochondr--- 1.16 1.17 -1.26 -1.31 -1.05 1.28 1.21 1.16 1.78 1.90 1.48 1.04
PMCH pro-melanin-concentrating hchr12q23.2  regulation of heart rate --- -1.12 -1.14 -1.06 -1.10 1.07 -1.06 -1.02 1.01 -2.02 -1.70 -1.13 -1.26
PMCHL1 pro-melanin-concentrating hchr5p14.3  synaptic transmission --- -1.07 1.06 1.01 -1.05 1.60 1.83 -1.36 1.13 -1.43 1.00 -1.36 -1.80
PMEPA1 prostate transmembrane prochr20q13.31-q13.33 transforming growth factor beta receptor --- 1.10 -1.08 -1.19 -1.02 1.15 1.06 1.20 1.03 1.76 1.76 1.11 1.43
PMEPA1 prostate transmembrane prochr20q13.31-q13.33 transforming growth factor beta receptor --- 1.08 -1.03 -1.09 -1.18 -1.11 -1.11 1.23 1.13 1.59 1.66 1.25 1.41
PML promyelocytic leukemia chr15q22  negative regulation of transcription from --- 1.09 -1.03 -1.02 1.06 1.39 1.17 1.07 1.06 1.43 1.18 1.26 1.58
PML promyelocytic leukemia chr15q22  negative regulation of transcription from --- -1.35 -1.02 -1.07 1.22 -1.08 -1.39 1.77 1.01 3.07 1.66 -1.03 -1.04
PML promyelocytic leukemia chr15q22  negative regulation of transcription from --- -1.75 1.48 1.00 -2.43 2.06 7.53 -2.16 -3.38 1.45 3.84 -2.78 -2.22
PML promyelocytic leukemia chr15q22  negative regulation of transcription from --- 3.65 3.32 -1.07 2.30 -3.97 -1.14 -1.92 -1.33 2.80 1.80 1.32 1.88
PMM1 phosphomannomutase 1 chr22q13.2  mannose metabolic process --- -1.05 -1.11 -1.05 -1.13 1.06 1.04 1.08 -1.04 -1.03 1.06 1.02 1.25
PMM2 phosphomannomutase 2 chr16p13  protein glycosylation --- -1.03 -1.13 1.01 1.13 1.06 -1.06 -1.01 1.19 1.21 -1.04 1.46 1.65
PMP22 peripheral myelin protein 22chr17p12  synaptic transmission --- 1.08 1.07 -1.03 -1.08 1.01 -1.02 1.05 -1.02 1.32 1.25 1.38 1.20
PMPCB peptidase (mitochondrial pr chr7q22.1  proteolysis --- -1.13 -1.02 1.08 1.02 -1.02 -1.13 1.15 1.13 -1.15 -1.04 -1.18 1.03
PMPCB peptidase (mitochondrial pr chr7q22.1  proteolysis --- 1.43 1.27 -1.35 -1.33 -1.08 -1.05 -2.18 -1.18 -1.42 -1.41 -1.62 -3.50
PMS1 PMS1 postmeiotic segregatichr2q31.1  ATP catabolic process --- -1.48 1.27 1.34 -1.65 1.68 1.66 -1.15 1.58 1.51 1.61 1.23 -1.35
PMS1 PMS1 postmeiotic segregatichr2q31.1  ATP catabolic process --- 2.73 3.56 -1.47 -1.28 -1.88 -1.57 -1.44 -1.39 1.04 1.43 -1.02 -1.47
PMS1 PMS1 postmeiotic segregatichr2q31.1  ATP catabolic process --- 1.15 1.10 1.05 1.17 1.08 1.05 -1.04 -1.10 -1.17 -1.21 1.24 1.21
PMS2L2 postmeiotic segregation incrchr7q11.23  mismatch repair --- -1.08 -1.37 1.23 1.37 1.16 1.05 1.01 1.05 -1.36 -1.40 -1.14 -1.15
PMS2P3 postmeiotic segregation incrchr7q11.23  mismatch repair --- -1.00 -1.10 -1.03 1.01 -1.01 1.06 1.22 1.19 -1.03 1.04 1.20 1.21
PMS2P4 postmeiotic segregation incrchr7q11.22  mismatch repair --- 1.62 2.59 -3.07 -1.37 1.27 1.39 -1.27 1.52 1.49 1.39 1.79 1.95
PNCK pregnancy up-regulated nonchrXq28  protein phosphorylation --- 2.75 1.55 -1.20 1.35 -1.64 1.29 2.44 2.59 1.08 1.25 -1.09 1.08
PNISR PNN-interacting serine/argi chr6q16.3 0 --- -1.01 -1.04 1.04 1.08 1.04 1.02 -1.06 -1.11 -1.11 -1.10 1.09 1.28
PNISR PNN-interacting serine/argi chr6q16.3 0 --- -1.21 -1.21 1.10 -1.26 1.05 -1.00 1.33 1.21 1.51 1.24 1.72 1.26
PNISR PNN-interacting serine/argi chr6q16.3 0 --- 1.06 1.14 1.06 -1.01 1.01 1.06 -1.43 -1.09 -1.79 -1.75 -1.66 -1.67
PNKD paroxysmal nonkinesigenic chr2q35  glutathione biosynthetic process --- 1.23 1.05 1.05 -1.01 1.06 1.13 1.48 1.31 1.50 1.76 -1.01 1.01
PNLIPRP2 pancreatic lipase-related prochr10q25.3  lipid metabolic process --- 3.28 8.54 -1.18 -1.01 3.40 6.68 1.95 2.45 -1.65 -1.83 -2.07 1.69
PNLIPRP3 pancreatic lipase-related prochr10q25.3  lipid metabolic process --- -1.88 -5.09 1.89 1.70 1.15 -2.32 1.34 -3.06 1.05 1.21 1.95 1.43
PNMA1 paraneoplastic Ma antigen 1chr14q24.3  inflammatory response to antigenic stimu--- 1.05 -1.04 -1.04 1.00 -1.04 1.09 -1.24 -1.27 -1.44 -1.07 -1.62 -1.49
PNMA2 paraneoplastic Ma antigen 2chr8p21.2  apoptotic process --- 1.16 1.17 -1.00 -1.03 1.03 1.03 1.22 1.13 -1.72 -1.56 -1.74 -2.13
PNMA6A /// Pparaneoplastic Ma antigen f chrXq28 0 --- -1.12 -1.04 -1.19 1.22 1.17 1.05 1.18 1.04 1.68 1.38 1.37 1.63
PNN pinin, desmosome associate chr14q21.1  mRNA splicing, via spliceosome --- 1.03 1.08 -1.00 1.10 1.16 1.06 1.33 1.07 1.87 1.50 1.56 1.43
PNN pinin, desmosome associate chr14q21.1  mRNA splicing, via spliceosome --- 1.10 -1.01 1.08 1.26 1.04 1.25 1.16 1.09 1.60 1.51 1.26 1.17
PNN pinin, desmosome associate chr14q21.1  mRNA splicing, via spliceosome --- 1.03 -1.00 1.02 1.22 1.08 1.06 1.33 1.18 1.75 1.44 1.45 1.44
PNN pinin, desmosome associate chr14q21.1  mRNA splicing, via spliceosome --- 1.10 1.08 1.08 1.07 -1.01 1.11 -1.40 -1.16 -1.43 -1.21 -1.94 -1.85
PNO1 partner of NOB1 homolog (chr2p14 0 --- 1.05 1.01 1.02 -1.08 -1.09 -1.07 -1.12 1.01 -1.16 -1.01 1.53 1.12
PNP purine nucleoside phosphor chr14q13.1  nucleobase-containing compound metabo--- -1.03 -1.06 -1.01 1.04 1.05 1.05 -1.08 -1.11 1.16 1.16 1.16 1.28
PNPLA3 patatin-like phospholipase dchr22q13.31  lipid metabolic process --- 1.03 1.14 1.27 -1.10 -1.12 -1.01 -1.21 -1.06 1.08 1.01 1.15 1.11
PNPLA3 patatin-like phospholipase dchr22q13.31  lipid metabolic process --- -1.05 -1.11 1.13 -1.09 -1.12 1.09 -1.21 1.00 -1.14 -1.09 1.09 1.19
PNPLA4 patatin-like phospholipase dchrXp22.3  lipid metabolic process --- 1.11 1.09 -1.05 -1.20 -1.10 1.24 -1.10 1.02 -1.90 -1.75 -3.67 -4.20
PNPLA4 patatin-like phospholipase dchrXp22.3  lipid metabolic process --- -1.10 -1.07 -1.04 -1.06 1.05 -1.05 1.04 1.04 -1.15 -1.23 -1.31 -1.16
PNPLA8 patatin-like phospholipase dchr7q31  prostaglandin biosynthetic process Eicosanoid_Synthesis // GenMAPP 1.19 1.08 1.03 -1.05 -1.05 -1.00 1.03 -1.09 1.27 1.23 1.51 1.33
PNPO pyridoxamine 5'-phosphate chr17q21.32  vitamin metabolic process --- -1.03 -1.03 -1.01 -1.06 1.09 1.05 -1.01 -1.03 -1.33 -1.14 -1.66 -1.42
PNPO pyridoxamine 5'-phosphate chr17q21.32  vitamin metabolic process --- 1.02 1.05 -1.12 -1.11 -1.08 -1.01 -1.04 -1.08 1.02 1.12 -1.13 -1.24
PNRC1 proline-rich nuclear recepto chr6q15  transcription, DNA-dependent --- 1.24 1.18 1.22 1.21 -1.29 -1.03 -1.35 -1.10 -1.06 1.27 1.28 1.38
POC1B POC1 centriolar protein homchr12q21.33  carbohydrate metabolic process --- 1.06 -1.03 1.11 1.13 -1.01 1.17 -1.02 1.02 1.06 1.13 1.02 -1.09
POC5 POC5 centriolar protein homchr5q13.3  cell cycle --- 1.04 1.04 -1.12 -1.35 1.09 1.03 -1.24 -1.13 1.11 1.11 1.20 1.13
POFUT2 protein O-fucosyltransferasechr21q22.3  mesoderm formation --- 1.23 -1.02 1.04 1.03 -1.15 -1.09 1.13 1.08 1.78 1.39 1.89 1.80
POGLUT1 protein O-glucosyltransfera chr3q13.33  protein glycosylation --- -1.28 -1.19 1.24 1.07 1.31 1.06 -1.03 -1.01 -2.02 -1.79 -2.40 -1.95
POGLUT1 protein O-glucosyltransfera chr3q13.33  protein glycosylation --- 1.06 1.05 1.09 1.12 -1.06 -1.02 -1.30 -1.16 -2.56 -2.32 -2.63 -2.35
POGZ pogo transposable element wchr1q21.3  cell cycle --- 1.02 -1.58 1.42 1.12 1.36 1.52 -1.00 1.18 -2.13 -1.57 -2.15 -2.06
POLA1 polymerase (DNA directed)chrXp22.1-p21.3  G1 DNA_replication_Reactome // GenMAPP /// 1.09 1.06 -1.09 1.00 -1.11 -1.04 -1.29 -1.15 -2.19 -1.80 -1.88 -1.91
POLA2 polymerase (DNA directed)chr11q13.1  protein import into nucleus, translocationDNA_replication_Reactome // GenMAPP /// -1.15 -1.14 1.13 1.05 -1.00 -1.03 -1.21 -1.12 -1.75 -1.85 -2.29 -1.77
POLD2 polymerase (DNA directed)chr7p13  S phase of mitotic cell cycle DNA_replication_Reactome // GenMAPP 1.04 1.04 -1.01 -1.01 -1.03 -1.05 1.09 1.09 1.18 1.04 -1.19 -1.06
POLD3 polymerase (DNA-directed)chr11q14  mitotic cell cycle DNA_replication_Reactome // GenMAPP -1.18 -1.20 -1.01 -1.00 -1.04 -1.05 -1.05 -1.00 -1.54 -1.24 -3.96 -2.86
POLD4 polymerase (DNA-directed)chr11q13  S phase of mitotic cell cycle DNA_replication_Reactome // GenMAPP -1.32 -1.17 -1.08 1.02 -1.09 -1.18 1.18 1.16 1.28 1.22 1.47 1.47
POLDIP2 polymerase (DNA-directed)chr17q11.2  mitochondrion morphogenesis --- 1.00 -1.03 1.01 -1.01 1.02 1.01 -1.05 1.06 -1.07 -1.05 -1.08 -1.01
POLDIP3 polymerase (DNA-directed)chr22q13.2  regulation of translation --- -1.10 -1.19 1.00 -1.03 -1.01 -1.08 1.16 1.20 1.15 1.18 1.20 1.41
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POLE polymerase (DNA directed)chr12q24.3  G1 DNA_replication_Reactome // GenMAPP /// -1.07 -1.14 -1.05 1.14 -1.08 -1.03 -1.05 1.02 -1.16 -1.39 -1.59 -1.34
POLE2 polymerase (DNA directed)chr14q21-q22  G1 DNA_replication_Reactome // GenMAPP /// -1.09 -1.05 1.12 1.09 1.11 1.03 -1.07 -1.01 -1.92 -1.75 -1.44 -1.49
POLG polymerase (DNA directed)chr15q25  DNA metabolic process Nucleotide_Metabolism // GenMAPP 1.44 2.16 -2.47 -1.18 1.31 1.10 -3.42 -1.67 5.13 5.07 1.34 -1.52
POLG polymerase (DNA directed)chr15q25  DNA metabolic process Nucleotide_Metabolism // GenMAPP 1.08 1.01 1.01 1.06 1.01 -1.03 1.04 1.03 1.21 1.10 1.20 1.16
POLG polymerase (DNA directed)chr15q25  DNA metabolic process Nucleotide_Metabolism // GenMAPP 1.05 1.01 -1.01 -1.15 -1.08 1.04 1.15 1.15 -1.01 1.14 1.12 1.33
POLG2 polymerase (DNA directed)chr17q  DNA replication --- -1.07 -1.01 1.01 1.26 1.06 1.11 1.05 1.03 1.08 1.03 1.27 1.17
POLH polymerase (DNA directed)chr6p21.1  DNA synthesis involved in DNA repair --- 1.08 -1.01 1.05 1.08 1.25 1.45 -1.04 1.00 1.45 1.20 1.58 1.83
POLH polymerase (DNA directed)chr6p21.1  DNA synthesis involved in DNA repair --- 1.02 -1.16 1.15 -1.10 1.21 1.08 1.30 1.32 1.06 1.01 1.54 1.58
POLH polymerase (DNA directed)chr6p21.1  DNA synthesis involved in DNA repair --- 1.20 1.19 -1.34 -1.13 -1.02 -1.17 1.16 1.08 1.30 -1.08 1.44 1.31
POLH polymerase (DNA directed)chr6p21.1  DNA synthesis involved in DNA repair --- -1.05 -1.03 1.00 1.16 -1.12 -1.01 -1.12 1.31 -1.31 1.17 1.52 1.53
POLI polymerase (DNA directed)chr18q21.1  DNA replication --- -1.29 -1.30 1.02 1.09 1.08 1.16 -1.34 -1.15 -1.90 -1.56 -1.62 -1.37
POLI polymerase (DNA directed)chr18q21.1  DNA replication --- 1.01 1.07 -1.07 1.09 1.19 1.12 1.21 1.11 -1.39 -1.11 1.06 1.23
POLK polymerase (DNA directed)chr5q13  DNA replication --- 1.11 1.12 1.12 1.12 -1.07 -1.12 -1.21 1.04 1.02 1.17 1.12 1.57
POLK polymerase (DNA directed)chr5q13  DNA replication --- 1.21 1.25 -1.11 1.44 1.50 1.03 1.36 -1.20 1.68 1.51 -1.58 1.11
POLR1A polymerase (RNA) I polypechr2p11.2  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP 1.09 1.12 1.15 1.32 1.01 -1.04 1.11 -1.01 -1.45 -1.52 -1.18 -1.03
POLR1B polymerase (RNA) I polypechr2q13  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP -1.12 1.03 1.24 1.04 1.00 1.35 1.11 1.26 -2.18 -1.62 -1.39 -1.39
POLR1B polymerase (RNA) I polypechr2q13  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP -1.01 -1.04 -1.02 1.13 -1.05 1.01 -1.03 1.02 -1.12 -1.13 -1.14 -1.06
POLR1B polymerase (RNA) I polypechr2q13  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP 1.14 1.09 1.05 -1.03 1.00 1.15 -1.23 -1.02 -1.72 -1.61 -1.42 -1.30
POLR1B polymerase (RNA) I polypechr2q13  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP 1.03 -1.08 1.16 1.14 1.15 1.04 -1.06 -1.02 -1.25 -1.33 -1.07 -1.17
POLR1C polymerase (RNA) I polypechr6p21.1  transcription, DNA-dependent --- -1.18 -1.14 1.15 1.07 1.14 1.08 1.25 1.09 1.10 1.13 1.32 1.31
POLR1C polymerase (RNA) I polypechr6p21.1  transcription, DNA-dependent --- -1.08 -1.08 -1.02 1.08 1.05 -1.01 1.02 1.07 1.21 1.09 1.35 1.36
POLR1D polymerase (RNA) I polypechr13q12.2  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP -1.07 -1.08 -1.11 -1.10 -1.06 -1.01 1.19 1.05 1.29 1.30 1.24 1.28
POLR1E polymerase (RNA) I polypechr9p13.2  transcription, DNA-dependent --- 1.04 -1.00 1.12 1.14 -1.01 -1.01 1.14 1.29 -1.62 -1.37 -1.71 -1.65
POLR2A polymerase (RNA) II (DNAchr17p13.1  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP / 1.07 1.06 1.12 -1.00 1.01 1.06 -1.10 -1.22 -1.13 -1.16 1.41 1.35
POLR2C polymerase (RNA) II (DNAchr16q13-q21  mRNA splicing, via spliceosome RNA_transcription_Reactome // GenMAPP -1.08 -1.07 -1.02 -1.03 1.01 -1.02 -1.04 -1.06 1.13 1.10 1.28 1.37
POLR2C polymerase (RNA) II (DNAchr16q13-q21  mRNA splicing, via spliceosome RNA_transcription_Reactome // GenMAPP 1.04 1.04 -1.06 -1.12 1.03 1.08 -1.13 -1.20 1.05 1.09 1.47 1.56
POLR2C polymerase (RNA) II (DNAchr16q13-q21  mRNA splicing, via spliceosome RNA_transcription_Reactome // GenMAPP 1.02 -1.05 -1.01 1.03 1.19 1.11 1.33 -1.03 1.57 1.33 1.08 1.15
POLR2D polymerase (RNA) II (DNAchr2q21  mRNA splicing, via spliceosome --- -1.09 -1.11 1.00 1.04 1.05 1.01 1.11 1.08 1.77 1.54 1.93 1.96
POLR2F polymerase (RNA) II (DNAchr22q13.1  mRNA splicing, via spliceosome RNA_transcription_Reactome // GenMAPP -1.18 -1.17 -1.10 -1.10 1.06 -1.07 1.04 1.19 -1.19 -1.26 -1.37 -1.63
POLR2F polymerase (RNA) II (DNAchr22q13.1  mRNA splicing, via spliceosome RNA_transcription_Reactome // GenMAPP 1.09 -3.47 -2.51 -2.69 1.06 -1.47 1.16 1.66 4.99 3.79 2.53 3.74
POLR2J2 polymerase (RNA) II (DNAchr7q22.1  transcription, DNA-dependent --- -1.02 1.08 -1.17 -1.11 -1.44 -1.04 1.04 -1.22 -1.25 -1.17 -1.09 -1.19
POLR2J2 /// Ppolymerase (RNA) II (DNAchr7q22.1  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP -1.28 -1.33 1.06 1.17 1.28 1.16 1.17 -1.05 -2.31 -1.91 -1.77 -1.46
POLR2J4 polymerase (RNA) II (DNAchr7p13 0 --- -1.29 -1.29 1.08 1.15 1.34 1.37 -1.04 -1.18 -2.20 -2.10 -1.73 -1.83
POLR2J4 polymerase (RNA) II (DNAchr7p13 0 --- -1.08 -1.06 -1.10 -1.25 1.06 1.23 -1.06 -1.11 -2.55 -1.81 -1.55 -1.19
POLR2J4 polymerase (RNA) II (DNAchr7p13 0 --- 1.09 1.11 1.07 1.12 1.14 1.15 1.01 -1.02 -2.86 -2.43 -2.03 -2.16
POLR2K polymerase (RNA) II (DNAchr8q22.2  mRNA splicing, via spliceosome RNA_transcription_Reactome // GenMAPP 1.11 1.11 1.03 -1.04 1.02 -1.02 -1.04 -1.01 1.40 1.31 1.38 1.16
POLR2L polymerase (RNA) II (DNAchr11p15  mRNA splicing, via spliceosome --- -1.03 -1.09 1.08 1.06 1.14 1.04 -1.00 -1.10 -1.25 -1.58 -1.79 -1.85
POLR3A polymerase (RNA) III (DNAchr10q22-q23  transcription, DNA-dependent --- -1.02 -1.09 1.01 1.16 1.07 -1.04 1.04 1.06 -1.03 -1.18 1.31 1.42
POLR3A polymerase (RNA) III (DNAchr10q22-q23  transcription, DNA-dependent --- 1.00 -1.51 1.91 1.13 2.23 2.91 -9.20 1.99 3.86 6.45 -6.83 -1.43
POLR3B polymerase (RNA) III (DNAchr12q23.3  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP 1.10 1.09 1.05 1.15 -1.07 -1.16 -1.39 -1.09 -1.16 -1.50 -1.65 -1.65
POLR3D polymerase (RNA) III (DNAchr8q21  transcription from RNA polymerase III p RNA_transcription_Reactome // GenMAPP 1.13 -1.15 1.09 -1.03 1.06 1.12 1.13 1.18 1.09 1.09 1.60 1.81
POLR3E polymerase (RNA) III (DNAchr16p12.2  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP -1.70 -1.65 1.28 -1.62 1.10 1.42 1.23 -1.01 -1.94 -1.07 3.80 2.35
POLR3G polymerase (RNA) III (DNAchr5q14.3  regulation of transcription from RNA pol--- 1.09 1.17 1.07 -1.03 -1.04 1.02 -1.07 -1.11 1.25 1.35 1.21 -1.03
POLR3G polymerase (RNA) III (DNAchr5q14.3  regulation of transcription from RNA pol--- 1.26 -1.08 1.32 1.26 1.56 1.06 -4.09 -1.04 -1.29 1.02 1.94 -1.13
POLR3G polymerase (RNA) III (DNAchr5q14.3  regulation of transcription from RNA pol--- 1.19 -1.00 -1.26 -1.08 1.05 -1.12 -1.08 1.52 1.37 1.18 1.19 1.28
POLR3H polymerase (RNA) III (DNAchr22q13.2  nucleobase-containing compound metaboRNA_transcription_Reactome // GenMAPP 1.00 -1.00 -1.03 1.08 1.09 -1.01 -1.07 1.16 -2.17 -2.82 -2.04 -1.48
POLR3H polymerase (RNA) III (DNAchr22q13.2  nucleobase-containing compound metaboRNA_transcription_Reactome // GenMAPP -1.06 -1.09 -1.03 1.07 1.12 1.07 -1.11 -1.05 -1.39 -1.87 -1.20 -1.09
POLR3K polymerase (RNA) III (DNAchr16p13.3  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP 1.03 1.01 -1.06 -1.13 -1.08 -1.04 -1.03 1.11 1.32 1.13 1.30 1.13
POLR3K polymerase (RNA) III (DNAchr16p13.3  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP 1.31 1.32 1.10 1.38 -1.04 -1.05 -1.43 1.07 1.75 1.60 1.59 1.37
POLRMT polymerase (RNA) mitochochr19p13.3  transcription from mitochondrial promote--- 1.05 1.08 -1.04 1.26 1.07 1.09 1.17 -1.20 1.35 1.61 2.07 2.32
POLRMT polymerase (RNA) mitochochr19p13.3  transcription, DNA-dependent --- 1.11 1.08 1.07 1.36 1.01 -1.06 1.35 1.27 1.76 1.36 1.69 1.67
POM121 /// POPOM121 transmembrane nuchr7q11.2 /// chr7q1 mitotic cell cycle --- -1.05 -1.09 -1.01 -1.01 -1.04 1.01 -1.06 1.03 -1.28 -1.18 -1.30 -1.15
POM121 /// POPOM121 transmembrane nuchr7q11.2 /// chr7q1 mitotic cell cycle --- -1.01 -1.11 1.13 1.03 1.15 1.12 1.05 -1.06 -1.34 -1.30 -1.02 -1.03
POM121L8P POM121 transmembrane nuchr22q11.2 0 --- -3.13 1.02 -2.35 -2.59 -2.29 -3.48 1.31 -1.31 1.94 -1.26 -1.34 2.32
POMGNT1 protein O-linked mannose bchr1p34.1  protein glycosylation --- 1.07 1.03 1.09 1.07 -1.02 1.08 1.25 1.04 1.25 1.35 1.28 1.25
POMP proteasome maturation prot chr13q12.3  proteasome assembly --- -1.05 1.02 -1.07 -1.05 -1.02 1.01 -1.05 1.02 1.22 1.20 1.11 1.07
POMZP3 POM121 and ZP3 fusion chr7q11.23 0 --- 1.16 1.07 1.01 1.21 1.03 1.07 1.08 1.10 1.45 1.39 1.52 1.67
POMZP3 /// ZPOM121 and ZP3 fusion /// chr7q11.23  positive regulation of type IV hypersensitOvarian_Infertility_Genes // GenMAPP -1.08 -1.10 -1.02 1.11 1.05 -1.11 1.08 1.13 1.74 1.50 1.56 1.68
PON1 paraoxonase 1 chr7q21.3  lipid metabolic process --- -1.20 -1.08 1.29 1.19 -1.22 -1.30 -1.48 -1.08 -2.64 -3.40 -4.52 -4.18
PON2 paraoxonase 2 chr7q21.3  response to oxidative stress --- 1.01 -1.01 1.00 1.00 1.11 1.07 -1.02 -1.12 -1.28 -1.08 -1.41 -1.24
PON2 paraoxonase 2 chr7q21.3  response to oxidative stress --- -1.00 1.05 -1.07 1.07 -1.06 -1.00 -1.12 -1.14 1.04 1.06 -1.26 -1.11
PON2 paraoxonase 2 chr7q21.3  response to oxidative stress --- -1.28 -1.61 1.17 1.42 -1.02 1.27 1.27 -1.29 -2.13 -1.21 -3.44 -2.27
POP1 processing of precursor 1, richr8q22.1  tRNA 5'-leader removal --- -1.27 -1.20 -1.02 1.06 1.10 -1.10 -1.30 -1.10 -1.64 -1.89 -1.99 -2.14
POP4 processing of precursor 4, richr19q12  rRNA processing --- 1.10 1.04 1.05 1.01 1.03 1.02 -1.07 -1.12 -1.07 -1.34 -1.00 -1.11
POPDC3 popeye domain containing 3chr6q21 0 --- -2.10 -1.18 1.08 1.21 1.06 1.46 -1.08 -2.00 -1.48 1.49 2.53 2.19
POR P450 (cytochrome) oxidoredchr7q11.2  regulation of growth plate cartilage chond--- 1.16 1.03 -1.07 1.13 -1.03 1.04 1.12 1.12 1.36 1.18 1.32 1.51
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PORCN porcupine homolog (DrosopchrXp11.23  glycoprotein metabolic process --- -1.10 -1.12 -1.02 1.06 1.10 -1.11 -1.11 1.02 1.42 1.46 1.69 2.15
POSTN periostin, osteoblast specificchr13q13.3  skeletal system development --- 4.64 3.45 -2.07 1.75 -6.39 -1.67 3.36 4.46 -1.59 -2.76 1.88 -1.11
POSTN periostin, osteoblast specificchr13q13.3  skeletal system development --- 1.64 1.66 1.29 5.34 2.68 1.06 1.13 6.39 -1.25 1.24 2.16 -2.85
POT1 protection of telomeres 1 chr7q31.33  telomere maintenance --- 1.05 1.08 -1.14 -1.10 -1.09 1.02 -1.15 -1.01 -1.07 -1.16 -1.10 -1.06
POT1 protection of telomeres 1 chr7q31.33  telomere maintenance --- -1.05 -1.09 1.03 1.16 1.11 -1.06 1.18 1.21 -1.06 -1.07 1.25 1.40
POTEG /// POPOTE ankyrin domain fami chr14q11.2 0 --- 1.04 -1.10 1.20 1.34 -1.00 -1.06 -1.06 -1.13 -1.17 -1.85 -1.53 -1.86
POU2F1 POU class 2 homeobox 1 chr1q24.2  transcription, DNA-dependent --- -1.03 1.05 -1.03 1.25 -1.01 -1.12 1.30 1.27 1.36 1.32 1.04 1.18
POU2F3 POU class 2 homeobox 3 chr11q23.3  transcription, DNA-dependent --- 1.38 1.28 -1.35 -1.93 1.02 1.20 -1.03 1.02 -2.99 -1.65 -1.56 -1.75
POU3F1 POU class 3 homeobox 1 chr1p34.1  transcription, DNA-dependent --- -1.09 -2.93 -2.13 -1.81 1.00 -1.30 -1.16 -1.46 -3.35 -2.87 -2.14 -1.50
POU3F2 POU class 3 homeobox 2 chr6q16  transcription, DNA-dependent --- 1.41 1.53 -1.26 -1.40 -1.61 -1.44 -1.44 -1.68 -1.74 -1.54 -2.12 -1.96
POU3F2 POU class 3 homeobox 2 chr6q16  transcription, DNA-dependent --- 1.02 -1.02 1.15 -1.09 1.30 1.91 1.32 1.26 -2.58 -2.18 1.14 1.42
POU3F3 POU class 3 homeobox 3 chr2q12.1  negative regulation of transcription from --- -1.93 -1.12 1.14 1.39 -1.92 -2.46 -3.40 -1.14 4.34 6.37 6.29 6.47
POU5F1B POU class 5 homeobox 1B chr8q24.21  transcription, DNA-dependent --- 1.08 -1.40 1.16 1.07 1.12 1.28 1.01 -1.09 1.74 1.69 -1.26 -1.17
POU5F1P4 POU class 5 homeobox 1 pschr1q22  endodermal cell fate specification --- 1.04 -1.04 -1.23 -1.18 1.79 1.67 -1.24 1.07 1.03 1.25 -1.60 -1.27
POU6F1 POU class 6 homeobox 1 chr12q13.13  transcription, DNA-dependent --- -1.38 -1.35 -1.04 -1.11 1.23 1.15 -1.41 -1.01 1.17 1.34 1.79 1.98
PP12613 uncharacterized LOC10019 chr4q27 0 --- -2.18 -1.27 1.50 1.99 2.02 -1.13 -3.49 -1.62 3.78 2.68 -2.36 1.19
PP12719 uncharacterized LOC10065 --- 0 --- -1.25 -1.33 1.43 -1.25 1.36 1.92 1.10 -1.09 -13.55 -4.86 1.85 1.44
PP13439 uncharacterized LOC10012 chr3q26.31 0 --- 1.97 2.18 1.46 1.36 1.30 -3.60 3.48 2.34 1.47 1.19 -1.59 -4.42
PP7080 uncharacterized LOC25845 chr5p15.33 0 --- -1.01 -1.10 1.08 -1.01 1.17 1.01 -1.10 -1.20 -1.21 -1.37 1.03 1.02
PPA2 pyrophosphatase (inorganic chr4q25  tRNA aminoacylation for protein translat --- 1.27 1.25 -1.08 -1.16 -1.35 1.10 -1.25 1.04 1.33 1.41 1.21 -1.38
PPAP2A phosphatidic acid phosphatachr5q11  protein dephosphorylation --- 1.05 1.08 1.14 1.02 1.07 -1.05 -1.11 -1.21 -1.48 -1.40 -1.00 1.05
PPAP2A phosphatidic acid phosphatachr5q11  protein dephosphorylation --- 1.08 1.00 -1.08 1.02 -1.09 1.03 -1.16 1.03 -1.50 -1.33 -1.15 -1.07
PPAP2B phosphatidic acid phosphatachr1p32.2  blood vessel development --- 1.28 1.38 1.00 -1.21 1.07 1.06 -1.18 -1.15 1.52 1.09 2.83 1.94
PPAP2B phosphatidic acid phosphatachr1p32.2  blood vessel development --- 1.22 -1.01 -1.01 -1.11 -1.17 1.06 -1.28 1.41 2.16 1.59 2.31 1.79
PPAP2B phosphatidic acid phosphatachr1p32.2  blood vessel development --- 1.15 1.18 1.18 -1.36 -1.02 1.08 -1.21 1.56 1.80 1.42 2.44 1.67
PPAP2C phosphatidic acid phosphatachr19p13  phospholipid metabolic process --- -1.13 -1.22 -1.01 1.02 1.12 1.01 -1.12 -1.08 1.05 -1.01 1.00 1.14
PPAPDC1B phosphatidic acid phosphatachr8p11.23  metabolic process --- 1.04 -1.06 -1.06 1.07 1.13 -1.04 1.02 1.03 1.61 1.46 2.54 2.83
PPAPDC1B phosphatidic acid phosphatachr8p11.23  metabolic process --- -1.00 1.12 -1.20 1.03 -1.06 1.20 1.14 1.20 1.43 1.37 2.40 2.39
PPAPDC1B phosphatidic acid phosphatachr8p11.23  metabolic process --- 1.11 1.33 1.01 -1.09 -1.05 1.03 -1.32 -1.34 1.55 1.34 2.99 3.04
PPAPDC1B phosphatidic acid phosphatachr8p11.23  metabolic process --- 1.06 1.03 -1.02 -1.02 -1.09 1.16 -1.21 -1.30 1.24 1.25 1.48 1.50
PPAPDC2 phosphatidic acid phosphatachr9p24.1  metabolic process --- 1.24 1.22 1.16 1.19 1.06 1.11 -1.03 -1.02 -1.67 -1.37 -1.84 -1.80
PPARA peroxisome proliferator-actichr22q13.31  negative regulation of transcription from Nuclear_Receptors // GenMAPP -1.17 1.03 -1.16 1.28 1.22 1.08 1.77 1.05 2.06 1.95 1.96 1.92
PPARA peroxisome proliferator-actichr22q13.31  negative regulation of transcription from Nuclear_Receptors // GenMAPP -1.04 -1.14 -1.08 1.01 -1.37 -1.07 1.11 -1.03 1.43 1.38 1.87 2.01
PPARA peroxisome proliferator-actichr22q13.31  negative regulation of transcription from Nuclear_Receptors // GenMAPP 1.27 1.49 2.36 1.89 -1.18 -2.67 -1.54 -1.78 1.09 1.12 1.77 1.58
PPARA peroxisome proliferator-actichr22q13.31  negative regulation of transcription from Nuclear_Receptors // GenMAPP 1.00 1.14 1.17 -1.04 1.13 1.14 -1.03 -1.06 1.31 1.25 1.58 1.65
PPARA peroxisome proliferator-actichr22q13.31  negative regulation of transcription from Nuclear_Receptors // GenMAPP -1.46 2.04 1.66 1.05 -3.07 -2.29 1.86 -1.30 2.83 3.21 1.45 1.42
PPARA peroxisome proliferator-actichr22q13.31  negative regulation of transcription from Nuclear_Receptors // GenMAPP -1.12 -1.09 1.42 1.51 1.71 1.50 -1.06 -1.04 1.07 1.17 1.55 1.43
PPARG peroxisome proliferator-actichr3p25  negative regulation of transcription from Nuclear_Receptors // GenMAPP -1.11 1.01 1.05 -1.06 1.17 1.10 -1.08 -1.05 2.09 1.73 2.21 2.23
PPARGC1A peroxisome proliferator-actichr4p15.1  temperature homeostasis --- 1.25 1.11 -1.00 1.01 -1.06 1.06 -1.50 -1.39 -2.98 -2.13 -2.62 -2.71
PPARGC1B peroxisome proliferator-actichr5q32  ossification --- -1.07 1.57 -1.43 -1.69 -1.38 3.35 1.40 -1.01 3.89 1.33 -5.36 -6.87
PPARGC1B peroxisome proliferator-actichr5q32  ossification --- 1.91 1.80 1.33 1.69 1.22 1.18 1.51 -1.08 1.21 1.44 1.14 1.20
PPAT phosphoribosyl pyrophosphchr4q12  G1 --- 1.09 -1.03 1.25 -1.07 -1.19 -1.23 1.07 -1.33 1.51 1.39 1.10 1.04
PPBP pro-platelet basic protein (chchr4q12-q13  platelet degranulation --- -2.61 1.22 -1.70 1.14 -1.63 1.35 -2.20 -2.05 2.77 3.14 11.66 12.06
PPDPF pancreatic progenitor cell dichr20q13.33  multicellular organismal development --- -1.21 -1.19 1.00 1.15 -1.05 -1.13 1.24 1.27 1.86 1.50 1.04 1.23
PPDPF pancreatic progenitor cell dichr20q13.33  multicellular organismal development --- -1.14 -1.11 1.00 1.12 -1.01 -1.15 1.26 1.34 1.90 1.56 1.05 1.28
PPDPF pancreatic progenitor cell dichr20q13.33  multicellular organismal development --- -1.20 -1.17 -1.01 1.14 1.06 -1.16 1.21 1.25 1.98 1.63 1.07 1.27
PPEF1 protein phosphatase, EF-hanchrXp22  protein dephosphorylation --- 1.05 -1.16 1.19 1.28 1.20 1.11 -1.01 1.12 1.26 1.46 1.83 2.07
PPFIA1 protein tyrosine phosphatasechr11q13.3  cell-matrix adhesion --- 1.13 1.12 1.20 1.07 1.25 1.10 1.28 1.01 1.05 -1.03 1.19 1.16
PPFIA1 protein tyrosine phosphatasechr11q13.3  cell-matrix adhesion --- -1.03 1.17 1.07 1.01 1.21 1.23 1.54 1.33 1.24 1.26 -1.01 -1.13
PPFIA3 protein tyrosine phosphatasechr19q13.33 0 --- -1.16 1.03 -1.49 -2.25 -1.10 -1.21 -1.85 -1.26 1.55 1.19 1.40 1.58
PPFIA3 protein tyrosine phosphatasechr19q13.33 0 --- 1.30 1.36 -2.56 -2.84 1.42 1.15 2.07 1.53 -1.20 1.02 2.34 1.51
PPFIA4 protein tyrosine phosphatasechr1q32.1  cell communication --- -1.15 -1.11 1.20 1.38 1.35 1.10 1.69 1.36 1.68 1.86 2.38 3.80
PPHLN1 periphilin 1 chr12q12  keratinization --- 1.21 1.23 -1.04 -1.16 -1.13 -1.13 -1.50 -1.34 -1.71 -2.15 -1.63 -2.10
PPHLN1 periphilin 1 chr12q12  keratinization --- -1.01 1.05 1.11 1.10 1.01 1.15 -1.10 -1.04 -1.20 -1.07 -1.12 -1.34
PPHLN1 periphilin 1 chr12q12  keratinization --- 1.26 1.19 1.19 -1.02 -1.33 -1.24 -1.05 1.01 -1.65 -1.52 -1.11 -1.13
PPID peptidylprolyl isomerase D chr4q31.3  negative regulation of transcription from --- 1.11 1.08 -1.04 1.04 -1.09 1.05 -1.11 -1.09 1.01 -1.02 -1.04 -1.15
PPIE peptidylprolyl isomerase E chr1p32  mRNA splicing, via spliceosome --- 1.04 -1.04 -1.04 1.14 -1.13 -1.27 1.10 1.18 1.06 1.03 -1.39 -1.25
PPIE peptidylprolyl isomerase E chr1p32  mRNA splicing, via spliceosome --- -1.12 -1.18 1.04 1.05 1.10 -1.02 1.16 1.06 1.30 1.17 1.21 1.37
PPIE peptidylprolyl isomerase E chr1p32  mRNA splicing, via spliceosome --- -1.06 -1.13 1.02 1.08 1.01 -1.03 1.26 1.24 1.45 1.29 1.34 1.46
PPIG peptidylprolyl isomerase G chr2q31.1  protein peptidyl-prolyl isomerization --- -1.10 -1.23 -1.01 1.12 -1.03 -1.06 1.16 1.17 1.29 1.33 1.31 1.52
PPIG peptidylprolyl isomerase G chr2q31.1  protein peptidyl-prolyl isomerization --- -1.03 -1.03 -1.05 -1.02 1.02 1.01 1.05 1.02 1.17 1.18 1.10 1.12
PPIL1 peptidylprolyl isomerase (cychr6p21.1  mRNA splicing, via spliceosome --- -1.01 -1.02 1.01 1.11 1.02 1.06 -1.07 -1.04 -1.01 -1.03 1.02 1.15
PPIL2 peptidylprolyl isomerase (cychr22q11.21  protein polyubiquitination --- 1.09 1.32 -1.12 1.05 -1.11 -1.12 -1.12 -1.07 -1.51 -1.64 -1.54 -2.04
PPIL2 peptidylprolyl isomerase (cychr22q11.21  protein polyubiquitination --- 1.09 1.35 -1.16 -1.12 1.11 1.16 -1.34 -1.18 -1.46 -1.37 -1.37 -1.76
PPIL2 peptidylprolyl isomerase (cychr22q11.21  protein polyubiquitination --- 1.21 1.15 -1.09 -1.24 -1.26 -1.28 1.22 1.11 -1.16 -1.07 -2.02 -1.98
PPIL2 peptidylprolyl isomerase (cychr22q11.21  protein polyubiquitination --- -1.13 -1.05 1.24 1.23 1.10 -1.24 1.06 1.21 -1.34 -1.49 -2.03 -1.76
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PPIL3 peptidylprolyl isomerase (cychr2q33.1  mRNA splicing, via spliceosome --- 1.12 1.09 -1.04 -1.06 -1.01 1.04 -1.11 -1.12 1.14 1.19 1.40 1.27
PPIL4 peptidylprolyl isomerase (cychr6q25.1  protein peptidyl-prolyl isomerization --- 1.12 1.05 -1.02 -1.04 1.11 1.22 -1.04 -1.10 1.10 -1.03 1.32 1.15
PPIL6 peptidylprolyl isomerase (cychr6q21  protein peptidyl-prolyl isomerization --- 1.05 1.04 -1.52 1.10 -1.45 1.32 -1.11 -1.27 1.69 1.66 1.32 1.25
PPIP5K1 diphosphoinositol pentakispchr15q15.3  inositol metabolic process --- 1.14 1.05 1.07 1.18 -1.07 -1.04 1.08 1.06 -1.18 -1.08 -1.56 -1.41
PPIP5K1 diphosphoinositol pentakispchr15q15.3  inositol metabolic process --- -1.02 1.01 1.10 1.12 1.19 1.03 1.02 1.05 -1.21 -1.02 -1.56 -1.38
PPIP5K2 diphosphoinositol pentakispchr5q21.1  inositol metabolic process --- 1.17 1.09 1.05 -1.06 -1.07 1.22 -1.23 -1.09 -1.85 -1.41 -1.40 -1.50
PPM1A protein phosphatase, Mg2+/chr14q23.1  negative regulation of transcription from --- -1.08 -1.07 1.22 1.13 1.05 1.02 -1.78 -1.62 -1.98 -1.73 -2.41 -2.74
PPM1B protein phosphatase, Mg2+/chr2p21  protein dephosphorylation --- 1.50 1.01 1.00 1.06 1.17 1.41 -1.67 -1.36 -1.55 -1.14 -1.17 -2.89
PPM1D protein phosphatase, Mg2+/chr17q23.2  G2 --- 1.04 1.04 1.07 -1.04 -1.15 1.07 -1.15 -1.02 -1.81 -1.55 -1.23 -1.53
PPM1E protein phosphatase, Mg2+/chr17q22  negative regulation of protein kinase activ--- 2.02 -1.11 1.24 1.43 -1.16 1.01 -1.39 1.25 1.35 1.63 1.19 2.03
PPM1F protein phosphatase, Mg2+/chr22q11.22  negative regulation of protein kinase activ--- 1.03 1.08 1.07 1.21 -1.01 -1.03 1.32 1.31 1.74 1.42 1.11 1.40
PPM1F protein phosphatase, Mg2+/chr22q11.22  negative regulation of protein kinase activ--- -1.01 1.01 -1.02 1.15 1.15 1.02 1.32 1.26 1.85 1.46 1.24 1.47
PPM1H protein phosphatase, Mg2+/chr12q14.1  metabolic process --- 1.22 1.02 1.14 -1.00 -1.31 -1.12 1.19 1.14 -1.47 -1.61 -1.28 -1.31
PPM1J protein phosphatase, Mg2+/chr1p13.2  protein dephosphorylation --- -1.51 -1.97 -1.15 1.60 -1.46 -1.69 1.04 -1.54 7.36 6.06 5.33 5.50
PPM1K protein phosphatase, Mg2+/chr4q22.1  protein dephosphorylation --- -1.15 1.02 -1.01 1.02 1.41 1.22 1.13 1.09 1.08 1.22 1.16 1.03
PPM1K protein phosphatase, Mg2+/chr4q22.1  protein dephosphorylation --- 1.28 2.08 3.04 3.82 1.64 -1.68 1.68 1.93 4.11 3.20 1.27 1.54
PPM1K protein phosphatase, Mg2+/chr4q22.1  protein dephosphorylation --- 1.26 1.28 -1.09 -1.07 1.07 1.91 1.59 1.69 1.26 1.66 1.33 1.12
PPM1L protein phosphatase, Mg2+/chr3q26.1  MAPK cascade --- 1.01 -1.16 1.09 1.23 1.13 1.24 -1.20 -1.19 -1.86 -2.07 -2.60 -3.35
PPM1M protein phosphatase, Mg2+/chr3p21.2  protein dephosphorylation --- 1.06 -1.11 1.15 1.20 1.18 -1.07 1.16 1.17 1.34 1.31 1.07 1.35
PPP1CB protein phosphatase 1, catal chr2p23  G2 G13_Signaling_Pathway // GenMAPP /// G1 1.10 1.12 1.01 -1.05 1.01 1.00 -1.24 -1.14 -1.15 -1.04 -1.34 -1.43
PPP1CC protein phosphatase 1, catal chr12q24.1-q24.2  M phase of mitotic cell cycle --- -1.02 1.10 -1.00 -1.03 1.10 1.03 1.07 -1.01 -1.09 -1.06 -1.05 -1.18
PPP1R10 protein phosphatase 1, regulchr6p21.3  transcription, DNA-dependent --- 1.08 1.22 -1.07 -1.20 1.04 1.03 -1.61 -1.19 -1.79 -2.33 1.03 -1.32
PPP1R10 protein phosphatase 1, regulchr6p21.3  transcription, DNA-dependent --- -1.12 -1.05 1.00 -1.22 1.17 1.03 -1.62 -1.31 -1.60 -2.37 1.04 -1.20
PPP1R12C protein phosphatase 1, regulchr19q13.42 0 --- -1.97 2.05 -1.13 -1.78 1.71 -2.16 -2.79 -1.09 1.10 2.38 -1.17 -5.31
PPP1R13L protein phosphatase 1, regulchr19q13.32  negative regulation of transcription from --- 1.12 1.03 1.16 1.20 1.02 -1.00 1.38 1.33 1.54 1.33 1.70 1.85
PPP1R14B protein phosphatase 1, regulchr11q13  regulation of phosphorylation --- 1.09 1.09 1.01 1.04 -1.03 -1.12 1.23 1.14 1.59 1.30 1.11 1.14
PPP1R14C protein phosphatase 1, regulchr6q24.3-q25.3  regulation of phosphorylation --- 1.27 -1.50 -1.15 -1.03 -1.14 -1.53 1.18 -1.13 4.20 2.19 -4.11 -1.73
PPP1R15A protein phosphatase 1, regulchr19q13.2  regulation of translation --- 1.21 1.06 -1.10 -1.14 -1.08 -1.26 2.01 1.35 4.22 2.26 3.90 2.35
PPP1R15A protein phosphatase 1, regulchr19q13.2  regulation of translation --- 1.07 1.09 -1.01 -1.01 1.09 1.08 2.14 1.52 2.73 1.61 3.62 2.44
PPP1R17 protein phosphatase 1, regulchr7p15  protein phosphorylation --- -1.79 -1.22 -1.37 -1.69 1.12 1.13 1.02 -1.17 1.70 1.69 2.60 2.65
PPP1R18 protein phosphatase 1, regulchr6p21.3 0 --- 1.09 1.11 -1.13 -1.08 1.14 1.11 1.04 -1.00 1.70 1.61 1.73 1.73
PPP1R21 protein phosphatase 1, regulchr2p16.3  oxidation-reduction process --- 1.35 1.04 1.00 1.03 -1.32 -1.13 1.20 1.06 -1.81 -1.89 -2.18 -1.80
PPP1R26 protein phosphatase 1, regulchr9q34.3  negative regulation of phosphatase activit--- -1.11 -1.14 1.02 1.01 1.05 -1.11 1.31 1.31 1.55 1.36 1.26 1.34
PPP1R26-AS1PPP1R26 antisense RNA 1 --- 0 --- 1.15 -1.01 -1.06 1.09 -1.00 1.11 -1.24 -1.11 1.48 1.19 1.38 1.58
PPP1R32 protein phosphatase 1, regulchr11q12.2 0 --- 5.94 5.81 2.17 1.52 1.84 1.94 1.29 -1.34 1.74 1.30 -1.34 1.22
PPP1R35 protein phosphatase 1, regulchr7q22.1  negative regulation of phosphatase activit--- -1.06 -1.02 -1.14 -1.10 -1.05 -1.05 1.26 1.15 1.36 1.20 1.63 1.34
PPP1R3B protein phosphatase 1, regulchr8p23.1  carbohydrate metabolic process --- 1.29 1.56 1.12 1.26 -1.08 1.19 1.04 -1.25 1.34 1.96 2.46 2.26
PPP1R3B protein phosphatase 1, regulchr8p23.1  carbohydrate metabolic process --- -1.16 1.41 1.10 -1.19 -2.25 -1.59 -1.01 -1.18 1.67 2.21 2.44 2.65
PPP1R3C protein phosphatase 1, regulchr10q23-q24  carbohydrate metabolic process --- -1.40 -1.40 -1.07 -1.14 1.06 -1.35 1.20 1.02 -2.80 -1.67 -2.72 -1.32
PPP1R3C protein phosphatase 1, regulchr10q23-q24  carbohydrate metabolic process --- 1.04 1.06 -1.00 -1.17 1.09 -1.02 1.05 -1.07 -1.45 1.03 -1.55 -1.33
PPP1R3D protein phosphatase 1, regulchr20q13.3  carbohydrate metabolic process --- -1.11 1.02 -1.05 -1.00 1.06 -1.00 -1.26 -1.04 -1.63 -1.44 -1.20 -1.24
PPP1R3E protein phosphatase 1, regulchr14q11.2  carbohydrate metabolic process --- -1.04 -1.12 -1.00 1.45 1.05 1.07 -1.06 -1.01 -1.22 -1.08 -1.74 -1.24
PPP1R3E protein phosphatase 1, regulchr14q11.2  glycogen metabolic process --- 1.07 -1.10 1.41 1.72 1.19 1.16 1.26 -1.01 -1.71 -1.89 -3.24 -2.30
PPP1R3E protein phosphatase 1, regulchr14q11.2  carbohydrate metabolic process --- 1.20 1.12 1.10 1.20 -1.02 -1.02 1.16 1.11 -1.41 -1.25 -2.74 -2.09
PPP1R3F protein phosphatase 1, regulchrXp11.23  regulation of glycogen biosynthetic proce--- 1.81 1.06 1.14 1.58 1.12 1.38 -3.96 -1.31 1.34 -1.08 2.23 2.76
PPP1R7 protein phosphatase 1, regulchr2q37.3  regulation of catalytic activity --- -1.21 1.01 1.11 1.15 1.03 1.01 -1.14 -1.07 -1.90 -1.70 -1.31 1.31
PPP1R7 protein phosphatase 1, regulchr2q37.3  regulation of catalytic activity --- -1.12 -1.11 1.01 1.05 1.06 -1.07 1.29 1.28 1.29 1.12 1.12 1.38
PPP1R9A protein phosphatase 1, regulchr7q21.3  induction of apoptosis --- -1.06 1.07 1.00 -1.04 1.03 -1.10 -1.18 1.25 -2.15 -1.24 -2.14 -1.70
PPP1R9A protein phosphatase 1, regulchr7q21.3  induction of apoptosis --- -1.02 -1.06 1.16 1.15 1.39 1.07 -1.05 -1.06 -1.43 -1.16 -2.44 -1.90
PPP1R9A protein phosphatase 1, regulchr7q21.3  induction of apoptosis --- 1.00 -1.03 1.18 1.45 1.30 1.48 1.19 1.07 -1.32 1.06 -2.10 -1.50
PPP1R9A protein phosphatase 1, regulchr7q21.3  induction of apoptosis --- 1.15 1.09 1.07 1.05 -1.06 1.16 -1.14 -1.11 -2.18 -1.47 -2.09 -2.31
PPP2CA protein phosphatase 2, catal chr5q31.1  nuclear-transcribed mRNA catabolic proc--- 1.09 1.11 1.00 -1.05 -1.12 -1.01 -1.29 -1.11 -1.16 -1.17 -1.41 -1.24
PPP2CB protein phosphatase 2, catal chr8p12  protein dephosphorylation Circadian_Exercise // GenMAPP /// Glycoge 1.03 1.08 -1.01 -1.00 1.00 1.02 -1.00 -1.04 1.28 1.25 1.22 1.12
PPP2R1B protein phosphatase 2, regulchr11q23.2  positive regulation of extrinsic apoptotic Glycogen_Metabolism // GenMAPP 1.05 -1.02 -1.11 1.05 1.12 1.06 -1.06 1.19 1.44 1.28 1.53 1.90
PPP2R1B protein phosphatase 2, regulchr11q23.2  positive regulation of extrinsic apoptotic Glycogen_Metabolism // GenMAPP -1.00 1.03 -1.05 -1.09 -1.09 -1.05 -1.48 -1.16 -1.83 -1.63 -1.66 -1.67
PPP2R1B protein phosphatase 2, regulchr11q23.2  positive regulation of extrinsic apoptotic Glycogen_Metabolism // GenMAPP -1.77 -1.69 1.09 1.27 1.19 1.19 1.38 1.37 1.55 1.14 1.64 2.21
PPP2R2A protein phosphatase 2, regulchr8p21.2  nuclear-transcribed mRNA catabolic procGlycogen_Metabolism // GenMAPP 1.12 1.02 1.04 1.04 1.02 1.06 1.05 -1.03 1.30 1.37 1.70 1.66
PPP2R2A protein phosphatase 2, regulchr8p21.2  nuclear-transcribed mRNA catabolic procGlycogen_Metabolism // GenMAPP -1.32 -2.37 -2.27 -1.57 5.82 1.39 -1.65 1.33 3.79 5.06 2.24 -1.82
PPP2R2B protein phosphatase 2, regulchr5q32  mitochondrial fission Glycogen_Metabolism // GenMAPP 1.11 1.13 -1.01 -1.01 -1.14 -1.09 -1.34 -1.16 -2.97 -2.23 -3.52 -3.34
PPP2R2C protein phosphatase 2, regulchr4p16.1  signal transduction Glycogen_Metabolism // GenMAPP 1.04 1.18 1.58 1.30 -1.46 -1.18 1.37 1.42 1.42 1.84 2.16 1.58
PPP2R2D protein phosphatase 2, regulchr10q26.3  mitotic cell cycle --- -1.13 -1.15 -1.03 1.08 1.07 -1.06 1.22 1.06 1.07 -1.01 1.13 1.23
PPP2R3A protein phosphatase 2, regulchr3q22.1  eye photoreceptor cell differentiation Glycogen_Metabolism // GenMAPP 1.06 -1.04 -1.02 -1.01 1.08 1.35 -1.13 -1.09 -2.07 -1.68 -2.33 -2.35
PPP2R3A protein phosphatase 2, regulchr3q22.1  eye photoreceptor cell differentiation Glycogen_Metabolism // GenMAPP -1.16 -1.13 1.02 -1.07 1.13 1.10 -1.40 -1.05 -1.99 -1.41 -1.98 -2.16
PPP2R5B protein phosphatase 2, regulchr11q12  regulation of protein phosphorylation Glycogen_Metabolism // GenMAPP 1.12 -1.01 -1.02 1.02 -1.06 1.02 1.26 1.03 2.09 2.05 1.46 1.77
PPP2R5B protein phosphatase 2, regulchr11q12  regulation of protein phosphorylation Glycogen_Metabolism // GenMAPP -2.05 -1.77 -1.21 -1.00 1.05 1.37 1.84 1.38 2.52 2.56 2.17 1.37
PPP2R5C protein phosphatase 2, regulchr14q32.31  DNA damage response, signal transductioGlycogen_Metabolism // GenMAPP /// Wnt_ 1.30 1.57 1.13 -1.20 1.06 1.15 1.93 1.50 6.13 5.36 8.45 5.74
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PPP2R5C protein phosphatase 2, regulchr14q32.31  DNA damage response, signal transductioGlycogen_Metabolism // GenMAPP /// Wnt_ -1.03 -1.03 -1.09 -1.05 -1.00 -1.05 1.06 1.10 1.42 1.41 1.47 1.55
PPP2R5C protein phosphatase 2, regulchr14q32.31  DNA damage response, signal transductioGlycogen_Metabolism // GenMAPP /// Wnt_ 1.01 1.09 1.00 -1.20 1.04 -1.08 1.11 1.06 1.12 1.37 1.72 1.63
PPP2R5C protein phosphatase 2, regulchr14q32.31  DNA damage response, signal transductioGlycogen_Metabolism // GenMAPP /// Wnt_ 1.01 -1.00 1.03 1.05 1.01 1.06 1.01 1.06 1.37 1.47 1.59 1.52
PPP2R5C protein phosphatase 2, regulchr14q32.31  DNA damage response, signal transductioGlycogen_Metabolism // GenMAPP /// Wnt_ 1.04 1.01 1.00 1.03 -1.01 1.11 -1.54 -1.19 -1.06 1.04 1.02 1.05
PPP3CB protein phosphatase 3, catal chr10q22.2  G1 --- -1.00 -1.04 -1.06 -1.13 1.07 1.11 1.05 -1.01 -1.34 -1.20 -1.83 -1.63
PPP3CB protein phosphatase 3, catal chr10q22.2  G1 --- -1.01 -1.14 -1.07 1.08 -1.09 -1.01 1.07 1.09 -1.19 -1.13 -1.31 -1.22
PPP3CC protein phosphatase 3, catal chr8p21.3  apoptotic process G_Protein_Signaling // GenMAPP 1.21 1.28 -1.07 -1.05 -1.16 -1.15 1.33 1.26 1.55 1.55 1.91 1.19
PPP3CC protein phosphatase 3, catal chr8p21.3  apoptotic process G_Protein_Signaling // GenMAPP 1.22 1.22 1.27 1.08 -1.02 -1.13 1.20 1.40 1.32 1.13 1.28 -1.03
PPP3CC protein phosphatase 3, catal chr8p21.3  apoptotic process G_Protein_Signaling // GenMAPP 1.28 1.32 1.09 1.01 -1.07 -1.14 1.21 1.36 1.09 -1.05 1.75 1.33
PPP3CC protein phosphatase 3, catal chr8p21.3  apoptotic process G_Protein_Signaling // GenMAPP 1.55 1.23 1.21 1.15 1.75 1.38 1.29 1.67 2.51 2.28 3.85 2.99
PPP4R1 protein phosphatase 4, regulchr18p11.22  protein phosphorylation --- 1.01 -1.02 1.02 1.02 -1.01 -1.01 -1.05 1.06 -1.33 -1.29 -1.32 -1.26
PPP4R1L protein phosphatase 4, regulchr20q13.32 0 --- 1.08 -1.45 -1.03 -1.45 2.14 1.29 -1.05 -1.03 1.68 1.86 1.51 1.13
PPP4R1L protein phosphatase 4, regulchr20q13.32 0 --- 1.51 2.06 1.02 1.62 1.04 1.01 1.47 1.07 -1.87 1.40 1.09 1.08
PPP4R2 protein phosphatase 4, regulchr3p13  mRNA processing --- 1.14 1.14 1.02 -1.05 -1.00 1.05 -1.12 -1.06 -1.43 -1.29 -1.05 -1.27
PPP4R2 protein phosphatase 4, regulchr3p13  mRNA processing --- 1.03 1.06 -1.22 1.04 1.22 1.06 1.20 1.27 1.75 1.75 1.05 -1.02
PPP6C protein phosphatase 6, catal chr9q33.3  G1 --- 1.02 1.07 -1.02 -1.06 -1.05 1.00 -1.13 -1.04 1.19 1.25 1.49 1.39
PPP6C protein phosphatase 6, catal chr9q33.3  G1 --- 1.12 1.16 1.05 -1.05 -1.07 1.06 -1.15 -1.08 -1.46 -1.35 -1.35 -1.55
PPP6C protein phosphatase 6, catal chr9q33.3  G1 --- 1.12 1.14 1.18 1.05 -1.06 -1.01 1.09 -1.02 -1.45 -1.25 -1.21 -1.30
PPP6R3 protein phosphatase 6, regulchr11q13  regulation of phosphoprotein phosphatase--- 1.08 1.12 1.02 -1.04 1.00 -1.07 -1.06 -1.05 -1.57 -1.50 -1.14 -1.51
PPP6R3 protein phosphatase 6, regulchr11q13  regulation of phosphoprotein phosphatase--- -1.01 -1.01 1.01 -1.09 1.03 1.02 1.01 -1.02 -1.31 -1.49 -1.06 -1.16
PPRC1 peroxisome proliferator-actichr10q24.32  transcription, DNA-dependent --- 1.07 1.03 1.03 1.24 1.04 -1.02 1.20 1.19 1.10 -1.11 1.37 1.39
PQBP1 polyglutamine binding protechrXp11.23  transcription, DNA-dependent --- 1.20 -1.21 1.09 1.18 1.28 1.11 1.11 1.08 -1.43 -1.35 -1.79 -1.30
PQLC3 PQ loop repeat containing 3chr2p25.1 0 --- 1.51 -1.58 -2.05 2.23 -1.99 -1.74 1.04 1.24 4.60 3.26 1.41 1.64
PQLC3 PQ loop repeat containing 3chr2p25.1 0 --- 1.14 -1.04 1.06 1.39 1.25 -1.14 1.12 1.03 -1.02 1.24 1.86 1.89
PRADC1 protease-associated domain chr2p13.2 0 --- 1.04 -1.10 1.05 1.14 -1.17 -1.21 1.22 1.06 1.18 1.30 1.43 1.71
PRCD progressive rod-cone degen chr17q25.1  visual perception --- -1.19 -2.20 -1.22 1.15 2.25 -1.07 -1.32 -1.13 6.05 7.10 2.43 1.89
PRDM1 PR domain containing 1, wichr6q21  negative regulation of transcription from --- 1.30 1.30 -1.34 -1.53 -1.58 -1.20 1.12 1.11 2.06 2.16 1.26 1.36
PRDM10 PR domain containing 10 chr11q25  transcription, DNA-dependent --- 1.06 1.12 1.18 1.02 1.03 -1.01 1.06 -1.19 -1.03 1.08 1.40 1.34
PRDM13 PR domain containing 13 chr6q16.2  transcription, DNA-dependent --- 1.16 1.10 -1.16 -1.09 -1.01 1.12 -1.40 -1.16 -2.26 -1.62 -1.70 -1.66
PRDM15 PR domain containing 15 chr21q22.3  transcription, DNA-dependent --- -1.04 -1.10 -1.09 1.12 1.09 1.08 1.18 1.23 -1.19 -1.23 -1.11 -1.02
PRDM2 PR domain containing 2, wichr1p36.21  transcription, DNA-dependent --- -1.04 -1.05 1.33 1.27 1.05 1.23 -1.01 1.10 1.06 -1.04 -1.19 -1.23
PRDM4 PR domain containing 4 chr12q23-q24.1  transcription, DNA-dependent --- -1.03 -1.11 1.00 -1.03 1.03 1.07 -1.07 -1.07 1.06 1.02 1.31 1.31
PRDM4 PR domain containing 4 chr12q23-q24.1  transcription, DNA-dependent --- -1.05 -1.10 1.04 1.09 1.01 1.03 -1.02 -1.02 1.05 -1.07 1.23 1.31
PRDM5 PR domain containing 5 chr4q25-q26  mitotic cell cycle --- 1.31 1.09 -1.11 1.04 1.62 1.86 -1.50 1.06 -1.63 -1.34 -1.26 -1.52
PRDM5 PR domain containing 5 chr4q25-q26  mitotic cell cycle --- -1.42 -2.27 -1.55 2.36 -2.35 -1.43 1.76 1.57 1.57 8.04 -1.87 -1.29
PRDM6 PR domain containing 6 chr5q23.2  transcription, DNA-dependent --- -1.85 -3.01 -1.13 -1.43 1.30 -1.01 1.84 2.16 -1.04 2.05 1.06 -2.28
PRDX2 peroxiredoxin 2 chr19p13.2  response to oxidative stress --- 1.09 -1.00 1.10 1.19 -1.08 1.23 1.18 -1.01 1.41 1.22 -1.27 -1.37
PRDX3 peroxiredoxin 3 chr10q25-q26  maternal placenta development --- -1.03 1.07 -1.01 -1.12 -1.01 -1.02 1.02 -1.04 1.18 1.00 -1.08 -1.19
PRDX5 peroxiredoxin 5 chr11q13  inflammatory response --- -1.08 -1.08 -1.03 -1.02 1.02 -1.05 1.14 1.04 1.41 1.29 1.24 1.31
PRDX5 peroxiredoxin 5 chr11q13  inflammatory response --- -1.01 -1.01 -1.04 1.04 -1.12 1.03 1.07 1.04 1.21 1.21 1.18 1.25
PRDX6 peroxiredoxin 6 chr1q25.1  lipid metabolic process --- -1.01 -1.01 -1.08 -1.02 -1.04 -1.01 1.04 -1.03 1.04 1.00 -1.17 -1.15
PREB prolactin regulatory elemen chr2p23.3  transcription, DNA-dependent --- -1.13 -1.10 -1.05 1.04 -1.05 -1.18 -1.01 1.14 1.62 1.31 1.35 1.47
PRELID1 PRELI domain containing 1chr5q35.3  immune response --- 1.01 1.05 -1.03 1.07 -1.04 -1.11 1.20 1.11 1.67 1.27 1.19 1.14
PRELID1 PRELI domain containing 1chr5q35.3  immune response --- -1.08 -1.05 -1.01 -1.04 1.01 1.01 -1.03 1.04 1.21 1.20 1.02 1.11
PRELID2 PRELI domain containing 2chr5q32 0 --- -1.13 -1.25 1.09 1.32 -1.01 1.09 1.39 1.21 1.65 1.73 1.65 1.94
PRELP proline/arginine-rich end leuchr1q32  skeletal system development --- 4.52 2.77 3.66 1.01 3.55 7.02 2.85 4.09 1.89 2.26 1.18 6.20
PRELP proline/arginine-rich end leuchr1q32  skeletal system development --- 1.01 -2.11 1.32 1.64 -2.19 -1.08 3.67 1.72 2.85 4.76 -1.21 1.38
PREP prolyl endopeptidase chr6q22  proteolysis --- 1.09 1.02 1.02 -1.03 -1.01 1.01 -1.06 -1.21 -1.20 -1.12 1.11 1.16
PREPL prolyl endopeptidase-like chr2p21  proteolysis --- 1.05 -1.02 1.03 -1.01 -1.12 1.00 1.02 -1.07 -1.15 1.06 1.67 1.62
PREPL prolyl endopeptidase-like chr2p21  proteolysis --- 1.01 1.03 1.04 1.09 -1.00 -1.00 1.04 -1.03 1.03 1.06 1.25 1.26
PREX1 phosphatidylinositol-3,4,5-t chr20q13.13  superoxide metabolic process --- -1.23 -1.17 1.04 -1.13 -1.14 -1.13 -1.41 -1.03 -1.78 -1.27 -1.36 -1.27
PREX1 phosphatidylinositol-3,4,5-t chr20q13.13  superoxide metabolic process --- 1.53 1.52 -1.22 -1.24 -1.15 -1.28 -1.33 1.14 -1.96 -1.26 -1.11 -1.66
PREX2 phosphatidylinositol-3,4,5-t chr8q13.2  G-protein coupled receptor signaling path--- 1.92 2.75 1.09 -8.82 6.55 10.43 1.12 -1.56 1.65 8.50 21.43 31.38
PRG2 proteoglycan 2, bone marro chr11q12  immune response --- 1.14 -1.22 1.11 1.57 1.73 1.92 1.03 1.26 1.34 1.22 1.99 2.05
PRG4 proteoglycan 4 chr1q25-q31  immune response --- -1.40 -1.83 -1.24 -1.07 1.55 1.23 -1.54 1.07 1.06 1.24 -1.06 1.21
PRH1 /// PRHproline-rich protein HaeIII schr12p /// chr12p13.0 --- -1.05 1.00 2.16 1.78 1.00 -1.20 1.38 1.21 1.35 -1.09 1.06 1.66
PRICKLE3 prickle homolog 3 (DrosophchrXp11.23 0 --- -1.13 -1.15 1.02 1.32 1.12 -1.31 1.74 1.67 2.94 2.26 2.16 2.50
PRICKLE4 ///prickle homolog 4 (Drosophchr6p21.1 /// chr6p2 protein targeting to mitochondrion --- -1.04 1.02 -1.04 -1.01 1.02 -1.08 1.12 1.03 1.33 1.15 1.20 1.13
PRIM1 primase, DNA, polypeptide chr12q13  G1 DNA_replication_Reactome // GenMAPP /// -1.08 -1.06 -1.01 1.14 1.05 -1.03 1.21 1.11 -1.78 -1.77 -1.63 -1.43
PRIM2 primase, DNA, polypeptide chr6p12-p11.1  G1 DNA_replication_Reactome // GenMAPP /// 1.18 1.10 -1.04 -1.04 -1.06 1.12 -1.13 -1.15 -1.57 -1.33 -1.24 -1.40
PRKAA1 protein kinase, AMP-activatchr5p12  activation of MAPK activity Fatty_Acid_Synthesis // GenMAPP 1.06 1.04 1.12 1.09 -1.07 -1.03 1.43 1.13 1.63 1.63 2.63 2.21
PRKAA1 protein kinase, AMP-activatchr5p12  activation of MAPK activity Fatty_Acid_Synthesis // GenMAPP 1.43 1.29 1.12 1.02 1.13 1.25 -1.03 -1.12 -2.50 -2.46 -2.60 -3.46
PRKAA1 protein kinase, AMP-activatchr5p12  activation of MAPK activity Fatty_Acid_Synthesis // GenMAPP -1.00 1.08 -1.06 -1.17 -1.15 -1.05 -1.35 -1.22 -1.58 -1.33 -1.38 -1.51
PRKAA2 protein kinase, AMP-activatchr1p31  energy reserve metabolic process Fatty_Acid_Synthesis // GenMAPP 1.05 1.06 1.02 -1.24 -1.16 -1.18 1.07 1.07 -1.31 -1.17 1.25 -1.04
PRKAA2 protein kinase, AMP-activatchr1p31  energy reserve metabolic process Fatty_Acid_Synthesis // GenMAPP 1.09 1.12 1.01 1.14 -1.15 -1.07 -1.13 1.27 -1.43 -1.34 -1.29 -1.18
PRKACA protein kinase, cAMP-depenchr19p13.1  G2 Calcium_regulation_in_cardiac_cells // GenM -1.05 -1.04 1.04 -1.06 1.07 1.06 -1.06 -1.04 -1.15 1.02 -1.34 -1.16
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PRKACB protein kinase, cAMP-depenchr1p31.1  carbohydrate metabolic process Calcium_regulation_in_cardiac_cells // GenM 1.06 1.09 1.02 -1.03 -1.04 -1.01 -1.07 -1.01 -1.25 -1.19 -1.58 -1.91
PRKACB protein kinase, cAMP-depenchr1p31.1  carbohydrate metabolic process Calcium_regulation_in_cardiac_cells // GenM 1.25 1.20 1.05 1.01 -1.10 -1.02 -1.10 -1.06 -1.39 -1.21 -1.59 -1.89
PRKAG2 protein kinase, AMP-activatchr7q36.1  glycogen metabolic process Fatty_Acid_Synthesis // GenMAPP 1.04 1.00 -1.08 1.20 1.05 -1.10 1.26 -1.22 1.64 1.95 1.37 1.32
PRKAG2 protein kinase, AMP-activatchr7q36.1  glycogen metabolic process Fatty_Acid_Synthesis // GenMAPP -1.19 -1.23 1.02 -1.11 -1.02 -1.10 1.25 1.10 1.21 2.23 1.85 2.02
PRKAG2-AS PRKAG2 antisense RNA 1 --- 0 --- -1.15 -1.15 -1.12 -1.20 1.08 -1.01 -1.22 -1.13 -2.24 -1.28 -1.52 -1.62
PRKAG2-AS PRKAG2 antisense RNA 1 --- 0 --- 1.01 -1.22 -1.22 -1.25 1.02 -1.04 -1.22 1.05 -2.08 -1.36 -1.54 -1.53
PRKAR1A protein kinase, cAMP-depenchr17q23-q24  mesoderm formation Calcium_regulation_in_cardiac_cells // GenM -1.02 1.02 1.06 -1.01 1.00 -1.03 1.08 1.14 1.29 1.25 1.33 1.21
PRKAR1A protein kinase, cAMP-depenchr17q23-q24  mesoderm formation Calcium_regulation_in_cardiac_cells // GenM 1.10 1.07 -1.01 1.00 -1.10 1.13 -1.20 -1.20 -1.20 1.05 -1.38 -1.51
PRKAR1B protein kinase, cAMP-depenchr7p22  regulation of protein phosphorylation Calcium_regulation_in_cardiac_cells // GenM 1.24 1.10 -1.28 -1.07 -1.34 -1.29 -1.15 1.21 -1.11 -1.53 -1.43 -1.21
PRKAR1B protein kinase, cAMP-depenchr7p22  regulation of protein phosphorylation Calcium_regulation_in_cardiac_cells // GenM 1.26 1.22 1.18 1.40 -1.10 -1.19 1.03 1.24 -1.54 -2.22 -1.93 -1.75
PRKAR2A protein kinase, cAMP-depenchr3p21.3-p21.2  regulation of protein phosphorylation Calcium_regulation_in_cardiac_cells // GenM -1.05 1.03 -1.05 -1.07 -1.08 1.03 -1.18 -1.03 -1.58 -1.27 -1.25 -1.35
PRKAR2A protein kinase, cAMP-depenchr3p21.3-p21.2  regulation of protein phosphorylation Calcium_regulation_in_cardiac_cells // GenM 1.21 -1.14 1.15 1.27 1.18 1.37 1.17 1.24 -1.73 -2.21 1.13 -1.11
PRKAR2A protein kinase, cAMP-depenchr3p21.3-p21.2  regulation of protein phosphorylation Calcium_regulation_in_cardiac_cells // GenM -1.07 -1.03 -1.05 -1.07 -1.01 1.14 -1.15 -1.12 -1.48 -1.15 -1.31 -1.24
PRKAR2A protein kinase, cAMP-depenchr3p21.3-p21.2  regulation of protein phosphorylation Calcium_regulation_in_cardiac_cells // GenM -1.04 1.01 -1.00 -1.10 1.02 -1.08 -1.08 -1.17 -1.54 -1.58 -1.23 -1.30
PRKCA protein kinase C, alpha chr17q22-q23.2  inactivation of MAPK activity Calcium_regulation_in_cardiac_cells // GenM -1.12 -1.09 1.02 1.06 1.17 1.07 1.43 1.26 1.75 2.03 1.14 1.05
PRKCA protein kinase C, alpha chr17q22-q23.2  inactivation of MAPK activity Calcium_regulation_in_cardiac_cells // GenM 1.21 1.05 -1.23 -1.06 1.07 1.06 1.12 1.05 1.81 2.05 1.25 -1.06
PRKCB protein kinase C, beta chr16p11.2  transcription, DNA-dependent Calcium_regulation_in_cardiac_cells // GenM 1.08 -1.01 1.01 -1.11 1.07 1.01 -1.23 -1.16 -2.93 -2.28 -4.45 -2.82
PRKCB protein kinase C, beta chr16p11.2  transcription, DNA-dependent Calcium_regulation_in_cardiac_cells // GenM 1.53 1.36 1.36 1.20 -1.38 -1.04 -1.15 -1.66 -1.32 -1.17 -8.04 -2.19
PRKCE protein kinase C, epsilon chr2p21  macrophage activation involved in immu Calcium_regulation_in_cardiac_cells // GenM 1.21 1.10 -1.08 -1.25 -1.24 -1.28 1.27 1.23 1.74 1.51 2.04 1.37
PRKCH protein kinase C, eta chr14q23.1  protein phosphorylation Calcium_regulation_in_cardiac_cells // GenM -1.01 -1.16 -1.04 -1.01 -1.00 1.04 1.35 1.36 1.29 1.27 1.18 1.07
PRKCH protein kinase C, eta chr14q23.1  protein phosphorylation Calcium_regulation_in_cardiac_cells // GenM -1.17 -1.26 1.24 -1.10 1.20 -1.14 1.45 1.43 1.41 1.15 1.30 1.38
PRKCI protein kinase C, iota chr3q26.3  protein phosphorylation G_Protein_Signaling // GenMAPP /// Wnt_si -1.09 -1.05 -1.07 -1.09 1.05 1.04 1.10 1.10 1.07 1.17 1.16 1.12
PRKCQ protein kinase C, theta chr10p15  regulation of cell growth Calcium_regulation_in_cardiac_cells // GenM 1.25 1.24 -1.01 1.34 1.20 -1.11 -1.44 1.21 -1.59 -1.53 -2.63 -2.47
PRKCQ-AS1 PRKCQ antisense RNA 1 chr10p14 0 --- 1.03 1.17 1.24 -1.04 -1.37 -1.48 -1.14 1.15 1.28 -1.19 -1.25 -1.32
PRKCQ-AS1 PRKCQ antisense RNA 1 chr10p14 0 --- -1.09 -1.04 1.14 1.28 1.16 1.03 -1.02 -1.12 -1.32 -1.25 -2.02 -1.75
PRKD2 protein kinase D2 chr19q13.3  angiogenesis --- -1.10 -1.15 -1.08 1.02 1.17 -1.06 1.12 1.12 1.60 1.39 1.31 1.45
PRKD2 protein kinase D2 chr19q13.3  angiogenesis --- -1.07 -1.12 1.00 1.21 1.12 -1.04 1.22 1.16 1.50 1.26 1.10 1.25
PRKD3 protein kinase D3 chr2p21  protein phosphorylation G_Protein_Signaling // GenMAPP 1.12 1.09 1.04 -1.08 -1.12 1.04 -1.16 -1.10 -1.46 -1.17 -1.56 -1.90
PRKD3 protein kinase D3 chr2p21  protein phosphorylation G_Protein_Signaling // GenMAPP -1.23 -1.29 -1.03 -1.13 1.11 1.07 -1.18 -1.29 -1.30 -1.25 -1.37 -1.22
PRKDC protein kinase, DNA-activatchr8q11  telomere maintenance Cell_cycle_KEGG // GenMAPP 1.26 1.12 1.02 -1.07 -1.10 -1.09 -1.11 -1.10 -1.42 -1.37 -1.78 -1.88
PRKDC protein kinase, DNA-activatchr8q11  telomere maintenance Cell_cycle_KEGG // GenMAPP 1.19 1.17 -1.06 -1.12 -1.20 1.05 -1.18 -1.10 -1.33 -1.15 -1.55 -1.77
PRKG1 protein kinase, cGMP-depenchr10q11.2  neuron migration --- 2.31 1.95 1.01 1.13 1.26 -1.38 6.72 6.23 -6.47 -1.43 -2.09 -1.96
PRKX protein kinase, X-linked chrXp22.3  angiogenesis --- 1.24 -1.05 1.14 1.09 1.06 1.20 -1.17 -1.19 -1.43 -1.20 -1.11 -1.24
PRKX /// PRKprotein kinase, X-linked /// pchrXp22.3 /// chrYp angiogenesis --- 1.06 -1.13 1.06 1.03 1.01 -1.07 -1.09 -1.12 -1.37 -1.36 -1.14 -1.16
PRLHR prolactin releasing hormonechr10q26.13  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM 2.43 3.74 1.96 2.69 -1.18 -3.63 1.06 2.56 5.59 1.62 1.48 1.44
PRLR prolactin receptor chr5p13.2  steroid biosynthetic process Ovarian_Infertility_Genes // GenMAPP 1.92 1.50 -1.53 -1.34 1.47 1.91 -1.02 1.22 1.99 1.18 -1.39 -2.01
PRMT1 protein arginine methyltranschr19q13.3  in utero embryonic development mRNA_processing_Reactome // GenMAPP -1.10 -1.10 -1.06 -1.08 -1.05 -1.04 1.02 -1.05 1.27 1.17 -1.10 -1.14
PRMT10 protein arginine methyltranschr4q31.23  protein methylation --- 1.01 1.14 1.16 -1.05 -1.01 1.13 1.07 1.05 -1.16 -1.27 1.32 1.16
PRMT2 protein arginine methyltranschr21q22.3  protein methylation --- -1.03 -1.22 -1.04 1.11 -1.06 -1.03 -1.21 -1.00 -1.61 -1.45 -1.33 1.12
PRMT2 protein arginine methyltranschr21q22.3  protein methylation --- -1.02 -1.01 -1.01 1.00 1.09 -1.14 1.45 1.26 1.32 1.04 -1.16 -1.15
PRMT2 protein arginine methyltranschr21q22.3  protein methylation --- -1.75 -1.60 -1.03 1.23 -1.21 -1.22 -1.22 -1.09 -2.05 -2.16 -4.82 -1.78
PRMT2 protein arginine methyltranschr21q22.3  protein methylation --- 1.12 1.12 -1.04 -1.16 1.03 1.26 -1.04 1.12 -1.99 -2.11 -2.00 -2.25
PRMT3 protein arginine methyltranschr11p15.1  tRNA wobble uridine modification --- 1.27 1.22 1.04 -1.03 -1.12 1.11 -1.15 -1.15 -1.50 -1.24 -1.28 -1.52
PRMT5 protein arginine methyltranschr14q11.2  negative regulation of transcription from --- -1.06 -1.07 -1.01 1.02 1.06 1.01 1.11 -1.02 -1.09 -1.22 1.05 1.06
PRMT6 protein arginine methyltranschr1p13.3  tRNA wobble uridine modification --- 1.37 1.29 1.06 -1.04 -1.12 -1.06 1.03 -1.14 -3.44 -2.26 -2.20 -2.84
PRMT7 protein arginine methyltranschr16q22.1  spliceosomal snRNP assembly --- 1.06 1.02 -1.05 -1.00 1.11 -1.07 1.23 1.14 -1.29 -1.57 -1.57 -1.53
PRMT8 protein arginine methyltranschr12p13.3  protein methylation --- -1.87 -1.17 -3.84 -1.37 1.37 2.03 -1.41 1.16 1.92 1.34 2.31 1.51
PRND prion protein 2 (dublet) chr20pter-p12  cellular copper ion homeostasis --- 1.09 -2.57 -1.13 1.90 1.07 -1.04 -2.32 -1.31 4.48 1.40 -1.75 -1.35
PRO1483 uncharacterized LOC55448 chr11p13 0 --- 2.50 1.41 -1.17 -1.19 9.60 16.18 -4.60 4.45 2.17 7.77 -1.00 5.26
PRO2214 uncharacterized protein PROchr5q12.2 0 --- -1.17 -1.13 1.05 1.16 -1.11 1.05 -1.27 1.37 1.09 -1.54 1.20 1.27
PROCR protein C receptor, endothelchr20q11.2  immune response --- 1.07 1.02 1.00 1.07 1.03 1.07 1.14 1.14 1.71 1.61 1.45 1.41
PROM1 prominin 1 chr4p15.32  retina layer formation --- -1.34 -1.18 1.07 1.24 1.08 -1.05 -1.16 -1.13 -2.14 -1.99 -2.88 -2.59
PROM2 prominin 2 chr2q11.1 0 --- 1.21 1.35 -1.30 -1.11 1.19 1.09 -1.06 -1.01 1.48 1.59 2.28 2.97
PROS1 protein S (alpha) chr3q11.2  platelet degranulation --- 1.01 1.07 -1.03 -1.01 -1.11 -1.01 -1.03 -1.00 -1.10 1.09 -1.40 -1.32
PROSC proline synthetase co-transcchr8p11.2 0 --- -1.15 -1.22 1.23 -1.02 1.17 1.22 -1.10 -1.26 1.16 1.36 1.05 1.27
PROSC proline synthetase co-transcchr8p11.2 0 --- -1.05 1.10 1.50 -1.04 1.10 1.01 1.15 -1.05 -1.05 -1.54 2.17 2.29
PROSC proline synthetase co-transcchr8p11.2 0 --- -1.06 -1.02 1.10 -1.08 1.06 1.08 -1.31 -1.20 -1.05 -1.12 1.36 1.23
PROSC proline synthetase co-transcchr8p11.2 0 --- -1.13 -1.08 -1.02 -1.10 1.13 1.18 -1.17 -1.17 1.07 1.08 1.53 1.54
PROSC proline synthetase co-transcchr8p11.2 0 --- 1.02 -1.01 1.00 -1.15 1.34 -1.04 -1.17 -1.19 -1.21 -1.20 1.17 1.48
PROSER1 proline and serine rich 1 chr13q13.3 0 --- 1.21 1.09 1.07 1.23 -1.11 1.00 1.57 1.47 2.00 1.55 1.90 1.73
PROSER1 proline and serine rich 1 chr13q13.3 0 --- 1.04 1.05 1.10 1.07 -1.01 1.05 -1.26 -1.09 -1.59 -1.32 -1.31 -1.43
PROSER2 proline and serine-rich protechr10p14 0 --- 1.44 1.63 1.05 1.25 -1.06 -1.08 -1.07 1.35 1.90 1.12 2.74 2.34
PROSER2 proline and serine-rich protechr10p14 0 --- -1.30 -1.18 1.19 1.21 -1.24 1.01 1.03 1.03 1.27 1.33 2.24 1.87
PROX1 prospero homeobox 1 chr1q41  negative regulation of transcription from --- 3.78 2.33 4.00 6.73 -1.73 -2.18 4.49 6.27 -1.01 5.46 -1.71 -1.22
PROX1 prospero homeobox 1 chr1q41  negative regulation of transcription from --- -1.22 1.06 1.40 -1.01 1.84 1.18 -1.63 -1.38 1.16 1.55 6.46 10.42
PRPF18 pre-mRNA processing factochr10p13  mRNA processing mRNA_processing_Reactome // GenMAPP -1.18 1.10 1.07 -1.01 -1.42 -1.15 1.10 1.30 1.06 -1.02 1.15 1.38
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PRPF31 pre-mRNA processing factochr19q13.42  assembly of spliceosomal tri-snRNP --- 1.01 -1.04 -1.01 1.01 -1.04 -1.08 1.11 1.03 1.00 -1.20 -1.26 -1.18
PRPF38A PRP38 pre-mRNA processi chr1p32.3  mRNA processing --- -1.10 -1.13 -1.02 1.04 -1.02 -1.02 1.01 1.08 1.23 1.24 -1.01 1.09
PRPF38B PRP38 pre-mRNA processi chr1p13.3  mRNA processing --- 1.10 -1.07 1.02 -1.05 -1.05 1.17 -1.22 -1.20 -1.67 -1.59 -1.65 -1.98
PRPF39 PRP39 pre-mRNA processi chr14q21.2  RNA processing --- 1.77 1.48 -1.06 -1.03 1.10 1.11 1.37 -1.01 -2.18 -2.11 -2.00 -2.75
PRPF4 PRP4 pre-mRNA processin chr9q31-q33  RNA splicing, via transesterification reacmRNA_processing_Reactome // GenMAPP -1.16 -1.11 -1.05 -1.08 1.01 1.02 -1.10 1.06 1.02 1.02 1.19 1.29
PRPF4 PRP4 pre-mRNA processin chr9q31-q33  RNA splicing, via transesterification reacmRNA_processing_Reactome // GenMAPP -1.19 -1.24 1.03 -1.09 1.16 1.03 -1.08 -1.15 -1.08 -1.19 1.25 1.29
PRPF40A PRP40 pre-mRNA processi chr2q23.3  mRNA processing mRNA_processing_Reactome // GenMAPP 1.30 1.18 1.10 1.11 1.19 1.25 -1.24 -1.09 -1.51 -1.58 -2.12 -1.80
PRPF40A PRP40 pre-mRNA processi chr2q23.3  mRNA processing mRNA_processing_Reactome // GenMAPP 1.02 -1.01 1.08 -1.08 1.08 1.05 -1.17 1.04 1.20 -1.00 1.53 1.47
PRPF4B PRP4 pre-mRNA processin chr6p25.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.02 -1.03 1.00 1.03 -1.15 1.10 -1.25 -1.02 -1.86 -1.43 -2.09 -2.63
PRPF4B PRP4 pre-mRNA processin chr6p25.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.22 1.22 -1.10 1.13 1.00 1.21 -1.21 -1.03 -1.72 -1.42 -1.56 -1.62
PRPF8 pre-mRNA processing factochr17p13.3  RNA splicing, via transesterification reac--- -1.05 -1.04 1.06 1.12 -1.01 -1.04 1.15 1.17 1.07 -1.12 -1.29 -1.14
PRPS1 phosphoribosyl pyrophosphchrXq22.3  carbohydrate metabolic process --- -1.15 -1.20 -1.01 1.07 1.05 -1.02 1.04 1.09 1.70 1.38 1.54 1.85
PRPS2 phosphoribosyl pyrophosphchrXp22.2  5-phosphoribose 1-diphosphate biosyntheNucleotide_Metabolism // GenMAPP -1.05 1.02 -1.00 -1.02 1.03 1.04 1.01 -1.01 1.05 1.09 -1.04 -1.07
PRR13 proline rich 13 chr12q12  transcription, DNA-dependent --- -1.04 -1.06 1.00 -1.03 1.00 -1.01 -1.01 -1.05 1.29 1.19 1.29 1.25
PRR15 proline rich 15 chr7p14.3  multicellular organismal development --- -1.17 -1.27 -1.08 -1.11 1.20 1.06 1.75 1.88 1.76 1.80 1.40 1.44
PRR19 proline rich 19 chr19q13.2 0 --- -1.03 -1.21 1.37 1.26 -1.31 -1.03 -1.13 1.09 -1.51 -2.04 -1.84 -1.30
PRR24 proline rich 24 chr19q13.32 0 --- -1.07 -1.17 -1.07 1.20 -1.01 -1.11 1.40 1.27 2.09 1.54 1.41 1.58
PRR3 proline rich 3 chr6p21.33 0 --- 1.20 1.25 1.12 -1.11 1.11 1.02 1.21 -1.06 -1.30 -1.43 -1.93 -2.40
PRR5 proline rich 5 (renal) chr22q13  cell cycle --- -1.24 -1.24 -1.08 1.20 1.09 1.18 1.13 1.07 1.89 1.43 1.26 1.35
PRR5L proline rich 5 like chr11p13-p12 0 --- -1.00 -1.16 1.05 -1.25 1.10 1.25 1.30 1.10 -1.39 -1.20 -1.52 -1.18
PRR7-AS1 PRR7 antisense RNA 1 chr5q35.3 0 --- -1.58 -1.17 2.15 1.51 -1.14 -1.16 -1.41 -1.87 -2.33 -1.47 -1.46 -1.73
PRRC1 proline-rich coiled-coil 1 chr5q23.2 0 --- -1.06 1.12 1.07 -1.08 1.07 -1.01 1.11 1.05 1.16 1.08 1.70 1.46
PRRC2B proline-rich coiled-coil 2B chr9q34.13 0 --- -1.03 -1.03 1.02 1.06 1.07 1.01 1.13 1.05 1.00 1.04 -1.13 -1.10
PRRC2C proline-rich coiled-coil 2C chr1q23.3 0 --- -1.05 -1.06 1.06 1.08 1.02 -1.05 1.06 1.09 1.21 1.07 1.05 1.17
PRRG3 proline rich Gla (G-carboxychrXq28 0 --- 1.55 1.67 1.26 -3.00 2.72 3.15 -1.04 -1.07 1.02 -1.83 -2.13 -1.69
PRRT3 proline-rich transmembrane chr3p25.3 0 --- -1.06 1.10 1.03 1.22 1.10 1.05 -1.18 1.00 -2.95 -3.69 -3.76 -2.82
PRRT3-AS1 PRRT3 antisense RNA 1 --- 0 --- -1.13 -1.13 -1.03 -1.12 1.05 -1.04 -1.14 -1.09 -1.36 -1.21 -2.83 -2.54
PRRX1 paired related homeobox 1 chr1q24  negative regulation of transcription from --- -1.02 1.04 -1.04 -1.00 1.03 -1.03 1.24 1.17 -1.58 -2.13 -1.89 -1.84
PRSS2 protease, serine, 2 (trypsin 2chr7q34  proteolysis --- 1.03 1.30 -1.15 1.79 -1.10 -1.20 1.42 1.66 3.15 2.43 1.74 1.41
PRSS2 protease, serine, 2 (trypsin 2chr7q34  proteolysis --- 1.12 -1.38 1.09 1.09 -1.84 -1.70 -1.05 -1.44 4.57 2.42 3.16 3.03
PRSS2 protease, serine, 2 (trypsin 2chr7q34  proteolysis --- -1.04 1.27 3.53 3.19 -1.01 1.08 -2.50 -2.83 2.99 2.52 3.50 4.45
PRSS2 /// PRSprotease, serine, 2 (trypsin 2chr7q34 /// chr9p11. proteolysis --- 1.68 -1.09 -1.16 -1.06 -1.32 1.05 2.51 2.70 5.01 3.57 11.14 12.34
PRSS2 /// PRSprotease, serine, 2 (trypsin 2chr7q34 /// chr9p11. proteolysis --- 1.07 1.17 -1.20 1.04 -1.39 -1.78 1.27 1.38 8.89 5.11 10.29 9.38
PRSS23 protease, serine, 23 chr11q14.1  proteolysis --- 1.20 1.22 -1.30 -1.01 -1.06 1.05 1.67 1.17 -1.46 -1.39 -1.32 -1.99
PRSS23 protease, serine, 23 chr11q14.1  proteolysis --- -1.09 1.04 1.01 -1.14 1.01 -1.07 1.19 1.04 1.29 1.13 1.56 1.46
PRSS53 protease, serine, 53 chr16p11.2  proteolysis --- -1.56 -2.17 -1.82 -1.67 1.64 1.86 -1.19 1.08 1.88 2.05 3.00 3.65
PRSS54 protease, serine, 54 chr16q21  proteolysis --- -1.12 -1.23 -1.21 -1.04 1.13 1.10 1.02 1.15 -1.74 -1.37 -1.96 -3.06
PRSS55 protease, serine, 55 chr8p23.1  proteolysis --- 4.27 3.44 -1.74 -3.76 1.26 1.49 1.70 1.62 1.28 -1.04 -1.57 1.43
PRSS8 protease, serine, 8 chr16p11.2  proteolysis --- 1.13 -1.38 1.65 -1.12 -3.90 -1.80 1.37 -1.11 4.42 1.28 1.72 2.60
PRTFDC1 phosphoribosyl transferase dchr10p12.1  purine ribonucleoside salvage --- 1.15 1.16 -1.08 -1.11 -1.25 -1.13 -1.23 1.08 -1.75 -1.59 -3.48 -2.68
PRTG protogenin chr15q21.3  multicellular organismal development --- 1.48 1.27 1.07 1.03 1.25 1.23 1.12 1.00 -2.03 -2.07 -1.41 -2.32
PRTG protogenin chr15q21.3  multicellular organismal development --- -1.24 -1.35 1.06 -1.04 -1.07 -1.01 1.03 -1.01 -1.82 -1.42 -1.15 -1.19
PRTN3 proteinase 3 chr19p13.3  proteolysis --- -2.48 -1.25 2.06 1.13 1.47 2.35 1.18 1.11 1.68 2.19 17.69 20.25
PRUNE prune exopolyphosphatase chr1q21 0 --- -1.13 1.02 1.22 1.04 1.26 1.01 1.11 -1.08 1.07 -1.19 1.07 -1.06
PRUNE2 prune homolog 2 (Drosophi chr9q21.2  apoptotic process --- 1.23 1.05 1.07 -1.06 1.13 1.19 1.12 -1.02 -1.37 -1.13 1.10 1.21
PSAT1 phosphoserine aminotransfechr9q21.2  L-serine biosynthetic process --- 1.00 1.08 -1.09 -1.16 -1.08 -1.04 -1.26 -1.09 -1.32 -1.17 -1.24 -1.25
PSD3 pleckstrin and Sec7 domain chr8p21.3  vesicle-mediated transport Proteasome_Degradation // GenMAPP -1.11 -1.06 1.02 -1.10 1.01 1.08 -1.19 -1.07 -1.42 -1.19 -1.12 1.01
PSD4 pleckstrin and Sec7 domain chr2q13  vesicle-mediated transport Proteasome_Degradation // GenMAPP -1.11 -1.11 -1.11 -1.02 1.15 1.17 1.02 1.05 1.23 1.23 1.32 1.56
PSEN1 presenilin 1 chr14q24.3  autophagic vacuole assembly --- -1.03 1.11 -1.08 -1.20 -1.06 -1.02 -1.12 -1.09 1.26 1.30 1.46 1.27
PSEN1 presenilin 1 chr14q24.3  autophagic vacuole assembly --- 1.36 1.17 1.01 -1.03 1.17 1.13 -1.64 -1.21 1.07 -1.29 1.36 1.27
PSEN1 presenilin 1 chr14q24.3  autophagic vacuole assembly --- -1.11 -1.16 1.19 -1.12 1.15 1.05 -1.28 -1.16 -1.18 -1.15 1.48 1.45
PSEN1 presenilin 1 chr14q24.3  autophagic vacuole assembly --- -1.16 -1.18 1.06 1.01 1.34 1.02 1.04 1.00 1.01 1.02 1.19 1.25
PSEN1 presenilin 1 chr14q24.3  autophagic vacuole assembly --- 1.60 3.69 1.73 -1.12 2.94 -1.10 -3.15 1.81 7.32 7.81 1.33 1.04
PSEN2 presenilin 2 (Alzheimer disechr1q31-q42  response to hypoxia --- -1.23 -1.24 1.00 1.28 -1.01 1.07 -1.04 1.08 -1.25 -1.27 -1.51 -1.21
PSEN2 presenilin 2 (Alzheimer disechr1q31-q42  response to hypoxia --- 1.12 -1.08 1.21 1.43 -1.10 -1.09 -1.37 -1.08 -1.19 -1.53 -1.33 -1.37
PSG1 pregnancy specific beta-1-g chr19q13.2  female pregnancy --- -1.26 1.19 1.12 1.64 1.02 1.38 -1.04 -1.70 1.44 -1.59 1.42 1.26
PSG1 pregnancy specific beta-1-g chr19q13.2  female pregnancy --- 1.65 1.54 -1.13 -1.30 -1.27 1.65 -1.63 1.05 2.17 1.60 1.27 -1.05
PSG2 pregnancy specific beta-1-g chr19q13.1-q13.2  female pregnancy --- 1.26 1.73 -1.36 -1.62 -1.57 -2.95 -1.11 -1.35 -1.41 -1.23 -1.15 -2.07
PSG3 pregnancy specific beta-1-g chr19q13.2  defense response --- 1.94 2.18 1.11 1.09 -1.24 1.37 -1.08 -1.15 -1.11 -1.86 2.22 -1.00
PSG3 pregnancy specific beta-1-g chr19q13.2  defense response --- 2.67 2.47 1.15 -1.44 -1.95 1.06 -1.57 -1.36 -1.12 -1.44 1.14 -1.13
PSG4 /// PSG6pregnancy specific beta-1-g chr19q13.2  defense response --- -1.03 1.26 -1.23 -1.05 1.63 2.59 -2.08 1.02 1.44 -1.00 7.18 4.16
PSG6 pregnancy specific beta-1-g chr19q13.2  female pregnancy --- 1.55 1.52 1.19 1.18 1.37 1.37 1.52 1.71 1.25 -1.41 1.74 1.40
PSG6 pregnancy specific beta-1-g chr19q13.2  female pregnancy --- 1.40 1.31 -1.31 -1.09 -1.20 1.35 -3.30 -2.10 1.32 1.02 2.22 1.46
PSG9 pregnancy specific beta-1-g chr19q13.2  defense response --- 1.46 1.17 -2.12 -1.47 -1.61 1.23 1.08 -1.46 -1.06 -1.42 2.85 1.63
PSIP1 PC4 and SFRS1 interacting chr9p22.3  mRNA 5'-splice site recognition --- 1.09 1.02 1.02 1.04 -1.10 -1.05 -1.07 1.01 -1.71 -1.32 -1.21 -1.23
PSIP1 PC4 and SFRS1 interacting chr9p22.3  mRNA 5'-splice site recognition --- 1.15 1.06 -1.14 -1.07 -1.06 1.05 -1.06 -1.10 -1.30 -1.08 -1.31 -1.24
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PSKH1 protein serine kinase H1 chr16q22.1  protein phosphorylation mRNA_processing_Reactome // GenMAPP 1.02 -1.14 1.05 1.02 1.02 -1.26 -1.25 -1.07 -1.89 -1.59 -1.94 -1.62
PSMA1 proteasome (prosome, macr chr11p15.1  cell cycle checkpoint Proteasome_Degradation // GenMAPP -1.09 -1.00 -1.05 -1.03 1.07 -1.02 1.12 1.06 1.37 1.20 1.05 1.21
PSMA1 proteasome (prosome, macr chr11p15.1  cell cycle checkpoint Proteasome_Degradation // GenMAPP -1.09 -1.01 -1.04 -1.05 1.05 -1.08 1.14 1.04 1.38 1.14 1.07 1.15
PSMA1 proteasome (prosome, macr chr11p15.1  cell cycle checkpoint Proteasome_Degradation // GenMAPP -1.16 -1.16 -1.05 1.01 -1.03 -1.06 1.05 1.02 1.25 1.22 1.10 1.23
PSMA2 proteasome (prosome, macr chr7p13  cell cycle checkpoint Proteasome_Degradation // GenMAPP 1.04 1.01 1.04 1.10 1.05 1.01 1.02 -1.07 -1.34 -1.26 -1.47 -1.48
PSMA3 proteasome (prosome, macr chr14q23  cell cycle checkpoint Proteasome_Degradation // GenMAPP 1.55 1.37 -1.15 -1.45 1.45 1.34 -1.31 1.04 -2.53 -1.39 -2.26 -1.47
PSMA3 proteasome (prosome, macr chr14q23  G1 Proteasome_Degradation // GenMAPP -1.12 -1.16 -1.30 -1.13 -1.06 1.27 1.17 1.09 1.28 1.22 1.65 1.38
PSMA4 proteasome (prosome, macr chr15q25.1  cell cycle checkpoint Circadian_Exercise // GenMAPP /// Proteaso -1.04 1.06 -1.07 -1.05 -1.14 -1.05 -1.21 -1.06 -1.20 -1.07 -1.09 -1.10
PSMA5 proteasome (prosome, macr chr1p13  cell cycle checkpoint Proteasome_Degradation // GenMAPP 1.21 1.19 -1.40 -1.13 1.11 1.14 -1.67 -1.55 -4.27 -2.46 -4.27 -4.76
PSMB10 proteasome (prosome, macr chr16q22.1  cell cycle checkpoint Proteasome_Degradation // GenMAPP -1.12 -1.12 1.05 1.01 1.33 1.02 1.69 1.28 1.79 1.40 1.22 1.29
PSMB2 proteasome (prosome, macr chr1p34.2  G1 Proteasome_Degradation // GenMAPP 1.34 1.87 1.02 -2.14 -1.07 -1.02 1.39 1.12 2.83 3.71 1.99 2.13
PSMB4 proteasome (prosome, macr chr1q21  cell cycle checkpoint Proteasome_Degradation // GenMAPP -1.09 1.02 -1.01 -1.01 1.11 -1.03 1.14 1.03 1.26 1.07 1.06 1.04
PSMB4 proteasome (prosome, macr chr1q21  cell cycle checkpoint Proteasome_Degradation // GenMAPP 1.07 1.05 -1.01 1.06 -1.01 -1.07 1.03 -1.03 1.34 1.03 1.01 1.00
PSMB7 proteasome (prosome, macr chr9q34.11-q34.12  G1 --- 1.05 -1.33 1.21 1.09 1.07 1.23 -1.04 -1.14 -3.02 -2.63 -2.27 -1.63
PSMB7 proteasome (prosome, macr chr9q34.11-q34.12  cell cycle checkpoint Proteasome_Degradation // GenMAPP -1.10 -1.03 -1.05 1.00 1.03 -1.04 1.13 1.04 1.26 1.05 -1.00 1.03
PSMC2 proteasome (prosome, macr chr7q22.1-q22.3  cell cycle checkpoint Proteasome_Degradation // GenMAPP -1.25 -1.18 1.16 -1.09 1.06 -1.03 -1.10 -1.12 -1.60 -1.73 -1.84 -1.76
PSMC2 proteasome (prosome, macr chr7q22.1-q22.3  cell cycle checkpoint Proteasome_Degradation // GenMAPP 1.13 1.16 -1.17 -1.28 -1.07 1.13 -1.20 -1.11 -1.45 -1.48 -2.25 -2.34
PSMC3 proteasome (prosome, macr chr11p11.2  cell cycle checkpoint Proteasome_Degradation // GenMAPP -1.14 -1.10 -1.04 -1.01 1.08 -1.02 1.05 -1.02 -1.31 -1.22 -1.36 -1.24
PSMC3IP PSMC3 interacting protein chr17q21.2  DNA recombination --- -1.05 -1.01 -1.02 1.03 -1.03 -1.07 1.14 1.06 1.38 1.23 1.10 1.14
PSMC4 proteasome (prosome, macr chr19q13.11-q13.13 cell cycle checkpoint Proteasome_Degradation // GenMAPP -1.09 -1.05 -1.01 -1.03 1.03 -1.06 1.11 -1.00 1.19 1.09 1.27 1.35
PSMC5 proteasome (prosome, macr chr17q23.3  cell cycle checkpoint Proteasome_Degradation // GenMAPP /// Pro -1.08 -1.02 1.00 1.03 -1.01 -1.07 1.10 1.09 1.04 -1.09 -1.14 -1.06
PSMC6 proteasome (prosome, macr chr14q22.1  cell cycle checkpoint --- 1.08 1.09 1.02 1.08 1.00 -1.03 1.07 -1.02 1.23 1.07 1.27 1.19
PSMD1 proteasome (prosome, macr chr2q37.1  cell cycle checkpoint Proteasome_Degradation // GenMAPP 1.00 1.04 -1.01 -1.00 1.06 -1.06 1.07 -1.01 -1.15 -1.17 -1.03 -1.03
PSMD11 proteasome (prosome, macr chr17q11.2  cell cycle checkpoint Proteasome_Degradation // GenMAPP 1.02 1.09 1.08 -1.01 -1.01 -1.04 1.04 -1.06 1.25 1.03 1.22 1.06
PSMD11 proteasome (prosome, macr chr17q11.2  cell cycle checkpoint Proteasome_Degradation // GenMAPP 1.06 1.05 1.04 -1.14 1.01 1.01 -1.20 -1.08 1.45 1.32 1.21 1.17
PSMD12 proteasome (prosome, macr chr17q24.2  cell cycle checkpoint Proteasome_Degradation // GenMAPP 1.16 1.23 -1.06 -1.27 -1.00 -1.01 -1.86 -1.38 -1.32 -1.43 -1.25 -1.62
PSMD12 proteasome (prosome, macr chr17q24.2  cell cycle checkpoint Proteasome_Degradation // GenMAPP 1.02 -1.01 -1.04 1.01 1.06 1.02 -1.05 1.04 1.39 1.24 1.71 1.62
PSMD13 proteasome (prosome, macr chr11p15.5  cell cycle checkpoint Proteasome_Degradation // GenMAPP 1.03 -1.05 1.04 1.11 -1.05 1.05 1.10 1.03 1.46 1.39 1.27 1.41
PSMD13 proteasome (prosome, macr chr11p15.5  cell cycle checkpoint Proteasome_Degradation // GenMAPP -1.07 -1.09 1.01 1.04 1.05 1.04 1.09 1.06 1.26 1.26 1.42 1.46
PSMD14 proteasome (prosome, macr chr2q24.2  cell cycle checkpoint --- -1.02 -1.00 -1.03 -1.00 -1.01 -1.03 1.01 -1.01 1.32 1.18 1.11 1.12
PSMD3 proteasome (prosome, macr chr17q21.1  cell cycle checkpoint Proteasome_Degradation // GenMAPP -1.01 -1.18 1.08 -1.10 1.14 1.16 -1.00 1.04 -1.37 -1.28 1.36 1.46
PSMD5 proteasome (prosome, macr chr9q33.2  cell cycle checkpoint Proteasome_Degradation // GenMAPP 1.17 1.19 -1.04 -1.05 -1.19 1.03 -1.22 -1.21 -1.28 -1.13 -1.22 -1.33
PSMD5-AS1 PSMD5 antisense RNA 1 (hchr9q33.2 0 --- -1.06 -1.09 1.06 1.05 1.15 1.04 -1.12 -1.06 -1.78 -1.83 -1.70 -1.33
PSMD5-AS1 PSMD5 antisense RNA 1 (hchr9q33.2 0 --- -1.20 -1.28 1.14 1.18 1.48 1.12 1.10 1.14 -2.75 -2.00 -1.43 -1.87
PSMD5-AS1 PSMD5 antisense RNA 1 (hchr9q33.2 0 --- -1.94 -1.44 1.61 2.16 2.38 1.78 -2.41 -1.97 -1.03 1.07 -2.79 -2.08
PSMD6 proteasome (prosome, macr chr3p14.1  cell cycle checkpoint Proteasome_Degradation // GenMAPP -1.04 -1.02 -1.02 1.05 1.01 -1.00 -1.07 -1.04 1.04 -1.06 -1.06 -1.03
PSMD6-AS2 PSMD6 antisense RNA 2 chr3p14 0 --- 1.24 1.11 -1.04 -1.11 1.20 1.48 -1.30 -1.27 -1.86 -1.71 -1.84 -2.35
PSMD9 proteasome (prosome, macr chr12q24.31-q24.32 cell cycle checkpoint Proteasome_Degradation // GenMAPP -1.02 -1.03 -1.04 -1.05 1.05 1.06 -1.21 1.06 -1.15 -1.15 -1.23 -1.24
PSME2 proteasome (prosome, macr chr14q11.2  cell cycle checkpoint Proteasome_Degradation // GenMAPP -1.06 -1.01 -1.01 -1.01 -1.05 -1.14 1.12 1.15 1.44 1.31 1.07 1.08
PSME3 proteasome (prosome, macr chr17q21  cell cycle checkpoint --- 1.00 1.02 -1.02 1.02 1.05 1.06 -1.07 -1.02 -1.41 -1.42 -1.30 -1.32
PSME3 proteasome (prosome, macr chr17q21  cell cycle checkpoint --- 1.02 -1.02 1.10 1.09 1.14 1.00 -1.19 -1.03 -1.40 -1.51 -1.80 -1.67
PSME4 proteasome (prosome, macr chr2p16.2  cell cycle checkpoint --- -1.06 -1.04 1.01 1.07 1.02 -1.02 1.04 -1.01 -1.09 -1.04 1.00 1.02
PSMF1 proteasome (prosome, macr chr20p13  cell cycle checkpoint --- 1.41 1.05 -1.01 1.09 -1.18 -1.18 -1.38 -1.37 -1.36 -1.14 -1.60 -1.86
PSMF1 proteasome (prosome, macr chr20p13  cell cycle checkpoint --- 1.04 -1.03 1.01 1.10 -1.09 1.04 -1.05 -1.12 -1.21 -1.17 -1.35 -1.24
PSMF1 proteasome (prosome, macr chr20p13  cell cycle checkpoint --- 1.07 1.16 -1.01 1.00 1.02 1.02 1.03 1.19 -1.40 -1.24 -1.50 -1.45
PSMG1 proteasome (prosome, macr chr21q22.3  proteasome assembly --- -1.01 1.02 -1.06 -1.01 1.00 1.12 -1.11 -1.07 -1.30 -1.21 -1.43 -1.30
PSMG3 proteasome (prosome, macr chr7p22.3 0 --- -1.03 -1.01 1.00 1.01 1.05 -1.03 1.03 -1.05 1.23 1.17 1.24 1.18
PSMG4 proteasome (prosome, macr chr6p25.2 0 --- 1.59 1.35 1.17 1.43 1.77 1.62 1.38 1.71 -1.43 -1.08 -1.32 -1.14
PSPC1 paraspeckle component 1 chr13q12.11  transcription, DNA-dependent --- -1.02 -1.30 1.02 1.16 -1.07 -1.24 -1.08 1.10 -1.53 -1.59 -1.54 -1.23
PSPC1 paraspeckle component 1 chr13q12.11  transcription, DNA-dependent --- 1.03 1.06 1.08 -1.05 1.21 1.06 -1.04 -1.12 -1.71 -1.84 1.15 -1.10
PSPC1 paraspeckle component 1 chr13q12.11  transcription, DNA-dependent --- 1.06 1.02 1.21 1.24 -1.04 -1.06 -1.10 -1.15 1.07 -1.18 1.14 1.36
PSPC1 paraspeckle component 1 chr13q12.11  transcription, DNA-dependent --- 1.58 1.78 1.09 1.02 1.06 1.03 -1.36 -1.35 -2.18 -2.55 -1.33 -1.93
PSPH phosphoserine phosphatase chr7p11.2  L-serine metabolic process --- -1.00 1.06 -1.06 -1.05 -1.02 -1.05 -1.09 -1.10 1.19 1.25 1.20 1.14
PSPH phosphoserine phosphatase chr7p11.2  L-serine metabolic process --- 1.14 1.22 -1.12 -1.17 -1.06 1.14 -1.27 -1.21 -1.46 -1.29 -1.22 -1.42
PSRC1 proline/serine-rich coiled-cochr1p13.3  microtubule bundle formation --- -1.07 -1.10 1.05 1.14 1.06 1.04 -1.26 -1.10 1.38 1.18 1.37 1.50
PSTPIP2 proline-serine-threonine phochr18q12 0 --- -1.03 1.02 1.03 -1.12 -1.04 -1.02 -1.18 -1.08 -1.55 -1.62 1.03 -1.10
PTAR1 protein prenyltransferase alpchr9q21.12  protein prenylation --- 1.12 1.17 -1.05 -1.02 1.04 1.05 -1.14 -1.05 -1.71 -1.54 -1.64 -1.54
PTAR1 protein prenyltransferase alpchr9q21.12  protein prenylation --- 1.13 1.13 1.36 1.34 -1.39 -1.01 -1.00 1.04 -1.91 -2.02 -1.30 -1.50
PTBP2 polypyrimidine tract bindingchr1p21.3  mRNA splice site selection mRNA_processing_Reactome // GenMAPP 1.42 1.20 -1.03 -1.28 1.09 1.26 -1.24 -1.07 -1.65 -1.28 -1.60 -2.10
PTBP3 polypyrimidine tract bindingchr9q32  mRNA processing --- -1.25 -1.24 -1.07 1.03 1.28 1.15 1.02 -1.15 1.31 1.11 2.23 1.75
PTBP3 polypyrimidine tract bindingchr9q32  mRNA processing --- 1.34 -1.02 1.19 -1.06 -1.15 1.02 -1.31 1.03 -1.07 1.07 1.27 1.17
PTBP3 polypyrimidine tract bindingchr9q32  mRNA processing --- 1.08 1.06 1.03 -1.01 -1.02 1.04 -1.09 -1.02 -1.03 1.22 1.25 1.11
PTCD2 pentatricopeptide repeat domchr5q13.2  kidney development --- 1.14 1.13 1.03 -1.01 -1.05 1.14 1.04 -1.09 -1.31 -1.14 1.08 1.08
PTCD3 pentatricopeptide repeat domchr2p11.2  regulation of translation --- -1.09 -1.03 -1.36 -1.23 -1.05 1.11 -1.05 1.05 -1.20 -1.24 -2.07 -1.48
PTCD3 pentatricopeptide repeat domchr2p11.2  regulation of translation --- 1.01 1.11 1.19 1.23 1.08 1.05 1.06 1.13 -1.67 -1.70 -1.27 -1.28
PTCH1 patched 1 chr9q22.3  negative regulation of transcription from --- -1.07 -1.09 -1.09 -1.06 -1.04 1.00 1.06 1.10 -1.78 -1.20 -1.44 -1.33
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PTCH1 patched 1 chr9q22.3  negative regulation of transcription from --- -1.23 -1.21 1.03 -1.02 -1.24 1.22 -1.63 -1.02 -2.21 -1.92 -1.31 -1.32
PTCHD1 patched domain containing chrXp22.11  smoothened signaling pathway --- 3.69 4.93 -2.68 -3.29 -2.12 1.21 1.28 3.06 9.11 1.20 -1.35 2.34
PTCHD1 patched domain containing chrXp22.11  smoothened signaling pathway --- -1.25 -1.47 1.28 -4.86 1.22 1.89 -1.72 -1.71 1.84 2.43 1.28 3.65
PTCHD3P1 patched domain containing chr10p11.23 0 --- -1.05 1.03 1.11 1.05 -1.06 -1.03 -1.83 -1.14 -1.65 -1.17 1.25 1.16
PTCHD3P1 patched domain containing chr10p11.23 0 --- 1.10 1.05 1.02 1.03 1.13 -1.13 -1.21 -1.05 1.14 -1.15 1.38 1.16
PTDSS1 phosphatidylserine synthasechr8q22  lipid metabolic process --- 1.01 1.04 -1.06 -1.08 -1.02 1.03 -1.01 -1.03 -1.03 -1.02 -1.13 -1.13
PTEN phosphatase and tensin homchr10q23.3  regulation of cyclin-dependent protein se --- -1.03 -1.01 1.04 1.00 1.07 -1.02 1.27 1.10 1.32 1.34 1.61 1.76
PTEN phosphatase and tensin homchr10q23.3  regulation of cyclin-dependent protein se --- -1.02 1.01 -1.01 1.02 1.08 1.06 -1.00 1.02 -1.41 -1.22 -1.36 -1.26
PTEN phosphatase and tensin homchr10q23.3  regulation of cyclin-dependent protein se --- -1.12 -1.01 1.23 -1.25 -1.11 1.03 1.01 -1.21 -1.61 -1.64 -1.88 -1.95
PTEN phosphatase and tensin homchr10q23.3  regulation of cyclin-dependent protein se --- -1.00 1.05 -1.01 -1.06 -1.01 1.05 1.17 -1.05 -1.46 -1.35 -1.31 -1.38
PTEN phosphatase and tensin homchr10q23.3  regulation of cyclin-dependent protein se --- 1.00 -1.03 1.04 1.02 -1.14 -1.05 -1.08 -1.04 -1.52 -1.26 -1.49 -1.42
PTEN phosphatase and tensin homchr10q23.3  regulation of cyclin-dependent protein se --- -1.00 -1.12 1.06 -1.25 1.07 -1.12 1.62 1.11 1.16 1.14 2.00 1.69
PTEN /// PTENphosphatase and tensin homchr10q23.3 /// chr9p regulation of cyclin-dependent protein se --- -1.02 -1.04 1.07 1.07 1.05 -1.01 1.31 1.16 1.34 1.30 1.68 1.71
PTENP1 phosphatase and tensin homchr9p21  protein dephosphorylation --- 1.02 -1.04 -1.01 -1.03 1.05 1.02 -1.05 -1.19 1.09 1.09 1.73 1.53
PTGDR2 prostaglandin D2 receptor 2chr11q12-q13.3  chemotaxis GPCRDB_Class_A_Rhodopsin-like // GenM 1.31 1.11 1.17 1.31 -2.39 -1.30 1.16 1.09 -1.06 1.32 1.27 1.24
PTGDS prostaglandin D2 synthase 2chr9q34.2-q34.3  prostaglandin biosynthetic process Eicosanoid_Synthesis // GenMAPP /// Prosta 2.11 1.40 2.07 2.22 -2.64 1.07 -1.66 -1.29 2.29 2.09 2.00 3.07
PTGDS prostaglandin D2 synthase 2chr9q34.2-q34.3  prostaglandin biosynthetic process Eicosanoid_Synthesis // GenMAPP /// Prosta 2.69 2.92 -1.63 1.50 1.01 1.06 -1.88 -1.54 1.97 1.20 1.75 2.09
PTGER2 prostaglandin E receptor 2 (chr14q22  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM 1.24 1.17 1.38 -1.10 1.49 1.47 -1.36 -1.05 -1.15 -1.23 1.26 -1.27
PTGER3 prostaglandin E receptor 3 (chr1p31.2  transcription, DNA-dependent --- -1.71 -2.89 -2.65 1.89 -1.50 1.92 -1.67 -5.16 -2.18 1.48 1.12 6.84
PTGER4 prostaglandin E receptor 4 (chr5p13.1  immune response GPCRDB_Class_A_Rhodopsin-like // GenM 1.25 1.11 1.09 1.12 1.09 1.07 1.66 1.49 1.65 1.13 2.46 1.79
PTGES prostaglandin E synthase chr9q34.3  prostaglandin biosynthetic process Eicosanoid_Synthesis // GenMAPP -1.08 -1.09 -1.09 -1.02 -1.05 1.02 1.03 -1.01 1.14 -1.00 1.06 -1.22
PTGES2 prostaglandin E synthase 2 chr9q34.11  prostaglandin biosynthetic process --- 1.10 -1.05 1.03 1.16 -1.03 -1.12 1.26 1.10 -1.01 -1.09 -1.52 -1.37
PTGFRN prostaglandin F2 receptor inchr1p13.1  lipid particle organization --- -1.03 1.02 -1.08 -1.12 1.05 1.03 1.20 1.06 1.09 1.17 1.25 1.20
PTGR1 prostaglandin reductase 1 chr9q31.3  leukotriene metabolic process --- 1.08 1.04 -1.01 1.01 1.05 1.08 -1.03 1.02 1.47 1.22 -1.13 -1.37
PTGR1 prostaglandin reductase 1 chr9q31.3  leukotriene metabolic process --- -1.06 1.01 -1.04 1.04 -1.01 -1.01 1.02 -1.01 1.15 1.17 -1.10 -1.02
PTGR2 prostaglandin reductase 2 chr14q24.3  prostaglandin metabolic process --- 1.58 1.20 1.18 1.15 -1.15 1.16 -1.11 1.07 -1.47 -1.08 -1.53 -1.95
PTGS1 prostaglandin-endoperoxidechr9q32-q33.3  prostaglandin biosynthetic process Eicosanoid_Synthesis // GenMAPP /// Prosta -1.10 -1.18 1.09 1.16 1.09 -1.00 1.12 1.15 1.48 1.60 1.26 1.72
PTGS1 prostaglandin-endoperoxidechr9q32-q33.3  prostaglandin biosynthetic process Eicosanoid_Synthesis // GenMAPP /// Prosta -1.05 -1.15 1.01 1.20 -1.05 1.01 1.06 1.14 1.30 1.52 1.24 1.67
PTGS1 prostaglandin-endoperoxidechr9q32-q33.3  prostaglandin biosynthetic process Eicosanoid_Synthesis // GenMAPP /// Prosta -1.10 -1.10 -1.00 1.09 1.11 1.05 1.23 1.15 2.18 2.33 2.67 3.31
PTGS1 prostaglandin-endoperoxidechr9q32-q33.3  prostaglandin biosynthetic process Eicosanoid_Synthesis // GenMAPP /// Prosta 2.27 3.62 -2.41 -1.29 -1.23 -1.09 -1.18 1.04 2.33 2.81 3.85 4.94
PTGS2 prostaglandin-endoperoxidechr1q25.2-q25.3  prostaglandin biosynthetic process Eicosanoid_Synthesis // GenMAPP /// Prosta 1.19 1.77 -1.13 -1.36 1.11 -2.50 2.54 2.05 12.92 8.08 13.77 7.65
PTGS2 prostaglandin-endoperoxidechr1q25.2-q25.3  prostaglandin biosynthetic process Eicosanoid_Synthesis // GenMAPP /// Prosta 2.10 2.27 1.11 -1.12 1.02 1.16 1.03 1.12 5.47 3.51 8.24 4.15
PTK2 protein tyrosine kinase 2 chr8q24.3  MAPK cascade Integrin-mediated_cell_adhesion_KEGG // G -1.27 -1.02 -1.05 -1.40 1.59 1.32 -1.11 -1.09 -1.45 -1.31 -1.15 -1.00
PTK2 protein tyrosine kinase 2 chr8q24.3  MAPK cascade Integrin-mediated_cell_adhesion_KEGG // G 1.40 -1.17 1.35 -1.05 -1.01 1.23 -1.14 -1.14 2.74 2.70 2.78 2.90
PTK2 protein tyrosine kinase 2 chr8q24.3  MAPK cascade Integrin-mediated_cell_adhesion_KEGG // G 1.00 1.04 -1.18 -1.20 -1.21 -1.00 -1.24 -1.17 -1.07 -1.02 1.25 1.19
PTK6 protein tyrosine kinase 6 chr20q13.3  protein phosphorylation --- -2.89 -1.80 -1.06 1.19 -1.03 1.05 1.30 1.24 1.48 2.13 2.27 2.84
PTK6 protein tyrosine kinase 6 chr20q13.3  protein phosphorylation --- 1.74 1.14 1.26 1.27 1.21 -1.13 1.21 1.33 2.14 2.55 1.36 1.89
PTMA prothymosin, alpha chr2q37.1  transcription, DNA-dependent --- 1.06 1.16 -1.07 -1.13 -1.14 -1.06 -1.05 -1.09 1.03 -1.01 -1.08 -1.24
PTP4A1 protein tyrosine phosphatasechr6q12  protein dephosphorylation --- -1.00 1.10 1.02 -1.09 1.03 -1.01 1.17 1.09 1.82 1.83 1.43 1.20
PTP4A2 protein tyrosine phosphatasechr1p35  protein dephosphorylation --- -1.02 -1.00 -1.05 1.01 1.05 1.01 1.13 1.05 1.35 1.12 1.16 1.14
PTP4A2 protein tyrosine phosphatasechr1p35  protein dephosphorylation --- 1.17 1.24 -1.01 -1.07 -1.21 -1.05 -1.28 -1.20 -1.16 -1.16 -1.21 -1.34
PTP4A3 protein tyrosine phosphatasechr8q24.3  protein dephosphorylation --- -2.01 -1.06 -1.61 -1.12 -1.16 1.30 2.09 1.22 1.66 1.92 1.54 1.56
PTP4A3 protein tyrosine phosphatasechr8q24.3  protein dephosphorylation --- -1.36 -1.20 -1.00 -1.33 -1.51 -1.30 1.70 1.40 1.11 1.38 1.09 1.18
PTPLAD1 protein tyrosine phosphatasechr15q22.2  lipid metabolic process --- 1.10 1.06 -1.04 -1.18 1.06 -1.06 -1.23 -1.14 -1.15 -1.03 1.37 1.11
PTPLAD1 protein tyrosine phosphatasechr15q22.2  lipid metabolic process --- 1.14 1.09 1.07 1.14 1.06 1.12 -1.07 -1.12 -1.05 -1.00 1.37 1.24
PTPLAD2 protein tyrosine phosphatasechr9p21.3  lipid metabolic process --- 1.26 1.13 1.34 1.30 -1.15 -1.21 1.18 1.04 -1.86 -1.20 -3.31 -1.96
PTPLB protein tyrosine phosphatasechr3q21.1  lipid metabolic process --- 1.05 1.12 -1.03 -1.08 -1.11 1.01 -1.18 -1.18 -1.75 -1.43 -1.31 -1.55
PTPMT1 protein tyrosine phosphatasechr11p11.2  protein dephosphorylation Electron_Transport_Chain // GenMAPP 1.11 -1.02 1.01 1.14 -1.00 -1.06 1.01 1.06 -1.05 -1.18 -1.34 -1.18
PTPMT1 protein tyrosine phosphatasechr11p11.2  protein dephosphorylation Electron_Transport_Chain // GenMAPP -1.06 -1.05 1.07 -1.06 -1.00 -1.06 1.10 -1.06 1.17 1.17 1.37 1.23
PTPN11 protein tyrosine phosphatasechr12q24  DNA damage checkpoint --- -1.00 1.14 1.03 -1.04 -1.20 -1.22 1.15 1.14 1.28 1.10 1.39 1.35
PTPN12 protein tyrosine phosphatasechr7q11.23  protein dephosphorylation --- 1.20 -1.01 -1.01 1.03 -1.10 1.08 -1.13 -1.02 1.06 1.27 1.42 1.34
PTPN12 protein tyrosine phosphatasechr7q11.23  protein dephosphorylation --- -1.02 -1.03 1.38 -1.04 1.03 1.07 1.65 1.76 1.17 -1.02 1.97 1.36
PTPN13 protein tyrosine phosphatasechr4q21.3  protein dephosphorylation Apoptosis_KEGG // GenMAPP 1.06 -1.03 1.10 1.07 1.16 1.09 -1.06 -1.03 -1.91 -1.72 -1.95 -1.89
PTPN13 protein tyrosine phosphatasechr4q21.3  protein dephosphorylation --- 1.69 1.09 1.05 -1.19 -1.05 -1.04 -1.36 -1.10 -1.75 -1.09 -2.39 -2.61
PTPN14 protein tyrosine phosphatasechr1q32.2  lymphangiogenesis --- -1.16 -1.07 1.15 1.16 -1.08 -1.04 1.05 -1.10 3.11 2.89 1.67 1.88
PTPN14 protein tyrosine phosphatasechr1q32.2  lymphangiogenesis --- 1.11 1.14 -1.03 -1.12 -1.04 -1.00 -1.23 -1.11 -1.81 -1.43 -1.48 -1.63
PTPN14 protein tyrosine phosphatasechr1q32.2  lymphangiogenesis --- 1.19 1.08 1.08 -1.12 -1.17 1.01 -1.46 -1.30 -1.72 -1.26 -1.51 -1.45
PTPN18 protein tyrosine phosphatasechr2q21.1  protein dephosphorylation --- 1.18 -1.08 -1.01 1.08 1.06 -1.04 1.20 -1.20 -1.28 -1.12 -1.17 -1.16
PTPN18 protein tyrosine phosphatasechr2q21.1  protein dephosphorylation --- 1.01 -1.08 -1.11 1.28 -1.12 1.00 1.03 1.07 -1.23 -1.23 -1.57 -1.30
PTPN2 protein tyrosine phosphatasechr18p11.3-p11.2  protein dephosphorylation --- 1.00 -1.02 -1.03 1.07 -1.05 1.05 1.13 1.17 1.21 1.16 1.34 1.44
PTPN2 protein tyrosine phosphatasechr18p11.3-p11.2  protein dephosphorylation --- -1.02 -1.01 -1.02 -1.00 1.01 -1.07 1.28 1.17 1.51 1.16 1.37 1.36
PTPN21 protein tyrosine phosphatasechr14q31.3  protein dephosphorylation --- -1.03 -1.31 1.31 -1.20 -1.02 -1.04 1.20 1.40 1.18 -2.03 1.98 1.44
PTPN21 protein tyrosine phosphatasechr14q31.3  protein dephosphorylation --- 1.52 1.49 1.18 -1.05 1.08 1.11 -1.26 -1.21 -3.45 -3.60 -1.80 -2.00
PTPN23 protein tyrosine phosphatasechr3p21.3  protein dephosphorylation --- -1.18 1.13 -1.16 1.21 1.04 -1.04 1.18 -1.07 -1.07 -1.05 1.60 1.31
PTPN3 protein tyrosine phosphatasechr9q31  protein dephosphorylation --- 1.16 -1.01 1.24 -1.53 1.08 1.09 1.23 1.26 -1.72 -1.35 -1.30 -1.52
PTPN4 protein tyrosine phosphatasechr2q14.2  protein dephosphorylation --- 1.12 -1.11 -1.02 -1.11 1.19 1.20 -1.49 1.10 -4.06 -1.89 -2.82 -2.32
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PTPN4 protein tyrosine phosphatasechr2q14.2  protein dephosphorylation --- 1.01 -1.19 1.37 1.28 -1.43 1.15 -2.08 -1.72 -2.43 -2.32 -2.08 -2.54
PTPN4 protein tyrosine phosphatasechr2q14.2  protein dephosphorylation --- 1.02 1.03 -1.10 1.06 1.27 1.12 1.02 -1.06 1.06 1.00 -1.02 1.08
PTPN4 protein tyrosine phosphatasechr2q14.2  protein dephosphorylation --- -1.42 1.09 1.27 1.27 -1.37 -1.18 -1.77 -1.57 -1.44 -2.06 -1.23 -1.21
PTPN9 protein tyrosine phosphatasechr15q24.2  protein dephosphorylation --- 1.06 1.15 1.03 -1.21 -1.13 -1.12 -1.02 1.00 -1.42 -1.46 -1.28 -1.61
PTPRA protein tyrosine phosphatasechr20p13  protein phosphorylation Cell_cycle_KEGG // GenMAPP 1.07 1.11 1.03 1.15 1.09 -1.00 1.02 1.13 -1.24 1.03 -1.27 -1.44
PTPRB protein tyrosine phosphatasechr12q15-q21  angiogenesis --- -1.13 -1.18 -1.06 1.19 1.04 -1.16 1.27 1.19 -1.85 -1.78 -1.68 -1.15
PTPRB protein tyrosine phosphatasechr12q15-q21  angiogenesis --- 1.06 -1.63 1.10 -1.28 1.15 1.23 -1.35 -1.02 -3.88 -3.15 -1.77 -1.71
PTPRB protein tyrosine phosphatasechr12q15-q21  angiogenesis --- -1.10 -1.15 1.07 -1.07 -1.07 1.06 1.75 1.27 -1.06 1.06 1.32 1.44
PTPRC protein tyrosine phosphatasechr1q31-q32  activation of MAPK activity --- -3.00 1.41 -1.08 1.47 -7.78 -1.29 -2.92 1.45 -1.73 -2.73 2.19 1.03
PTPRD protein tyrosine phosphatasechr9p23-p24.3  protein dephosphorylation --- -1.82 1.16 -1.14 1.53 -2.28 -1.46 1.60 1.69 3.01 3.91 1.37 1.18
PTPRE protein tyrosine phosphatasechr10q26  protein dephosphorylation --- 1.33 -1.12 1.26 1.50 1.34 1.67 -1.29 1.22 -1.19 1.46 1.44 2.23
PTPRF protein tyrosine phosphatasechr1p34  negative regulation of cytokine-mediated --- 1.04 -1.09 1.07 1.05 1.06 1.17 1.16 1.03 1.50 1.31 1.24 1.28
PTPRF protein tyrosine phosphatasechr1p34  negative regulation of cytokine-mediated --- 1.08 1.03 1.02 -1.07 -1.02 -1.01 1.12 1.16 1.36 1.16 1.26 1.26
PTPRF protein tyrosine phosphatasechr1p34  negative regulation of cytokine-mediated --- -1.05 1.15 -1.07 1.16 1.05 -1.10 1.30 1.27 1.99 1.55 1.11 -1.04
PTPRG protein tyrosine phosphatasechr3p21-p14  protein dephosphorylation --- 1.01 1.08 4.60 1.49 1.23 1.61 1.07 -3.65 3.08 1.56 -2.44 1.15
PTPRJ protein tyrosine phosphatasechr11p11.2  vasculogenesis --- 1.04 1.05 1.08 -1.07 -1.07 1.06 -1.04 1.05 -1.46 -1.51 -1.39 -1.88
PTPRK protein tyrosine phosphatasechr6q22.2-q22.3  protein dephosphorylation --- -1.04 -1.01 1.03 1.04 1.07 -1.03 1.12 1.09 -1.06 -1.05 -1.05 -1.02
PTPRM protein tyrosine phosphatasechr18p11.2  negative regulation of endothelial cell pro--- 1.11 1.14 1.15 1.08 1.09 1.06 1.20 1.17 1.17 1.17 1.47 1.70
PTPRM protein tyrosine phosphatasechr18p11.2  negative regulation of endothelial cell pro--- 1.01 1.01 1.06 1.08 -1.06 -1.01 -1.09 1.07 1.35 1.25 1.31 1.37
PTPRO protein tyrosine phosphatasechr12p13.3-p13.2|12 cell morphogenesis Electron_Transport_Chain // GenMAPP -1.05 -1.01 -1.10 1.03 -1.01 -1.05 -1.01 1.04 1.01 -1.02 -1.07 1.02
PTPRR protein tyrosine phosphatasechr12q15  in utero embryonic development --- -1.18 1.14 -1.34 -1.03 1.12 1.20 -1.10 1.13 -1.34 -1.09 3.63 2.90
PTPRR protein tyrosine phosphatasechr12q15  in utero embryonic development --- 1.50 1.23 -1.06 -1.13 -1.07 1.14 1.08 1.17 -1.21 -1.02 4.35 4.49
PTRF polymerase I and transcript chr17q21.2  transcription, DNA-dependent --- 1.16 1.07 -1.19 -1.09 -1.03 1.02 1.03 -1.03 -1.07 -1.01 -1.00 -1.15
PTRH1 peptidyl-tRNA hydrolase 1 chr9q34.11 0 --- -1.02 -1.08 1.02 -1.12 1.10 -1.00 1.18 1.06 1.60 1.49 1.15 1.15
PTRH2 peptidyl-tRNA hydrolase 2 chr17q23.1  apoptotic process --- -1.03 -1.02 1.05 1.15 1.03 -1.05 1.20 1.09 1.67 1.25 1.74 1.77
PTRHD1 peptidyl-tRNA hydrolase dochr2p23.3  protein dephosphorylation --- 1.08 1.03 1.02 -1.06 1.07 1.07 -1.26 -1.43 -1.07 -1.01 -1.16 -1.08
PTS 6-pyruvoyltetrahydropterin chr11q22.3  cellular amino acid metabolic process --- -1.02 -1.02 -1.01 1.03 -1.04 1.01 1.03 -1.00 1.34 1.15 1.10 1.00
PTTG1 pituitary tumor-transformin chr5q35.1  mitotic cell cycle Cell_cycle_KEGG // GenMAPP -1.06 1.01 -1.02 -1.03 1.02 -1.05 1.02 1.02 1.43 1.27 1.31 1.28
PTX3 pentraxin 3, long chr3q25  response to yeast --- -1.13 1.00 -1.03 1.19 1.15 1.15 1.17 1.49 4.87 3.19 4.41 4.17
PUF60 poly-U binding splicing factchr8q24.3  transcription, DNA-dependent --- -1.06 -1.06 -1.02 1.04 1.07 -1.01 1.26 1.09 1.28 1.06 1.42 1.35
PUM1 pumilio homolog 1 (Drosopchr1p35.2  regulation of translation --- 1.13 1.11 1.06 1.10 -1.02 -1.10 -1.23 1.05 -1.38 -1.22 -1.15 -1.20
PUM2 pumilio homolog 2 (Drosopchr2p22-p21  regulation of translation --- -1.06 -1.04 -1.00 1.05 1.02 1.13 -1.08 -1.03 -1.40 -1.10 -1.10 -1.18
PURA purine-rich element bindingchr5q31  DNA unwinding involved in replication Circadian_Exercise // GenMAPP 1.00 1.02 1.04 -1.12 1.00 1.06 -1.29 -1.22 -1.64 -1.34 -1.23 -1.24
PURA purine-rich element bindingchr5q31  DNA unwinding involved in replication --- -1.14 -1.14 1.18 -1.11 1.09 1.02 -1.12 -1.11 -1.29 -1.29 -1.10 -1.04
PURB purine-rich element bindingchr7p13  transcription, DNA-dependent --- 1.01 -1.04 -1.06 1.02 -1.02 -1.04 -1.04 1.00 -1.07 -1.13 -1.31 -1.15
PURB purine-rich element bindingchr7p13  transcription, DNA-dependent --- -1.09 -1.06 -1.08 1.05 -1.09 1.06 -1.53 -1.27 -1.01 -1.00 -1.47 -1.21
PURB purine-rich element bindingchr7p13  transcription, DNA-dependent --- 1.08 1.10 1.11 1.15 -1.13 1.09 1.23 1.12 1.94 1.79 1.88 1.87
PUS3 pseudouridylate synthase 3 chr11q24.2  pseudouridine synthesis --- -1.10 -1.09 1.07 -1.00 1.08 -1.05 1.11 1.11 1.19 1.14 1.21 1.24
PUS7 pseudouridylate synthase 7 chr7q22.3  pseudouridine synthesis --- -1.01 -1.02 -1.03 -1.08 1.04 1.09 -1.14 -1.09 -1.31 -1.16 -1.11 -1.14
PUS7L pseudouridylate synthase 7 chr12q12  pseudouridine synthesis --- 1.13 1.38 1.17 -1.08 1.04 -1.06 -1.12 -1.02 -1.32 -1.42 -1.49 -1.58
PUS7L pseudouridylate synthase 7 chr12q12  pseudouridine synthesis --- 1.28 1.15 1.04 -1.06 1.11 1.09 -1.25 -1.01 -1.46 -1.50 -1.50 -1.62
PVR poliovirus receptor chr19q13.2  positive regulation of natural killer cell m--- -1.06 -1.16 1.14 1.28 1.15 -1.02 -1.06 1.12 1.85 1.24 1.98 2.13
PVR poliovirus receptor chr19q13.2  positive regulation of natural killer cell m--- 1.07 1.15 -1.08 1.18 1.15 1.05 -1.04 1.07 1.70 1.40 1.89 2.32
PVR poliovirus receptor chr19q13.2  positive regulation of natural killer cell m--- -1.38 -1.47 1.19 1.09 1.22 1.17 -1.06 -1.37 2.13 1.40 2.10 2.06
PVR poliovirus receptor chr19q13.2  positive regulation of natural killer cell m--- 1.53 1.69 1.06 -1.01 -1.29 -1.15 1.11 1.28 2.10 1.45 2.32 2.27
PVR poliovirus receptor chr19q13.2  positive regulation of natural killer cell m--- -1.02 -1.25 -1.14 -1.11 1.44 1.00 1.01 -1.09 1.51 1.34 2.08 2.64
PVR poliovirus receptor chr19q13.2  positive regulation of natural killer cell m--- -1.06 -1.08 -1.06 1.01 1.02 -1.00 1.06 1.07 1.66 1.51 1.88 1.97
PVR poliovirus receptor chr19q13.2  positive regulation of natural killer cell m--- -1.02 1.01 1.18 1.14 1.61 1.32 1.09 -1.00 1.98 1.64 2.30 2.12
PVRL2 poliovirus receptor-related 2chr19q13.2  acrosome assembly --- 1.26 1.16 1.10 1.23 1.06 1.01 1.06 1.19 2.08 1.67 2.06 2.11
PVRL2 poliovirus receptor-related 2chr19q13.2  acrosome assembly --- -1.15 1.18 -1.02 -1.02 -1.29 -1.16 1.05 1.48 1.47 1.37 1.52 1.65
PVRL2 poliovirus receptor-related 2chr19q13.2  acrosome assembly --- -1.06 1.18 1.68 1.41 1.51 1.42 1.15 -1.14 1.20 1.15 2.17 2.38
PVRL2 poliovirus receptor-related 2chr19q13.2  acrosome assembly --- -1.01 1.08 1.11 -1.00 1.16 1.07 1.29 1.08 1.63 1.32 1.58 1.67
PVRL3 poliovirus receptor-related 3chr3q13  lens morphogenesis in camera-type eye --- 1.05 -1.01 1.02 1.07 1.00 -1.07 -1.06 1.03 -1.52 -1.48 -1.35 -1.70
PWP1 PWP1 homolog (S. cerevisi chr12q23.3  transcription, DNA-dependent --- -1.03 1.05 -1.04 1.07 -1.01 1.00 1.00 1.15 -1.19 -1.14 1.11 1.21
PWP1 PWP1 homolog (S. cerevisi chr12q23.3  transcription, DNA-dependent --- 1.03 -1.07 1.01 1.11 1.08 1.03 1.26 1.16 1.19 -1.02 1.36 1.26
PWP2 PWP2 periodic tryptophan pchr21q22.3  signal transduction --- -1.11 -1.08 1.01 -1.05 -1.02 1.06 1.07 1.05 1.19 1.09 1.22 1.30
PWWP2A PWWP domain containing 2chr5q33.3 0 --- 1.13 1.05 -1.06 -1.01 1.02 1.23 -1.01 1.12 -1.51 -1.30 -1.33 -1.38
PWWP2B PWWP domain containing 2chr10q26.3 0 --- 1.05 -1.07 -1.09 -1.06 1.17 -1.04 1.08 1.30 1.68 1.23 1.29 1.28
PWWP2B PWWP domain containing 2chr10q26.3 0 --- 1.63 1.81 2.01 1.73 -2.49 -1.33 -1.45 1.22 -4.86 -2.06 -3.40 -5.28
PXDN peroxidasin homolog (Drosochr2p25  negative regulation of cytokine-mediated --- -1.04 -1.05 1.07 -1.10 1.07 1.02 1.01 1.06 -1.29 -1.15 -1.48 -1.36
PXDN peroxidasin homolog (Drosochr2p25  negative regulation of cytokine-mediated --- 1.01 1.02 -1.02 1.05 -1.01 -1.05 1.06 1.04 1.04 -1.06 -1.25 -1.16
PXK PX domain containing serinchr3p14.3  protein phosphorylation --- 1.17 1.12 -1.01 1.11 1.25 1.24 -1.06 -1.16 -1.35 -1.18 -1.28 -1.59
PXMP2 peroxisomal membrane protchr12q24.33 0 --- -1.04 -1.06 -1.06 1.06 -1.04 -1.03 1.00 1.05 -1.48 -1.25 -3.12 -2.30
PXMP4 peroxisomal membrane protchr20q11.22 0 --- -1.08 -1.12 -1.46 -1.42 1.17 1.24 1.08 1.23 -1.13 -1.13 1.63 1.48
PXN-AS1 PXN antisense RNA 1 --- 0 --- -1.21 -1.31 -1.03 1.08 1.16 1.20 1.20 1.17 1.04 1.10 1.09 1.31
PYCR1 pyrroline-5-carboxylate reduchr17q25.3  proline biosynthetic process --- 1.01 -1.05 1.06 1.18 1.01 -1.03 1.05 1.03 1.51 1.27 1.40 1.59
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PYCR2 pyrroline-5-carboxylate reduchr1q42.12  proline biosynthetic process --- -1.19 -1.18 -1.09 -1.15 1.09 -1.03 1.01 -1.07 1.08 1.06 1.12 1.26
PYHIN1 pyrin and HIN domain famichr1q23.1  cell cycle --- -3.49 -1.32 2.44 1.94 2.80 1.85 1.98 1.51 2.13 1.46 -4.75 1.24
PYROXD1 pyridine nucleotide-disulph chr12p12.1  oxidation-reduction process --- 1.09 1.10 -1.05 -1.01 -1.01 -1.03 -1.23 -1.07 -1.56 -1.39 1.03 1.07
PYROXD2 pyridine nucleotide-disulph chr10q24.2  oxidation-reduction process --- 1.13 -1.00 -1.21 1.06 1.47 1.08 1.14 1.25 -1.33 -1.36 -2.16 -1.38
PZP pregnancy-zone protein chr12p13-p12.2  female pregnancy --- -2.24 1.03 -1.01 1.08 -1.16 1.01 -1.06 -1.10 -2.67 -4.91 -1.87 -1.33
QARS glutaminyl-tRNA synthetas chr3p21.31  translation --- -1.23 -1.22 1.02 1.18 1.05 1.00 1.00 -1.09 1.10 1.03 -1.32 -1.15
QDPR quinoid dihydropteridine redchr4p15.31  liver development --- -1.07 1.02 1.09 -1.01 1.04 -1.08 -1.05 -1.03 1.06 -1.09 -1.30 -1.12
QKI QKI, KH domain containingchr6q26  vasculogenesis --- -1.08 -1.09 1.07 1.08 -1.12 1.21 -1.12 -1.15 -1.54 -1.39 -1.19 -1.29
QPRT quinolinate phosphoribosyltchr16p11.2  vitamin metabolic process --- -1.06 -1.07 -1.09 1.08 -1.11 -1.23 1.16 1.18 1.34 1.46 1.42 1.61
QPRT quinolinate phosphoribosyltchr16p11.2  vitamin metabolic process --- 1.04 1.02 -1.07 -1.04 1.01 -1.02 -1.05 1.03 1.57 1.27 1.52 1.73
QRSL1 glutaminyl-tRNA synthase (chr6q21  translation --- 1.13 1.11 -1.01 -1.04 -1.04 1.14 1.05 1.18 -1.69 -1.64 -1.78 -1.73
QSER1 glutamine and serine rich 1 chr11p13 0 --- 1.23 -1.00 1.29 1.40 1.09 1.40 1.60 1.30 1.59 1.65 1.79 1.42
QSER1 glutamine and serine rich 1 chr11p13 0 --- -1.00 1.01 1.11 1.06 1.07 1.13 -1.08 -1.09 -1.27 -1.22 -1.17 -1.15
QSOX1 quiescin Q6 sulfhydryl oxidchr1q24  protein folding --- -1.03 -1.02 1.03 1.06 1.08 1.04 1.19 1.09 1.25 1.22 1.36 1.73
QSOX2 quiescin Q6 sulfhydryl oxidchr9q34.3  cell redox homeostasis --- 1.06 1.14 -1.13 1.08 -1.10 -1.24 1.32 1.46 1.32 1.20 1.41 1.23
QSOX2 quiescin Q6 sulfhydryl oxidchr9q34.3  cell redox homeostasis --- 1.03 -1.00 1.06 1.01 1.14 1.06 1.07 1.01 1.25 1.23 1.43 1.40
R3HCC1 R3H domain and coiled-coi chr8p21.3 0 --- -1.05 -1.01 -1.16 1.07 -1.04 -1.11 1.08 1.19 -1.34 -1.38 -1.84 -1.54
R3HCC1 R3H domain and coiled-coi chr8p21.3 0 --- -1.12 -1.16 -1.02 1.03 1.07 1.03 1.11 1.12 -1.33 -1.28 -1.69 -1.65
R3HCC1L R3H domain and coiled-coi chr10q24.2 0 --- -1.32 -1.35 1.00 1.06 1.10 -1.05 1.08 1.08 1.41 1.33 1.20 1.35
R3HDM1 R3H domain containing 1 chr2q21.3 0 --- -1.00 -1.05 -1.07 -1.07 -1.09 -1.05 -1.09 -1.10 -1.25 -1.11 -1.09 -1.17
R3HDM2 R3H domain containing 2 chr12q13.3 0 --- -1.02 1.02 1.09 1.02 -1.17 1.10 1.04 1.02 -1.25 -1.05 -1.42 -1.48
RAB10 RAB10, member RAS oncochr2p23.3  GTP catabolic process --- 1.07 1.12 1.07 1.05 -1.01 1.05 -1.17 -1.11 -1.24 -1.07 -1.21 -1.37
RAB10 RAB10, member RAS oncochr2p23.3  GTP catabolic process --- -1.09 -1.06 -1.06 -1.08 -1.03 1.03 1.00 1.09 1.20 1.22 1.26 1.26
RAB11A RAB11A, member RAS oncchr15q22.31  cytokinesis --- 1.01 1.08 -1.02 -1.01 -1.01 -1.11 1.09 -1.00 1.43 1.25 1.38 1.28
RAB11A RAB11A, member RAS oncchr15q22.31  cytokinesis --- 1.03 1.05 1.10 1.08 -1.12 1.05 -1.24 -1.21 -1.58 -1.61 -1.51 -1.36
RAB11B RAB11B, member RAS oncchr19p13.2  receptor recycling --- 1.01 -1.06 -1.01 -1.05 1.14 -1.09 -1.10 -1.24 1.35 1.28 1.15 1.30
RAB11B-AS1RAB11B antisense RNA 1 --- 0 --- -1.07 -1.05 1.39 1.36 1.03 -1.07 -1.06 1.35 -1.62 -1.11 -1.59 -1.47
RAB11FIP2 RAB11 family interacting pchr10q26.11  transport --- 1.14 1.14 1.25 1.13 -1.01 -1.01 -1.23 -1.07 -1.98 -1.70 -1.95 -2.20
RAB11FIP2 RAB11 family interacting pchr10q26.11  transport --- 1.20 1.08 1.08 -1.11 -1.04 1.07 -1.23 -1.14 -2.10 -1.64 -2.33 -2.25
RAB11FIP3 RAB11 family interacting pchr16p13.3  cytokinesis --- 1.10 1.01 1.21 1.50 -1.06 -1.10 1.13 1.05 -1.95 -1.30 -1.91 -2.09
RAB11FIP4 RAB11 family interacting pchr17q11.2  cytokinesis --- 6.70 4.03 2.08 -3.66 -2.02 -1.65 -3.35 -1.68 3.26 1.53 -1.61 1.89
RAB11FIP5 RAB11 family interacting pchr2p13  transport --- -1.14 -1.21 -1.08 1.00 -1.07 -1.04 1.04 -1.04 1.33 1.41 1.30 1.41
RAB13 RAB13, member RAS oncochr1q21.2  GTP catabolic process --- -1.08 -1.13 1.00 1.07 1.05 -1.07 1.12 1.07 1.26 1.13 1.19 1.36
RAB18 RAB18, member RAS oncochr10p12.1  eye development --- 1.15 -1.02 -1.05 -1.10 -1.08 -1.04 -1.09 -1.04 1.03 1.05 1.52 1.35
RAB18 RAB18, member RAS oncochr10p12.1  eye development --- -1.02 1.02 1.07 1.02 -1.01 1.03 -1.08 -1.05 -1.15 -1.01 1.23 1.18
RAB18 RAB18, member RAS oncochr10p12.1  eye development --- 1.01 1.04 -1.12 -1.11 -1.06 -1.06 -1.41 -1.35 -1.20 -1.36 -1.56 -1.42
RAB1B RAB1B, member RAS oncochr11q12  GTP catabolic process --- -1.06 -1.12 1.01 1.01 1.01 1.00 1.25 1.12 1.41 1.26 1.17 1.18
RAB20 RAB20, member RAS oncochr13q34  GTP catabolic process --- 1.05 1.06 1.12 1.07 1.10 1.11 1.35 1.12 1.84 1.73 1.40 1.48
RAB21 RAB21, member RAS oncochr12q21.1  GTP catabolic process --- 1.14 1.10 1.04 -1.01 -1.02 -1.00 -1.01 -1.07 -1.07 -1.05 -1.12 -1.27
RAB21 RAB21, member RAS oncochr12q21.1  GTP catabolic process --- 1.28 1.33 1.19 1.24 -1.03 1.19 -1.42 1.19 -1.15 -1.31 -1.78 -1.55
RAB22A RAB22A, member RAS oncchr20q13.32  GTP catabolic process --- -1.06 1.03 1.11 1.02 -1.03 -1.11 -1.22 -1.05 -1.09 1.01 -1.54 -1.40
RAB22A RAB22A, member RAS oncchr20q13.32  endocytosis --- -1.09 -1.01 1.12 -1.15 1.10 1.07 -1.33 -1.32 -1.22 -1.01 -1.30 -1.25
RAB23 RAB23, member RAS oncochr6p11  autophagic vacuole assembly --- 1.08 1.27 1.20 -1.10 -1.34 1.15 -1.22 1.14 -1.14 -1.08 1.60 -1.02
RAB23 RAB23, member RAS oncochr6p11  autophagic vacuole assembly --- 1.27 1.31 1.16 -1.02 -1.01 1.35 -1.29 -1.29 -1.23 -1.17 1.44 -1.05
RAB27A RAB27A, member RAS oncchr15q15-q21.1  GTP catabolic process --- -1.04 -1.08 -1.04 -1.07 1.03 -1.04 -1.12 -1.02 1.14 1.55 -1.08 1.07
RAB27A RAB27A, member RAS oncchr15q15-q21.1  GTP catabolic process --- 1.03 1.03 1.05 1.10 -1.07 1.06 -1.08 1.16 1.20 1.36 -1.12 1.14
RAB27A RAB27A, member RAS oncchr15q15-q21.1  GTP catabolic process --- 1.03 1.04 1.03 1.05 1.01 1.00 -1.19 -1.05 1.29 1.42 -1.03 1.28
RAB27A RAB27A, member RAS oncchr15q15-q21.1  GTP catabolic process --- -1.05 -1.15 -1.03 1.26 1.16 -1.03 1.11 1.16 2.34 2.17 1.97 2.39
RAB27A RAB27A, member RAS oncchr15q15-q21.1  GTP catabolic process --- -1.15 -1.17 -1.01 1.23 -1.02 -1.08 1.17 1.25 2.68 2.48 1.93 2.33
RAB27B RAB27B, member RAS oncchr18q21.2  GTP catabolic process --- -1.58 -1.35 1.15 1.06 -1.00 1.14 1.60 1.28 1.62 1.33 2.00 2.34
RAB28 RAB28, member RAS oncochr4p15.33  mitotic cell cycle DNA_replication_Reactome // GenMAPP -1.05 1.04 -1.14 -1.12 -1.09 -1.05 -1.03 -1.04 -1.40 -1.46 -1.34 -1.43
RAB28 RAB28, member RAS oncochr4p15.33  GTP catabolic process --- -1.03 -1.07 1.02 1.04 -1.10 1.04 -1.15 -1.03 -1.32 -1.11 -1.22 -1.12
RAB2A RAB2A, member RAS oncochr8q12.1  mitotic cell cycle --- 1.12 1.17 1.05 -1.23 -1.05 1.02 -1.29 -1.02 -1.60 -1.53 -1.59 -1.99
RAB2A RAB2A, member RAS oncochr8q12.1  mitotic cell cycle --- -1.04 1.04 1.07 -1.07 1.04 1.04 -1.06 -1.01 1.47 1.43 1.71 1.79
RAB2A RAB2A, member RAS oncochr8q12.1  mitotic cell cycle --- -1.04 -1.05 1.03 -1.05 1.04 1.12 1.13 1.20 1.98 1.82 2.27 2.13
RAB30 RAB30, member RAS oncochr11q12-q14  GTP catabolic process --- 1.07 -1.07 1.10 1.17 1.08 1.15 -1.27 -1.13 -1.10 1.16 1.14 1.17
RAB30 RAB30, member RAS oncochr11q12-q14  GTP catabolic process --- -1.02 -1.02 1.10 1.05 1.06 1.11 -1.00 -1.05 1.18 1.36 1.50 1.39
RAB30 RAB30, member RAS oncochr11q12-q14  GTP catabolic process --- -1.15 1.17 1.15 -1.22 -1.02 -1.25 -1.09 -1.21 1.40 1.45 1.76 2.32
RAB30-AS1 RAB30 antisense RNA 1 (h--- 0 --- 1.40 1.46 -1.08 -1.04 1.05 1.02 -1.51 -1.04 -1.72 -2.00 -1.68 -1.33
RAB30-AS1 RAB30 antisense RNA 1 (h--- 0 --- 1.05 1.03 -1.09 1.01 1.06 1.07 1.06 1.12 -1.43 -1.53 -2.02 -1.82
RAB31 RAB31, member RAS oncochr18p11.3  GTP catabolic process --- -1.12 -1.17 1.08 -1.01 1.05 -1.00 1.07 -1.04 1.46 1.31 1.23 1.34
RAB32 RAB32, member RAS oncochr6q24.3  GTP catabolic process --- 1.14 1.14 -1.01 -1.02 -1.13 -1.10 1.08 1.04 1.54 1.33 2.17 1.61
RAB32 RAB32, member RAS oncochr6q24.3  small GTPase mediated signal transductio--- 1.20 1.16 -1.02 -1.12 1.04 1.04 1.06 1.15 1.18 1.05 1.73 1.31
RAB33A RAB33A, member RAS oncchrXq26.1  GTP catabolic process --- 1.00 1.28 -1.07 1.10 1.09 1.21 -1.44 1.12 -1.18 1.20 -1.66 -2.01
RAB33B RAB33B, member RAS oncchr4q28  GTP catabolic process --- -1.00 -1.22 1.01 1.03 1.08 1.08 1.00 -1.18 -1.20 -1.05 1.23 1.28
RAB35 RAB35, member RAS oncochr12q24.31  cytokinesis --- 1.01 -1.13 1.19 -1.13 -1.03 1.05 1.08 1.04 1.33 1.13 1.16 -1.12
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RAB38 RAB38, member RAS oncochr11q14  GTP catabolic process --- 1.02 -1.03 -1.01 -1.20 1.01 1.06 1.01 -1.01 -1.63 -1.53 -1.58 -2.02
RAB3C RAB3C, member RAS oncochr5q13  GTP catabolic process --- 9.76 13.06 6.46 -2.23 5.83 3.39 -3.13 2.42 2.29 2.02 4.55 3.95
RAB3D RAB3D, member RAS oncochr19p13.2  GTP catabolic process --- 1.21 -1.03 1.34 1.33 1.12 1.20 -1.03 -1.12 1.38 1.47 1.56 1.46
RAB3GAP1 RAB3 GTPase activating prchr2q21.3  brain development --- -1.09 -1.03 -1.02 -1.15 1.10 1.05 1.03 1.06 -1.16 -1.02 -1.07 -1.16
RAB3GAP1 RAB3 GTPase activating prchr2q21.3  brain development --- -1.10 -1.06 -1.09 -1.06 1.18 1.02 1.39 1.03 1.14 1.17 1.76 1.99
RAB3IP RAB3A interacting protein chr12q15  Golgi to plasma membrane transport --- 1.13 1.12 1.05 1.09 -1.17 -1.06 1.29 1.00 1.19 1.57 1.67 1.49
RAB3IP RAB3A interacting protein chr12q15  transport --- 1.15 1.14 -1.06 -1.02 1.07 1.05 1.04 1.08 1.21 1.55 1.49 1.36
RAB40AL RAB40A, member RAS oncchrXq22.2  GTP catabolic process --- 1.02 -1.97 -1.37 -1.04 1.29 1.29 -1.28 1.18 -1.33 -2.11 -2.77 -2.68
RAB40B RAB40B, member RAS oncchr17q25.3  GTP catabolic process --- -1.02 1.02 1.10 1.03 -1.04 -1.06 -1.17 1.20 -1.98 -1.46 -1.84 -1.78
RAB40C RAB40C, member RAS oncchr16p13.3  small GTPase mediated signal transductio--- -1.05 -1.06 -1.02 -1.00 1.44 1.19 1.51 1.20 1.59 2.17 1.47 1.98
RAB40C RAB40C, member RAS oncchr16p13.3  GTP catabolic process --- 1.21 -1.06 -1.06 1.02 -1.05 1.06 1.27 1.14 1.36 2.11 1.51 2.01
RAB40C RAB40C, member RAS oncchr16p13.3  GTP catabolic process --- 1.21 -1.87 1.00 1.57 1.30 1.33 1.13 -1.12 1.82 -1.09 1.24 1.15
RAB4A /// SPRAB4A, member RAS oncochr1q42-q43 /// chr1 GTP catabolic process --- 1.01 1.19 -1.15 -1.16 -1.06 -1.08 -1.00 1.08 -1.03 1.04 -1.03 -1.12
RAB4A /// SPRAB4A, member RAS oncochr1q42-q43 /// chr1 GTP catabolic process --- -1.04 -1.02 -1.05 -1.04 -1.15 -1.08 -1.42 -1.23 -1.60 -1.31 -1.63 -1.56
RAB5A RAB5A, member RAS oncochr3p24-p22  GTP catabolic process --- -1.16 -1.03 1.10 1.01 1.02 -1.10 -1.05 1.16 1.40 1.28 1.68 1.50
RAB5C RAB5C, member RAS oncochr17q21.2  GTP catabolic process --- -1.01 -1.02 -1.00 -1.13 1.12 1.01 1.03 -1.01 1.16 1.20 1.05 1.18
RAB6A RAB6A, member RAS oncochr11q13.3  protein targeting to Golgi --- -1.26 1.10 -1.11 -1.23 1.23 1.03 1.24 1.59 1.61 1.01 2.17 1.46
RAB6A RAB6A, member RAS oncochr11q13.3  protein targeting to Golgi --- -1.01 1.04 -1.03 1.00 -1.07 1.01 -1.05 -1.04 1.10 1.27 1.07 1.08
RAB6B RAB6B, member RAS oncochr3q22.1  GTP catabolic process --- 1.44 1.56 1.49 1.71 -1.43 -1.75 1.17 1.64 2.93 3.13 1.39 2.52
RAB6B RAB6B, member RAS oncochr3q22.1  GTP catabolic process --- -1.93 -1.66 1.27 1.03 -2.26 1.01 1.24 1.26 2.52 2.63 1.15 1.96
RAB6B RAB6B, member RAS oncochr3q22.1  GTP catabolic process --- -1.13 -1.84 1.36 1.24 1.00 -1.44 1.15 1.17 1.26 -1.17 10.54 8.07
RAB7A RAB7A, member RAS oncochr3q21.3  GTP catabolic process --- 1.12 1.32 1.40 1.29 1.04 1.11 1.20 1.02 -3.58 -2.65 -2.28 -1.44
RAB7B RAB7B, member RAS oncochr1q32  transport --- -3.89 -2.56 1.06 1.41 -3.08 -1.11 -2.22 1.83 1.46 -1.41 2.21 1.80
RAB7L1 RAB7, member RAS oncogchr1q32  GTP catabolic process --- 1.04 1.04 1.06 1.02 1.00 -1.03 -1.02 -1.03 1.07 1.12 1.40 1.21
RAB7L1 RAB7, member RAS oncogchr1q32  GTP catabolic process --- -1.17 -1.21 1.04 -1.03 -1.00 1.10 -1.33 -1.03 -1.17 1.15 1.18 1.23
RAB8B RAB8B, member RAS oncochr15q22.2  GTP catabolic process --- 1.03 1.08 1.31 1.03 1.45 -1.10 1.55 1.32 1.21 1.02 1.81 1.22
RAB9A RAB9A, member RAS oncochrXp22.2  GTP catabolic process --- 1.11 1.08 1.03 -1.08 -1.06 -1.11 1.10 1.03 1.09 1.03 1.35 1.12
RABAC1 Rab acceptor 1 (prenylated) chr19q13.2 0 --- -1.08 -1.08 1.05 -1.07 1.13 1.03 1.15 -1.01 1.23 1.08 1.25 1.31
RABEP1 rabaptin, RAB GTPase bindchr17p13.2  cytokinesis --- -1.00 -1.08 -1.00 1.02 1.05 1.08 -1.03 1.03 -1.82 -1.56 -1.61 -1.59
RABEP1 rabaptin, RAB GTPase bindchr17p13.2  cytokinesis --- -1.11 -1.19 1.02 1.08 1.02 1.11 1.06 1.14 -1.32 -1.12 -1.51 -1.30
RABEP2 rabaptin, RAB GTPase bindchr16p11.2  cytokinesis --- 1.01 1.04 -1.11 -1.10 -1.15 -1.12 -1.02 1.44 -1.01 -1.39 -1.30 -1.36
RABEPK Rab9 effector protein with kchr9q33.3  receptor-mediated endocytosis --- -1.18 -1.18 -1.02 -1.03 1.01 -1.10 1.16 1.15 1.11 1.16 1.28 1.28
RABGAP1L RAB GTPase activating prochr1q24  regulation of Rab GTPase activity --- 1.09 1.09 -1.25 -1.02 1.10 1.24 1.03 1.11 -1.13 -1.45 -1.66 -2.12
RABGAP1L RAB GTPase activating prochr1q24  regulation of Rab GTPase activity --- -1.06 -1.25 1.03 -1.12 -1.04 1.11 -1.21 -1.06 -1.55 -1.21 -1.11 -1.05
RABGGTA Rab geranylgeranyltransferachr14q11.2  cellular protein modification process --- 1.00 -1.10 -1.05 1.04 -1.03 -1.21 1.02 1.13 -1.16 -1.29 -1.17 -1.26
RABL2A /// RRAB, member of RAS oncochr22q13.33 /// chr2 GTP catabolic process --- 1.19 1.14 -1.03 -1.05 -1.08 1.10 -1.23 -1.17 -1.60 -1.66 -1.67 -1.96
RABL2A /// RRAB, member of RAS oncochr22q13.33 /// chr2 GTP catabolic process --- 1.09 1.10 1.27 1.12 1.22 1.01 1.12 1.00 -1.59 -1.58 -3.32 -2.26
RABL3 RAB, member of RAS oncochr3q13.33  small GTPase mediated signal transductio--- 1.17 1.21 1.01 1.03 1.06 1.04 -1.15 -1.11 -1.08 1.19 -1.27 -1.50
RABL3 RAB, member of RAS oncochr3q13.33  small GTPase mediated signal transductio--- 1.09 -1.00 1.16 1.11 1.02 -1.14 1.20 1.12 1.00 1.07 -1.37 -1.38
RABL5 RAB, member RAS oncogechr7q22.1  small GTPase mediated signal transductio--- -1.24 -1.14 1.13 1.16 1.27 1.12 1.25 1.04 -1.03 -1.39 -1.48 -1.25
RABL6 RAB, member RAS oncogechr9q34.3  small GTPase mediated signal transductio--- 1.04 -1.06 -1.03 1.00 -1.10 -1.14 1.10 1.25 1.53 1.35 1.18 1.25
RABL6 RAB, member RAS oncogechr9q34.3  small GTPase mediated signal transductio--- -1.02 -1.07 -1.00 1.01 -1.04 -1.03 -1.08 -1.02 -1.03 -1.12 -2.21 -2.29
RABL6 RAB, member RAS oncogechr9q34.3  small GTPase mediated signal transductio--- -1.04 1.04 1.13 -1.06 -1.07 -1.08 -1.04 1.02 1.10 1.05 1.27 1.36
RAC1 ras-related C3 botulinum toxchr7p22  auditory receptor cell morphogenesis G13_Signaling_Pathway // GenMAPP /// G1 1.06 1.07 -1.12 -1.17 -1.11 -1.13 -1.20 -1.18 1.16 1.18 1.23 1.16
RAC1 ras-related C3 botulinum toxchr7p22  auditory receptor cell morphogenesis G13_Signaling_Pathway // GenMAPP /// G1 -1.07 -1.04 -1.02 1.07 1.05 -1.02 1.15 1.07 1.49 1.17 1.20 1.25
RAC1 ras-related C3 botulinum toxchr7p22  auditory receptor cell morphogenesis G13_Signaling_Pathway // GenMAPP /// G1 1.17 1.11 1.12 -1.07 -1.05 1.01 -1.34 -1.27 -1.01 1.17 1.13 1.08
RAC2 ras-related C3 botulinum toxchr22q13.1  GTP catabolic process Integrin-mediated_cell_adhesion_KEGG // G 1.07 -1.16 -1.14 1.56 1.37 1.08 -1.14 -1.15 1.10 1.28 1.52 1.59
RAC2 ras-related C3 botulinum toxchr22q13.1  GTP catabolic process Integrin-mediated_cell_adhesion_KEGG // G 1.02 1.02 1.00 -1.01 1.02 1.09 1.23 -1.01 1.57 1.53 1.42 1.49
RACGAP1P Rac GTPase activating prot chr12q12  signal transduction --- 1.68 1.43 2.20 1.92 -2.12 -1.12 -2.15 -1.41 1.29 -1.05 -1.43 2.07
RAD1 RAD1 homolog (S. pombe) chr5p13.2  cell cycle checkpoint --- -1.09 -1.03 1.05 -1.07 1.11 1.03 1.01 1.00 -1.27 -1.23 1.09 1.02
RAD1 RAD1 homolog (S. pombe) chr5p13.2  cell cycle checkpoint --- 1.05 1.17 1.07 1.04 -1.08 -1.00 -1.10 -1.02 1.15 1.04 1.00 1.04
RAD1 RAD1 homolog (S. pombe) chr5p13.2  cell cycle checkpoint --- 1.01 -1.05 -1.00 1.05 -1.13 -1.07 -1.01 1.12 -1.17 -1.10 1.05 1.08
RAD17 RAD17 homolog (S. pombechr5q13  cell cycle checkpoint --- -1.03 -1.02 1.17 1.10 1.28 1.10 1.03 1.00 -1.46 -1.41 -1.00 -1.05
RAD17 RAD17 homolog (S. pombechr5q13  cell cycle checkpoint --- -1.04 -1.06 1.07 1.02 1.19 1.11 1.14 -1.08 -1.39 -1.38 1.10 1.05
RAD17 RAD17 homolog (S. pombechr5q13  cell cycle checkpoint --- 1.11 -1.02 1.08 1.12 1.03 1.16 -1.06 -1.09 -1.38 -1.21 -1.13 -1.13
RAD18 RAD18 homolog (S. cerevischr3p25-p24  DNA repair --- 1.01 -1.08 1.17 1.14 -1.03 -1.01 1.00 -1.08 -1.59 -1.25 1.05 1.06
RAD18 RAD18 homolog (S. cerevischr3p25-p24  DNA repair --- 1.15 1.10 -1.42 -1.89 -1.64 -1.37 -1.04 1.53 1.16 -1.11 1.78 1.86
RAD18 RAD18 homolog (S. cerevischr3p25-p24  DNA repair --- 1.03 -1.05 1.00 1.20 1.01 -1.01 -1.06 -1.20 1.60 1.41 1.28 1.43
RAD21 RAD21 homolog (S. pombechr8q24  M phase of mitotic cell cycle --- 1.10 1.07 1.04 1.09 -1.07 1.09 -1.15 -1.12 -1.03 1.00 -1.12 -1.19
RAD21-AS1 RAD21 antisense RNA 1 chr8q24.11 0 --- 1.25 -1.28 1.21 1.16 -1.06 1.29 1.04 -1.38 -4.34 -1.63 -1.38 -1.01
RAD23A RAD23 homolog A (S. cerechr19p13.2  DNA repair --- -1.04 -1.02 1.00 1.02 -1.00 -1.05 1.18 1.05 1.35 1.19 1.24 1.26
RAD50 RAD50 homolog (S. cerevischr5q31  regulation of mitotic recombination --- -1.05 -1.05 -1.01 -1.04 -1.02 -1.04 1.00 1.03 -2.18 -2.05 -1.74 -1.59
RAD50 RAD50 homolog (S. cerevischr5q31  regulation of mitotic recombination --- -1.16 -1.20 -1.04 1.01 1.13 -1.00 1.24 1.27 -1.10 -1.21 -1.05 1.04
RAD51AP1 RAD51 associated protein 1chr12p13.2-p13.1  double-strand break repair via homologou--- 1.29 1.12 -1.12 -1.05 -1.20 -1.04 -1.32 -1.31 -1.55 -1.49 -1.54 -1.69
RAD51-AS1 RAD51 antisense RNA 1 (hchr15q15.1 0 --- 1.20 1.22 -1.00 1.12 1.32 1.18 1.08 1.13 -2.01 -1.83 -1.61 -1.28
RAD51B RAD51 homolog B (S. cere chr14q23-q24.2  DNA metabolic process --- -1.06 -1.15 1.26 2.16 3.02 3.18 -1.05 1.04 -2.44 -2.49 -1.63 -1.35
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RAD51B RAD51 homolog B (S. cere chr14q23-q24.2  DNA metabolic process --- 1.11 1.01 -1.04 -1.04 1.07 -1.08 1.01 1.01 -2.60 -1.64 -1.93 -2.02
RAD51B RAD51 homolog B (S. cere chr14q23-q24.2  DNA metabolic process --- -1.31 -2.25 -1.79 -2.31 -2.68 1.90 1.67 1.14 -2.22 -1.91 -7.17 -5.87
RAD51C RAD51 homolog C (S. cere chr17q25.1  DNA metabolic process --- -1.03 -1.06 -1.05 -1.02 -1.00 -1.03 -1.10 1.08 -1.31 -1.38 -1.26 -1.12
RAD51D RAD51 homolog D (S. cerechr17q11  DNA metabolic process --- -1.08 -1.07 1.06 1.14 1.01 1.32 1.07 1.14 -2.03 -1.66 -2.49 -1.82
RAD51D RAD51 homolog D (S. cerechr17q11  DNA metabolic process --- -1.03 1.07 -1.03 1.02 1.35 1.23 -1.21 -1.03 -1.17 -1.25 -1.75 -1.81
RAD52 RAD52 homolog (S. cerevischr12p13-p12.2  double-strand break repair via homologou--- 1.15 -2.73 -1.19 1.13 -1.34 -1.06 1.52 1.51 -1.89 -1.23 -1.63 -1.12
RAD52 RAD52 homolog (S. cerevischr12p13-p12.2  double-strand break repair via homologou--- -1.12 -1.09 -1.01 -1.04 1.21 1.22 -1.05 -1.03 -1.60 -1.47 -1.48 -1.48
RAD52 RAD52 homolog (S. cerevischr12p13-p12.2  double-strand break repair via homologou--- 1.54 1.31 1.32 1.64 1.41 -1.09 1.12 -1.14 -1.43 -1.27 -1.31 -1.44
RAD54L RAD54-like (S. cerevisiae) chr1p32  double-strand break repair via homologou--- 1.10 -1.03 1.28 1.24 1.05 -1.03 1.19 1.24 1.05 1.05 -1.20 -1.35
RAD54L2 RAD54-like 2 (S. cerevisiaechr3p21.2 0 --- -1.10 -1.10 1.09 -1.04 1.16 1.04 -1.05 1.08 -1.02 -1.13 1.13 1.06
RAE1 RAE1 RNA export 1 homolchr20q13.31  mitotic cell cycle --- -1.03 -1.00 -1.05 -1.03 1.01 -1.12 1.05 1.04 1.18 1.06 1.26 1.25
RAF1 v-raf-1 murine leukemia vir chr3p25  MAPK cascade MAPK_Cascade // GenMAPP 1.19 1.15 -1.04 -1.09 1.26 1.26 -1.18 1.20 -1.79 -1.69 -1.50 -1.31
RAG1 recombination activating gechr11p13  adaptive immune response --- 2.51 2.69 -2.24 1.31 -1.27 -1.39 1.29 1.10 -1.25 -1.07 1.15 1.30
RAI14 retinoic acid induced 14 chr5p13.3-p13.2  vesicle-mediated transport --- 1.08 1.08 -1.01 -1.07 -1.01 1.02 1.01 -1.10 -1.02 -1.04 -1.15 -1.23
RALA v-ral simian leukemia viral chr7p15-p13  cytokinesis --- 1.19 1.03 -1.05 1.11 1.06 1.04 1.16 1.07 1.94 1.80 2.12 1.87
RALA v-ral simian leukemia viral chr7p15-p13  cytokinesis --- -1.04 -1.01 -1.06 1.01 -1.03 1.00 -1.03 -1.08 -1.08 -1.03 -1.03 -1.07
RALBP1 ralA binding protein 1 chr18p11.3  ATP catabolic process --- 1.02 1.04 1.11 1.03 -1.05 -1.02 1.08 1.08 1.12 1.14 1.22 1.17
RALGAPA2 Ral GTPase activating protechr20p11.22  cellular membrane organization --- -1.11 -1.11 1.01 -1.06 1.07 -1.12 -1.04 -1.11 -1.18 -1.02 1.12 1.26
RALGAPB Ral GTPase activating protechr20q11.23  cellular membrane organization --- -1.14 -1.13 1.03 1.03 1.00 -1.20 1.14 1.01 -1.14 -1.07 -1.35 -1.37
RALGAPB Ral GTPase activating protechr20q11.23  cellular membrane organization --- 1.11 1.03 1.02 -1.06 1.01 1.00 -1.18 -1.11 -1.71 -1.47 -1.59 -1.64
RALGDS ral guanine nucleotide dissochr9q34.3  signal transduction --- -1.07 1.04 -1.06 1.00 -1.14 1.07 1.02 -1.19 1.08 1.00 -1.04 1.39
RALGPS2 Ral GEF with PH domain anchr1q25.2  small GTPase mediated signal transductio--- 1.29 -1.02 1.02 1.11 -1.05 -1.06 1.10 -1.16 -2.15 -1.78 1.46 -1.32
RALGPS2 Ral GEF with PH domain anchr1q25.2  small GTPase mediated signal transductio--- 1.06 2.04 1.41 1.05 1.05 1.03 1.28 1.28 1.12 1.17 1.68 1.40
RAN RAN, member RAS oncogechr12q24.3  GTP catabolic process --- 1.06 1.02 -1.00 -1.00 -1.03 1.09 -1.12 -1.08 -1.52 -1.29 -1.55 -1.35
RANBP10 RAN binding protein 10 chr16q22.1  microtubule cytoskeleton organization --- 1.01 -1.04 -1.01 -1.00 -1.07 -1.08 -1.04 1.09 -1.66 -1.58 -1.64 -1.52
RANBP10 RAN binding protein 10 chr16q22.1  microtubule cytoskeleton organization --- 1.03 -1.01 -1.05 -1.09 -1.04 1.05 1.05 1.07 -1.75 -1.48 -1.52 -1.36
RANBP17 RAN binding protein 17 chr5q34  protein import into nucleus --- -1.20 1.01 1.34 1.54 -1.57 -1.24 1.16 1.16 -2.15 -1.45 -2.66 -2.91
RANBP2 RAN binding protein 2 chr2q12.3  M phase of mitotic cell cycle --- -1.01 1.04 -1.04 -1.09 1.07 1.05 -1.25 -1.27 -2.64 -2.53 -2.07 -1.77
RANBP2 RAN binding protein 2 chr2q12.3  M phase of mitotic cell cycle --- -1.09 -1.01 1.14 1.04 1.03 1.03 -1.11 -1.05 -1.25 -1.14 -1.08 -1.13
RANBP2 RAN binding protein 2 chr2q12.3  M phase of mitotic cell cycle --- 1.08 1.14 1.12 1.19 -1.08 1.06 -1.30 -1.02 -2.97 -2.21 -2.03 -2.14
RANBP3 RAN binding protein 3 chr19p13.3  transport --- 1.20 1.20 1.09 1.17 1.03 -1.18 1.27 1.03 1.50 1.14 1.38 1.38
RANBP3 RAN binding protein 3 chr19p13.3  transport --- -1.05 -1.08 1.05 -1.04 1.10 -1.01 1.11 1.02 -1.30 -1.37 -1.41 -1.27
RANBP6 RAN binding protein 6 chr9p24.1  transport --- 1.00 -1.05 -1.04 1.06 -1.03 1.06 -1.16 1.01 -1.21 -1.07 -1.32 -1.13
RANBP9 RAN binding protein 9 chr6p23  protein complex assembly --- -1.09 1.06 1.35 1.06 1.15 1.58 1.07 -1.09 -2.38 -2.27 -1.11 -3.30
RANBP9 RAN binding protein 9 chr6p23  protein complex assembly --- -1.02 1.05 1.10 1.06 1.25 -1.04 -1.00 -1.39 -1.38 -1.30 1.00 -1.52
RANBP9 RAN binding protein 9 chr6p23  protein complex assembly --- 1.04 -1.01 -1.05 1.05 -1.05 1.10 -1.12 -1.01 -1.45 -1.19 -1.47 -1.41
RANGAP1 Ran GTPase activating prot chr22q13  M phase of mitotic cell cycle --- -1.06 1.05 -1.04 -1.11 1.10 1.11 -1.01 1.03 1.30 1.14 1.02 1.26
RANGAP1 Ran GTPase activating prot chr22q13  M phase of mitotic cell cycle --- 1.07 -1.08 -1.01 -1.09 1.09 1.06 -1.02 1.11 1.02 1.00 1.41 1.43
RANGAP1 Ran GTPase activating prot chr22q13  M phase of mitotic cell cycle --- -1.14 -1.19 1.00 1.03 1.12 1.09 -1.04 -1.11 1.13 1.02 1.15 1.21
RAP1A RAP1A, member of RAS onchr1p13.3  activation of MAPKK activity --- 1.01 -1.03 -1.01 -1.16 1.03 1.04 -1.38 -1.22 -1.08 -1.01 -1.33 -1.17
RAP1GAP2 RAP1 GTPase activating pr chr17p13.3  positive regulation of GTPase activity --- 1.01 -1.02 1.11 1.25 1.04 1.02 1.07 1.04 -1.09 -1.02 1.08 1.23
RAP1GDS1 RAP1, GTP-GDP dissociatichr4q23-q25  positive regulation of GTPase activity --- 1.15 1.07 -1.05 -1.08 -1.01 1.03 -1.15 -1.11 -1.40 -1.23 -1.29 -1.47
RAP1GDS1 RAP1, GTP-GDP dissociatichr4q23-q25  positive regulation of GTPase activity --- 1.44 -1.35 1.45 1.47 1.17 1.07 1.22 1.29 2.40 2.67 2.75 3.05
RAP2A RAP2A, member of RAS onchr13q34  GTP catabolic process --- 1.06 1.14 -1.06 -1.13 -1.13 -1.03 -1.09 -1.10 -1.22 -1.12 -1.22 -1.37
RAP2A RAP2A, member of RAS onchr13q34  GTP catabolic process --- -1.31 1.05 -1.22 -1.15 -1.08 -1.32 1.11 -1.19 -1.62 -1.05 -1.68 -1.50
RAP2A RAP2A, member of RAS onchr13q34  GTP catabolic process --- -1.18 1.01 -1.13 -1.01 -1.14 -1.08 -1.00 -1.21 -1.27 -1.20 -1.88 -2.07
RAPGEF1 Rap guanine nucleotide exc chr9q34.3  activation of MAPKK activity Integrin-mediated_cell_adhesion_KEGG // G -1.16 -1.20 1.03 1.04 1.03 1.01 -1.06 -1.01 -1.25 -1.08 -1.43 -1.23
RAPGEF1 Rap guanine nucleotide exc chr9q34.3  activation of MAPKK activity Integrin-mediated_cell_adhesion_KEGG // G -1.17 -1.09 1.09 1.00 1.06 1.03 -1.15 -1.11 -1.58 -1.17 -1.22 -1.19
RAPGEF2 Rap guanine nucleotide exc chr4q32.1  MAPK cascade --- 1.13 1.07 -1.04 -1.12 -1.11 1.03 -1.31 -1.08 -1.54 -1.38 -1.25 -1.39
RAPGEF5 Rap guanine nucleotide exc chr7p15.3  small GTPase mediated signal transductio--- 1.98 5.89 -1.80 -6.02 7.71 2.59 2.71 -1.68 13.07 22.61 6.09 5.94
RAPGEFL1 Rap guanine nucleotide exc chr17q21.1  signal transduction --- -1.07 -1.01 -1.00 1.20 1.03 1.01 -1.05 1.13 1.17 -1.10 -1.28 -1.11
RAPH1 Ras association (RalGDS/Achr2q33  cell-matrix adhesion --- 1.05 1.16 -1.04 -1.21 -1.07 -1.01 -1.15 -1.01 1.24 1.21 1.59 1.22
RAPH1 Ras association (RalGDS/Achr2q33  cell-matrix adhesion --- 1.24 1.27 1.03 -1.19 -1.06 1.07 -1.03 -1.08 1.24 1.21 1.83 1.20
RAPH1 Ras association (RalGDS/Achr2q33  cell-matrix adhesion --- 1.01 1.12 1.21 1.09 1.04 1.17 1.00 1.11 1.21 1.40 1.61 1.49
RARA retinoic acid receptor, alphachr17q21  negative regulation of transcription from --- 1.43 1.29 1.03 -1.05 -1.10 -1.07 1.28 1.30 -1.43 -1.05 1.27 1.66
RARA retinoic acid receptor, alphachr17q21  negative regulation of transcription from --- 1.23 1.34 -1.01 -1.38 -1.10 1.01 1.22 1.11 1.65 1.51 1.55 1.86
RARB retinoic acid receptor, beta chr3p24.2  negative regulation of transcription from Nuclear_Receptors // GenMAPP -1.69 1.20 1.10 1.36 1.06 -1.20 1.31 -1.77 -1.94 -3.39 -1.99 -1.95
RARG retinoic acid receptor, gammchr12q13  negative regulation of transcription from Nuclear_Receptors // GenMAPP 1.12 -1.29 1.38 1.29 1.07 -1.18 1.02 1.15 1.29 1.08 1.39 1.24
RARRES1 retinoic acid receptor responchr3q25.32  negative regulation of cell proliferation --- 1.02 -1.01 1.04 -1.07 -1.10 1.03 -1.10 1.01 1.08 1.05 -1.12 -1.96
RARRES1 retinoic acid receptor responchr3q25.32  negative regulation of cell proliferation --- 1.19 1.05 -1.03 -1.06 -1.33 -1.18 1.07 1.06 1.63 1.16 2.04 1.42
RARRES1 retinoic acid receptor responchr3q25.32  negative regulation of cell proliferation --- 1.16 1.07 1.02 1.06 -1.10 1.01 1.23 1.21 1.66 1.25 1.86 1.52
RARRES3 retinoic acid receptor responchr11q23  lipid metabolic process --- 1.03 1.08 -1.05 1.09 -1.40 -1.23 4.83 3.35 4.42 3.36 1.75 1.47
RARS arginyl-tRNA synthetase chr5q35.1  translation --- 1.24 1.03 1.46 1.19 -1.31 1.36 -1.09 1.04 1.21 1.49 1.46 1.41
RARS2 arginyl-tRNA synthetase 2, chr6q16.1  translation --- 1.45 -1.03 -1.01 1.14 1.06 1.34 1.78 1.23 1.06 1.05 1.43 -1.08
RASA2 RAS p21 protein activator 2chr3q22-q23  signal transduction --- 1.23 1.51 1.09 -1.08 -1.03 1.08 1.13 -1.01 1.22 1.18 2.35 1.36
RASA2 RAS p21 protein activator 2chr3q22-q23  signal transduction --- -1.22 -1.05 1.16 -1.23 -1.11 -1.04 1.08 1.14 1.15 1.07 1.84 1.37
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RASA3 RAS p21 protein activator 3chr13q34  signal transduction MAPK_Cascade // GenMAPP -1.06 -1.03 1.04 -1.11 -1.03 -1.07 1.08 1.03 -1.02 -1.02 1.49 1.41
RASAL1 RAS protein activator like 1chr12q23-q24  signal transduction --- -1.35 -1.02 -1.41 -1.43 -1.62 -2.37 1.75 -1.09 2.00 1.42 -1.21 -1.19
RASAL2 RAS protein activator like 2chr1q24  signal transduction --- -1.54 -2.44 1.53 1.21 1.77 3.27 -4.23 -1.62 -5.17 -3.29 7.07 7.22
RASAL2 RAS protein activator like 2chr1q24  signal transduction --- 1.10 1.00 1.01 1.02 -1.11 -1.01 -1.13 1.01 -1.42 -1.48 -1.12 -1.23
RASAL2 RAS protein activator like 2chr1q24  signal transduction --- 1.94 1.11 -1.03 -1.23 1.09 -1.08 -1.05 1.14 -2.36 -2.67 -1.59 -1.69
RASD1 RAS, dexamethasone-inducchr17p11.2  GTP catabolic process --- -1.04 -1.05 -1.14 1.17 2.16 1.02 -1.37 -1.09 2.70 1.98 4.06 2.90
RASD2 RASD family, member 2 chr22q13.1  synaptic transmission, dopaminergic --- 1.14 1.24 -1.24 1.89 -1.09 -1.09 -1.35 1.11 2.27 3.26 2.33 3.46
RASEF RAS and EF-hand domain cchr9q21.32  GTP catabolic process --- 1.11 1.19 1.06 1.18 1.09 1.07 -1.24 1.03 -2.28 -1.45 -1.34 -1.81
RASEF RAS and EF-hand domain cchr9q21.32  small GTPase mediated signal transductio--- 1.02 -1.00 1.14 1.03 1.07 1.04 1.05 1.01 -1.96 -1.89 -2.18 -2.14
RASEF RAS and EF-hand domain cchr9q21.32  small GTPase mediated signal transductio--- 1.06 -1.11 1.10 1.03 1.14 1.10 1.03 -1.05 -2.34 -2.10 -2.60 -2.50
RASGEF1A RasGEF domain family, mechr10q11.21  small GTPase mediated signal transductio--- -3.55 -2.00 2.07 -4.01 1.07 1.41 2.55 2.64 2.17 1.34 2.42 3.07
RASGRF1 Ras protein-specific guaninechr15q24.2  apoptotic process --- -1.02 1.31 -1.08 1.41 -2.08 -2.29 -1.26 -1.50 2.20 1.20 -1.31 1.65
RASGRF2 Ras protein-specific guaninechr5q13  apoptotic process --- -3.02 1.05 -1.20 -2.08 -1.55 1.07 1.40 1.30 2.80 1.75 2.15 1.89
RASL10B RAS-like, family 10, memb chr17q12  regulation of systemic arterial blood pres --- -1.12 -1.02 -1.03 1.35 1.14 1.25 -1.24 1.02 -1.21 -1.18 -1.34 -1.25
RASSF1 Ras association (RalGDS/Achr3p21.3  response to DNA damage stimulus --- 1.03 1.14 -1.17 -1.17 1.03 -1.13 -1.13 1.13 1.04 1.26 1.42 1.44
RASSF3 Ras association (RalGDS/Achr12q14.2  signal transduction --- -1.13 -1.12 -1.10 1.14 -1.16 1.03 -1.04 1.32 1.24 1.25 -1.25 -1.08
RASSF4 Ras association (RalGDS/Achr10q11.21  cell cycle --- -1.45 -1.35 -1.23 1.60 1.05 -1.14 -1.18 -2.09 3.02 4.58 1.41 1.79
RASSF9 Ras association (RalGDS/Achr12q21.31  protein targeting --- -1.46 -1.25 1.15 1.58 1.69 -1.35 2.64 2.12 -1.24 -1.15 -1.35 -2.41
RAVER2 ribonucleoprotein, PTB-bin chr1p31.3 0 --- 1.04 1.01 -1.04 -1.05 -1.00 1.01 -1.16 -1.22 -1.62 -1.36 -1.53 -1.45
RB1CC1 RB1-inducible coiled-coil 1chr8q11  autophagic vacuole assembly --- 1.13 1.04 -1.06 -1.02 -1.08 1.08 -1.27 -1.07 -1.40 -1.31 -1.29 -1.55
RB1CC1 RB1-inducible coiled-coil 1chr8q11  autophagic vacuole assembly --- 1.04 1.04 1.02 -1.04 -1.09 1.02 -1.09 -1.13 -1.39 -1.23 -1.05 -1.12
RBAK /// RBARB-associated KRAB zinc fchr7p22.1  transcription, DNA-dependent --- 1.07 1.05 1.12 1.06 1.14 1.16 1.11 1.04 1.14 1.17 1.52 1.54
RBAK /// RBARB-associated KRAB zinc fchr7p22.1  transcription, DNA-dependent --- -1.01 -1.04 -1.01 -1.28 -1.06 1.01 -1.30 -1.29 1.04 1.29 1.75 1.42
RBAK /// RBARB-associated KRAB zinc fchr7p22.1  transcription, DNA-dependent --- 1.02 1.06 1.20 1.13 1.04 1.12 1.03 1.04 -1.39 1.02 1.22 1.32
RBBP4 retinoblastoma binding prot chr1p35.1  mitotic cell cycle --- 1.13 -1.00 1.20 1.25 1.01 1.26 1.26 1.13 -2.00 -1.73 -1.79 -1.47
RBBP4 retinoblastoma binding prot chr1p35.1  mitotic cell cycle --- 1.42 1.32 1.03 1.08 -1.07 1.20 -1.32 -1.17 -1.56 -1.45 -1.37 -1.83
RBBP4 retinoblastoma binding prot chr1p35.1  mitotic cell cycle --- -1.13 -1.06 1.04 1.06 1.11 1.07 -1.14 -1.10 1.33 1.40 1.14 1.27
RBBP4 retinoblastoma binding prot chr1p35.1  mitotic cell cycle --- -1.03 -1.05 1.02 -1.04 -1.03 1.05 1.07 1.05 1.21 1.11 1.48 1.39
RBBP4 retinoblastoma binding prot chr1p35.1  mitotic cell cycle --- 1.07 1.01 1.06 -1.14 1.14 1.38 -1.32 -1.19 1.26 1.63 1.22 -1.01
RBBP6 retinoblastoma binding prot chr16p12.2  protein ubiquitination --- 1.02 -1.13 1.09 1.05 -1.04 -1.02 -1.10 1.09 -1.06 -1.12 -1.22 -1.43
RBBP6 retinoblastoma binding prot chr16p12.2  protein ubiquitination --- -1.17 -1.10 1.17 1.09 -1.04 -1.08 -1.22 1.09 1.58 1.36 1.43 1.57
RBBP6 retinoblastoma binding prot chr16p12.2  protein ubiquitination --- 1.11 1.09 -1.01 -1.19 -1.03 1.19 -1.39 -1.28 -1.93 -2.11 -1.13 -1.38
RBBP6 retinoblastoma binding prot chr16p12.2  protein ubiquitination --- 1.16 1.10 1.04 -1.02 -1.09 -1.04 -1.23 -1.06 1.26 1.14 1.48 1.47
RBBP6 retinoblastoma binding prot chr16p12.2  protein ubiquitination --- 1.12 1.04 1.02 -1.02 -1.28 -1.12 -1.50 1.15 -1.02 -1.03 1.25 1.17
RBBP9 retinoblastoma binding prot chr20p11.2  regulation of cell proliferation --- 1.21 1.06 1.03 -1.03 1.00 1.08 -1.29 -1.11 -1.66 -1.42 -2.09 -2.12
RBCK1 RanBP-type and C3HC4-typchr20p13  protein polyubiquitination --- -1.06 -1.03 1.00 1.01 1.06 -1.02 1.24 1.07 1.48 1.32 1.47 1.47
RBFA ribosome binding factor A (chr18q23  rRNA processing --- 1.32 1.17 -1.25 1.36 1.23 1.10 -1.23 -2.07 2.72 2.04 2.93 2.15
RBFOX1 RNA binding protein, fox-1chr16p13.3  mRNA processing --- 1.01 1.20 -5.91 -2.92 1.55 1.03 -1.23 1.97 3.63 3.84 1.25 1.66
RBFOX3 RNA binding protein, fox-1chr17q25.3  regulation of alternative mRNA splicing, --- -2.74 -1.14 2.33 3.35 2.06 1.51 3.40 1.43 1.16 1.41 1.21 1.46
RBKS ribokinase chr2p23.3  carbohydrate metabolic process --- -1.04 -1.01 -1.06 -1.15 -1.03 1.00 1.05 1.06 1.05 1.18 -1.62 -1.32
RBKS ribokinase chr2p23.3  carbohydrate metabolic process --- -1.08 -1.09 -1.12 -1.17 1.16 1.06 -1.01 1.00 -1.09 1.14 -1.90 -1.69
RBL1 retinoblastoma-like 1 (p107 chr20q11.2  G1 phase of mitotic cell cycle Cell_cycle_KEGG // GenMAPP /// G1_to_S 1.06 1.00 1.10 1.26 1.12 1.13 1.06 1.06 -1.86 -1.60 -2.10 -1.79
RBM12 RNA binding motif protein chr20q11.21 0 --- 1.04 1.01 -1.00 1.01 -1.07 1.02 -1.38 -1.16 -1.13 -1.15 1.19 1.16
RBM12 RNA binding motif protein chr20q11.21 0 --- 1.08 1.07 1.05 1.04 1.12 1.06 -1.70 -1.30 -1.15 -1.13 1.06 1.17
RBM12B RNA binding motif protein chr8q22.1 0 --- 1.03 -1.05 -1.06 -1.11 -1.23 1.15 -1.76 1.03 -2.64 -2.08 -1.93 -1.50
RBM12B RNA binding motif protein chr8q22.1 0 --- -1.04 -1.07 -1.01 -1.08 1.00 1.14 -1.25 -1.03 -1.89 -1.62 -1.40 -1.60
RBM14-RBMRBM14-RBM4 readthroughchr11q /// chr11q13  regulation of alternative mRNA splicing, --- -1.07 -1.05 -1.02 1.04 -1.05 -1.02 -1.18 -1.09 -1.07 -1.18 -1.14 -1.04
RBM15 RNA binding motif protein chr1p13  patterning of blood vessels --- 1.19 1.56 1.48 1.12 -1.16 1.13 -1.50 -1.83 1.10 -1.01 3.09 1.77
RBM15 RNA binding motif protein chr1p13  negative regulation of transcription from --- -1.14 -1.00 1.02 -1.01 -1.07 -1.13 -1.03 -1.05 1.35 1.26 1.53 1.60
RBM15 RNA binding motif protein chr1p13  negative regulation of transcription from --- -1.09 -1.02 -1.06 -1.09 -1.17 -1.05 -1.00 -1.05 1.21 1.31 1.48 1.62
RBM15 RNA binding motif protein chr1p13  negative regulation of transcription from --- 1.06 1.01 1.01 -1.05 1.03 1.12 -1.25 -1.21 1.39 1.32 2.19 2.00
RBM15 RNA binding motif protein chr1p13  patterning of blood vessels --- 1.18 1.24 1.08 -1.01 -1.15 1.05 -1.14 -1.21 1.24 -1.05 1.01 -1.09
RBM15B RNA binding motif protein chr3p21.2  regulation of alternative mRNA splicing, --- -1.05 -1.12 1.03 -1.09 -1.00 -1.05 -1.17 -1.09 -1.79 -1.54 -1.92 -1.71
RBM17 RNA binding motif protein chr10p15.1  mRNA processing mRNA_processing_Reactome // GenMAPP -1.12 -1.19 -1.00 1.22 1.11 -1.02 1.15 1.24 1.40 1.06 -1.08 1.10
RBM17 RNA binding motif protein chr10p15.1  mRNA processing mRNA_processing_Reactome // GenMAPP -1.00 -1.70 1.12 1.40 -1.02 1.04 -1.76 1.15 1.25 -1.26 -1.04 1.24
RBM18 RNA binding motif protein chr9q33.2 0 --- 1.08 -1.11 1.30 1.20 1.39 1.16 -1.04 -1.25 -1.33 -1.02 1.42 1.32
RBM22 RNA binding motif protein chr5q33.1  protein import into nucleus, translocation--- 1.00 -1.06 1.20 1.20 1.09 1.01 1.03 -1.09 1.22 1.21 1.38 1.36
RBM22 RNA binding motif protein chr5q33.1  protein import into nucleus, translocation--- -1.06 -1.01 1.01 1.06 1.02 -1.08 1.09 1.20 1.30 1.19 1.18 1.21
RBM22 RNA binding motif protein chr5q33.1  protein import into nucleus, translocation--- -1.08 -1.13 -1.02 1.02 -1.04 -1.01 -1.12 -1.16 1.28 1.33 1.12 1.13
RBM23 RNA binding motif protein chr14q11.2  mRNA processing --- -1.07 -1.10 1.04 1.07 1.02 1.01 1.01 1.03 -1.17 -1.31 -1.18 -1.18
RBM25 RNA binding motif protein chr14q24.3  regulation of alternative mRNA splicing, --- 1.11 1.14 1.12 -1.01 1.06 1.08 -1.27 -1.22 -1.64 -1.41 -1.25 -1.52
RBM25 RNA binding motif protein chr14q24.3  regulation of alternative mRNA splicing, --- 1.03 1.04 -1.01 -1.02 -1.02 1.03 -1.23 -1.11 -1.29 -1.15 -1.40 -1.46
RBM26 RNA binding motif protein chr13q31.1  mRNA processing --- 1.03 1.00 -1.03 1.30 -1.03 1.08 1.13 1.11 1.39 1.26 1.98 1.73
RBM26-AS1 RBM26 antisense RNA 1 --- 0 --- 1.07 1.22 -1.06 -1.02 -1.10 -1.10 -1.29 -1.12 -2.01 -1.93 -1.88 -1.96
RBM3 RNA binding motif (RNP1, chrXp11.2  RNA processing --- 1.01 1.10 -1.06 -1.10 -1.14 -1.00 -1.11 -1.08 -1.36 -1.16 -3.06 -3.74
RBM3 RNA binding motif (RNP1, chrXp11.2  RNA processing --- 1.06 -1.01 -1.05 -1.13 1.03 1.11 -1.17 -1.05 -1.37 -1.24 -2.94 -2.38
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RBM33 RNA binding motif protein chr7q36.3 0 --- -1.08 -1.08 1.02 -1.03 -1.04 -1.01 1.49 1.23 1.99 1.58 1.39 -1.11
RBM33 RNA binding motif protein chr7q36.3 0 --- 1.07 1.02 1.15 1.20 -1.16 1.06 1.47 1.40 1.40 1.40 1.11 -1.02
RBM33 RNA binding motif protein chr7q36.3 0 --- 1.83 2.12 -1.03 -1.19 1.19 1.03 1.10 1.12 -1.68 -1.41 -1.18 -1.19
RBM33 RNA binding motif protein chr7q36.3 0 --- 1.07 1.02 1.02 -1.02 -1.10 -1.03 -1.07 -1.05 -1.22 -1.18 1.18 1.15
RBM39 RNA binding motif protein chr20q11.22  transcription, DNA-dependent mRNA_processing_Reactome // GenMAPP -1.01 -1.02 1.06 1.07 1.13 1.18 1.02 -1.21 -2.07 -1.75 -1.70 -1.22
RBM39 RNA binding motif protein chr20q11.22  transcription, DNA-dependent mRNA_processing_Reactome // GenMAPP -1.01 1.01 -1.07 -1.04 -1.01 -1.02 -1.07 -1.07 -1.00 1.06 -1.03 -1.12
RBM39 RNA binding motif protein chr20q11.22  transcription, DNA-dependent mRNA_processing_Reactome // GenMAPP 1.11 1.06 -1.08 1.08 -1.01 1.03 -1.20 -1.10 -1.43 -1.30 -1.49 -1.63
RBM4 RNA binding motif protein chr11q13  regulation of alternative mRNA splicing, --- 1.26 1.03 1.12 1.41 -1.03 1.16 1.05 1.08 -1.56 -1.39 -1.57 -1.61
RBM4 RNA binding motif protein chr11q13  regulation of alternative mRNA splicing, --- 1.26 1.20 1.12 1.22 1.16 1.04 1.12 1.08 -1.35 -1.44 1.21 1.09
RBM41 RNA binding motif protein chrXq22.3 0 --- 1.12 1.12 1.09 1.05 1.11 1.22 1.00 1.03 -1.66 -1.42 -1.46 -1.07
RBM41 RNA binding motif protein chrXq22.3 0 --- -1.01 -1.01 1.07 1.06 1.02 1.01 1.05 -1.02 -1.48 -1.14 1.28 1.16
RBM45 RNA binding motif protein chr2q31.2  multicellular organismal development --- 1.14 1.08 1.08 -1.00 -1.17 -1.02 -1.32 -1.06 -2.53 -2.51 -2.30 -2.74
RBM48 RNA binding motif protein chr7q21.2 0 --- -1.20 1.19 -1.31 1.11 -1.20 -1.20 -1.71 -1.09 -1.33 -1.08 2.39 1.82
RBM48 RNA binding motif protein chr7q21.2 0 --- 1.01 -1.15 1.00 -1.00 -1.02 -1.10 1.16 1.08 1.55 1.27 1.79 1.43
RBM48 RNA binding motif protein chr7q21.2 0 --- -1.10 -1.10 1.06 1.03 1.01 1.23 -1.24 1.04 -1.03 1.03 1.12 -1.13
RBM4B RNA binding motif protein chr11q13  mRNA processing --- 1.06 1.12 1.02 -1.06 -1.04 -1.01 -1.33 -1.06 -2.21 -2.27 -1.88 -1.83
RBM5 RNA binding motif protein chr3p21.3  spliceosomal complex assembly mRNA_processing_Reactome // GenMAPP 2.16 2.22 1.27 1.31 -1.03 1.05 1.22 -1.17 -2.65 -2.70 -1.53 -1.08
RBM5 RNA binding motif protein chr3p21.3  spliceosomal complex assembly mRNA_processing_Reactome // GenMAPP 1.08 -1.07 1.23 1.11 1.21 1.23 -1.08 -1.15 -1.93 -1.67 -1.69 -2.03
RBM5 RNA binding motif protein chr3p21.3  spliceosomal complex assembly mRNA_processing_Reactome // GenMAPP 1.01 1.01 1.07 1.04 1.26 -1.04 1.24 1.02 -1.72 -1.98 -1.76 -1.81
RBM5 RNA binding motif protein chr3p21.3  spliceosomal complex assembly mRNA_processing_Reactome // GenMAPP 1.04 1.02 1.02 1.06 1.10 1.04 -1.02 1.00 -1.82 -1.92 -1.83 -1.65
RBM6 RNA binding motif protein chr3p21.3  RNA processing --- 1.09 1.03 1.10 1.19 1.13 1.23 1.06 1.03 -2.48 -2.36 -2.21 -1.75
RBM7 RNA binding motif protein chr11q23.1-q23.2  meiosis --- -1.03 1.25 -1.17 1.12 -1.30 -1.24 -1.18 1.04 1.07 -1.00 -1.03 1.07
RBM8A RNA binding motif protein chr1q21.1  nuclear-transcribed mRNA catabolic proc--- -1.09 -1.07 1.12 -1.02 1.16 -1.14 -1.15 1.33 -1.48 -1.49 -1.69 -1.27
RBM8A RNA binding motif protein chr1q21.1  nuclear-transcribed mRNA catabolic proc--- 1.08 1.02 -1.05 -1.12 1.05 1.09 -1.37 -1.17 -1.51 -1.25 -1.58 -1.61
RBMS1 RNA binding motif, single schr2q24.2  DNA replication --- 1.01 -1.01 1.00 -1.03 -1.06 1.05 1.19 1.07 1.52 1.41 1.35 1.10
RBMS2 RNA binding motif, single schr12q13.3  RNA processing --- 1.04 -1.00 1.01 -1.25 1.09 1.27 2.00 1.58 1.15 1.01 1.53 1.38
RBMS2 RNA binding motif, single schr12q13.3  RNA processing --- -1.08 1.18 1.03 -1.02 -1.02 1.14 1.19 1.17 1.01 -1.03 -1.64 -1.71
RBMS2 RNA binding motif, single schr12q13.3  RNA processing --- 1.01 -1.01 1.06 1.10 1.01 1.07 1.28 1.11 -1.58 -1.59 -1.37 -1.65
RBMS2 RNA binding motif, single schr12q13.3  RNA processing --- -1.18 -1.13 1.03 1.03 -1.03 1.05 1.32 1.27 1.17 1.13 1.59 1.39
RBMS3 RNA binding motif, single schr3p24-p23 0 --- -1.16 -1.26 -1.11 -1.28 1.11 1.21 -1.23 -1.27 -2.02 -1.56 -2.37 -1.85
RBMS3 RNA binding motif, single schr3p24-p23 0 --- -1.07 -1.12 -1.00 1.06 1.18 1.17 1.07 1.34 -1.19 -1.29 -1.69 -1.58
RBMS3 RNA binding motif, single schr3p24-p23 0 --- 1.16 1.11 -1.01 -1.03 -1.00 1.13 -1.11 1.05 -1.20 -1.45 -1.90 -1.96
RBMX /// SNORNA binding motif protein,chrXq26.3  regulation of alternative mRNA splicing, --- -1.09 1.18 1.01 1.02 1.02 -1.17 2.40 1.26 2.30 1.86 1.88 1.24
RBMX /// SNORNA binding motif protein,chrXq26.3  regulation of alternative mRNA splicing, --- -1.64 -2.89 1.33 1.41 -1.37 -1.20 -1.74 1.25 -3.55 -4.95 -4.24 -2.65
RBMX /// SNORNA binding motif protein,chrXq26.3  regulation of alternative mRNA splicing, --- 1.01 1.04 -1.15 -1.08 -1.03 1.02 -1.26 -1.15 -1.21 -1.17 -1.12 -1.15
RBMX /// SNORNA binding motif protein,chrXq26.3  regulation of alternative mRNA splicing, --- -1.11 -1.08 -1.10 1.01 -1.03 -1.05 -1.01 1.02 -1.09 -1.15 -1.16 -1.15
RBMXL2 RNA binding motif protein,chr11p15 0 --- -1.66 -1.70 -1.48 -2.54 -1.21 2.85 1.64 4.92 1.14 1.37 1.06 -1.77
RBMY3AP RNA binding motif protein,chrYp11.2 0 --- -1.64 -1.05 -1.76 -2.23 1.01 -2.90 1.16 1.50 -1.01 1.02 -1.19 -2.97
RBP1 retinol binding protein 1, ce chr3q23  retinoid metabolic process --- -1.63 -1.29 -1.46 1.08 1.05 -1.14 1.05 1.06 -1.34 1.17 -4.11 -2.81
RBP4 retinol binding protein 4, pl chr10q23-q24  retinoid metabolic process --- -1.03 -1.19 -1.10 -1.01 1.47 1.27 -1.77 -1.01 1.31 -1.27 -4.13 1.40
RBP7 retinol binding protein 7, ce chr1p36.22  transport --- -1.22 -1.35 -2.30 -2.10 1.24 -1.60 -1.12 -1.96 -1.33 -1.55 1.32 1.63
RBPJ recombination signal bindinchr4p15.2  negative regulation of transcription from --- -1.07 -1.04 1.06 1.01 1.12 1.02 1.13 -1.00 1.27 1.38 1.10 1.27
RBPJ recombination signal bindinchr4p15.2  negative regulation of transcription from --- -1.06 1.02 -1.02 1.03 1.04 1.01 1.03 -1.03 -1.10 1.12 -1.04 1.04
RBPMS RNA binding protein with mchr8p12  transcription, DNA-dependent --- 1.13 1.07 -1.14 -1.11 1.10 1.02 1.32 1.06 -1.04 -1.08 -1.01 -1.08
RBPMS RNA binding protein with mchr8p12  transcription, DNA-dependent --- 2.27 3.26 1.10 -1.00 -1.18 -1.06 -1.12 -1.02 -1.02 -2.15 -2.17 -1.30
RC3H1 ring finger and CCCH-type chr1q25.1  nuclear-transcribed mRNA catabolic proc--- 1.10 1.13 -1.01 1.09 -1.10 -1.04 -1.24 -1.20 -1.48 -1.39 -1.04 -1.27
RC3H1 ring finger and CCCH-type chr1q25.1  nuclear-transcribed mRNA catabolic proc--- 1.00 1.08 -1.04 -1.12 -1.06 1.06 1.06 1.05 1.03 -1.37 1.24 1.07
RC3H2 ring finger and CCCH-type chr9q34 0 --- -1.01 -1.11 1.06 1.11 1.03 -1.01 -1.33 -1.27 -1.44 -1.13 -1.14 -1.01
RC3H2 ring finger and CCCH-type chr9q34 0 --- -1.03 -1.13 -1.04 1.13 -1.14 -1.09 1.08 1.13 1.25 1.21 -1.53 -1.83
RC3H2 ring finger and CCCH-type chr9q34 0 --- -1.13 -1.09 1.07 1.09 1.06 -1.02 -1.00 -1.08 1.11 1.10 -1.22 -1.18
RC3H2 ring finger and CCCH-type chr9q34 0 --- -1.04 -1.00 1.19 1.07 -1.01 -1.03 1.28 1.07 1.51 1.36 1.24 1.40
RC3H2 ring finger and CCCH-type chr9q34 0 --- -1.13 -1.03 1.08 -1.10 1.18 1.08 1.14 1.08 1.17 1.06 1.11 1.25
RCAN1 regulator of calcineurin 1 chr21q22.12  regulation of transcription, DNA-depende--- 1.07 -1.08 -1.00 1.09 1.08 -1.02 -1.18 -1.04 -1.11 1.08 1.32 1.51
RCAN3 RCAN family member 3 chr1p35.3-p33  anatomical structure morphogenesis --- 1.20 1.05 1.16 1.01 -1.27 -1.16 -1.37 -1.16 -1.75 -1.97 -1.45 -1.39
RCBTB1 regulator of chromosome cochr13q14  transcription, DNA-dependent --- 1.45 1.29 1.19 1.02 -1.19 1.08 -1.06 1.15 -1.55 -1.54 -1.93 -2.81
RCBTB2 regulator of chromosome cochr13q14.3 0 --- -1.07 1.04 1.16 1.28 1.11 1.14 1.02 1.01 -2.59 -1.77 -2.40 -2.81
RCC2 regulator of chromosome cochr1p36.13  M phase of mitotic cell cycle --- -1.05 1.03 -1.02 -1.07 -1.02 -1.06 1.06 -1.05 1.20 1.03 1.01 -1.09
RCCD1 RCC1 domain containing 1 chr15q26.1 0 --- 1.07 1.02 -1.01 1.05 1.03 -1.03 1.11 1.03 -1.08 -1.16 1.15 1.18
RCE1 RCE1 homolog, prenyl protchr11q13  proteolysis --- 1.04 -1.07 1.17 1.15 1.21 1.09 1.18 1.06 1.22 -1.15 1.61 1.26
RCE1 RCE1 homolog, prenyl protchr11q13  proteolysis --- -1.18 -1.26 -1.21 -1.40 1.36 -1.10 -1.09 1.05 1.33 1.16 1.62 1.49
RCHY1 ring finger and CHY zinc fi chr4q21.1  protein ubiquitination --- 1.11 1.09 1.01 -1.02 1.06 1.05 1.09 -1.04 1.10 1.04 1.53 1.31
RCHY1 ring finger and CHY zinc fi chr4q21.1  protein ubiquitination --- 1.07 1.10 1.10 1.06 -1.01 1.03 -1.05 -1.05 1.07 1.07 1.45 1.23
RCHY1 ring finger and CHY zinc fi chr4q21.1  protein ubiquitination --- 1.21 1.14 1.10 -1.74 1.28 1.10 -2.48 -1.92 -1.02 1.36 -1.52 -2.31
RCL1 RNA terminal phosphate cychr9p24.1-p23  RNA processing --- 1.00 1.16 1.03 1.01 -1.05 -1.05 1.17 1.08 -1.30 -1.59 -1.02 -1.09
RCL1 RNA terminal phosphate cychr9p24.1-p23  RNA processing --- -1.13 -1.20 -1.01 1.03 -1.09 -1.05 1.05 -1.01 1.67 1.23 2.73 2.44
RCN1 reticulocalbin 1, EF-hand cachr11p13  in utero embryonic development --- -1.09 -1.02 -1.05 1.05 -1.13 -1.15 1.15 1.08 1.42 1.14 -1.08 -1.05
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RCN2 reticulocalbin 2, EF-hand cachr15q23 0 --- 1.20 1.18 1.02 1.06 -1.25 -1.05 -1.30 -1.02 -1.07 -1.07 -1.05 -1.36
RCN3 reticulocalbin 3, EF-hand cachr19q13.33 0 --- 1.52 1.21 -1.15 -1.06 1.51 1.78 -1.05 1.10 2.10 1.70 3.31 3.67
RCN3 reticulocalbin 3, EF-hand cachr19q13.33 0 --- -1.03 1.43 -1.04 -1.29 -1.76 -1.27 -1.87 1.02 2.02 1.56 3.78 4.70
RCOR1 REST corepressor 1 chr14q32.31  transcription, DNA-dependent --- -1.04 -1.00 -1.01 -1.07 1.04 1.03 -1.07 -1.16 1.13 1.15 1.32 1.25
RCOR2 REST corepressor 2 chr11q13.1  transcription, DNA-dependent --- 1.42 -1.04 -1.25 -1.32 1.39 1.14 1.09 1.05 -1.77 -1.27 1.62 1.88
RCOR3 REST corepressor 3 chr1q32.2  transcription, DNA-dependent --- 1.18 1.05 1.12 -1.30 1.02 -1.14 -1.33 -1.02 -1.35 -1.55 -1.06 -1.15
RCOR3 REST corepressor 3 chr1q32.2  transcription, DNA-dependent --- 1.11 1.09 1.01 -1.02 -1.08 -1.02 -1.11 -1.18 -2.14 -1.98 -1.91 -1.96
RCSD1 RCSD domain containing 1 chr1q24.2  skeletal muscle contraction --- 1.28 3.53 1.77 3.09 -1.30 1.21 -1.89 1.43 8.08 7.12 2.45 1.61
RCVRN recoverin chr17p13.1  signal transduction --- 1.81 1.37 1.65 1.31 -1.20 1.08 2.74 1.73 2.07 -1.12 -4.30 -1.42
RDH10 retinol dehydrogenase 10 (a chr8q21.11  retinoid metabolic process --- 1.30 1.25 1.11 -1.07 1.20 1.10 -1.36 -1.27 -1.65 -1.78 -1.30 -1.85
RDH10 retinol dehydrogenase 10 (a chr8q21.11  retinoid metabolic process --- 1.01 1.03 1.04 -1.09 1.01 1.01 -1.47 -1.24 -1.87 -1.60 -1.15 -1.28
RDH11 retinol dehydrogenase 11 (a chr14q24.1  retinoid metabolic process --- 1.00 -1.01 1.02 1.07 1.08 1.04 1.05 -1.01 1.75 1.72 1.68 1.89
RDH11 retinol dehydrogenase 11 (a chr14q24.1  retinoid metabolic process --- 1.03 1.30 1.06 -1.24 -1.01 1.00 -1.12 1.06 1.20 1.44 1.24 1.23
RDH13 retinol dehydrogenase 13 (a chr19q13.42  metabolic process --- 1.10 1.01 1.05 1.13 -1.07 1.21 -1.24 -1.16 -1.17 -1.28 -1.30 -1.42
RDM1 RAD52 motif 1 chr17q11.2  DNA repair --- -1.08 1.01 -1.15 -1.23 1.52 1.53 1.22 1.17 2.09 2.16 1.80 1.78
RDX radixin chr11q23  cytoskeleton organization --- 1.04 1.09 -1.04 1.01 -1.11 -1.00 -1.26 -1.21 -1.48 -1.24 -1.27 -1.49
RECK reversion-inducing-cysteinechr9p13.3  blood vessel maturation --- 1.17 1.01 1.23 1.12 1.15 1.18 -1.39 1.02 -2.20 -1.88 -1.57 -2.25
RECK reversion-inducing-cysteinechr9p13.3  blood vessel maturation --- 1.02 1.04 1.06 -1.05 1.02 1.08 -1.13 1.01 -1.16 -1.04 -1.55 -1.32
RECQL RecQ protein-like (DNA he chr12p12  DNA strand renaturation --- 1.15 1.14 -1.03 1.03 -1.09 -1.08 1.08 1.11 1.15 1.27 1.32 1.35
RECQL5 RecQ protein-like 5 chr17q25  DNA metabolic process --- 1.02 -1.18 1.13 1.04 1.06 -1.18 -1.19 1.02 -1.36 -1.48 -1.56 -1.26
REEP2 receptor accessory protein 2chr5q31  protein transport into membrane raft --- -1.05 -1.26 1.09 1.04 1.28 -1.12 -1.23 -1.06 1.43 1.58 1.41 1.66
REEP4 receptor accessory protein 4chr8p21.3  nuclear envelope organization --- 1.03 1.03 1.22 1.12 -1.03 1.04 1.10 1.44 1.22 1.07 1.19 1.41
REEP5 receptor accessory protein 5chr5q22-q23 0 --- -1.07 -1.06 -1.01 1.02 1.02 1.02 -1.13 -1.01 -1.12 -1.03 -1.26 -1.11
REEP6 receptor accessory protein 6chr19p13.3 0 --- -1.19 -1.26 -1.18 -1.32 -1.37 -1.32 1.05 1.19 1.76 2.28 1.23 1.50
REG3A regenerating islet-derived 3 chr2p12  acute-phase response --- -2.61 -1.29 -1.67 -1.06 -3.23 1.12 -1.82 -1.18 2.64 2.71 2.16 1.66
REG3A regenerating islet-derived 3 chr2p12  acute-phase response --- 3.44 1.17 -1.05 1.77 2.26 1.04 1.73 -1.25 4.91 5.57 3.88 3.97
RELA v-rel reticuloendotheliosis vchr11q13  liver development Apoptosis // GenMAPP /// Apoptosis_GenM -1.20 -1.17 1.08 1.13 -1.01 -1.00 1.22 1.28 1.55 1.49 1.69 1.74
RELA v-rel reticuloendotheliosis vchr11q13  liver development Apoptosis // GenMAPP /// Apoptosis_GenM -1.33 1.00 -1.10 1.06 1.21 1.06 1.07 -1.33 1.97 2.00 1.76 2.24
RELB v-rel reticuloendotheliosis vchr19q13.32  transcription, DNA-dependent --- -1.17 -1.00 -1.17 1.18 -1.00 -1.05 1.60 1.62 1.92 1.75 1.60 1.83
RELT RELT tumor necrosis factorchr11q13.4 0 --- 1.10 -1.01 -1.03 1.38 1.02 -1.02 1.52 1.24 1.64 1.32 1.56 1.48
REPS1 RALBP1 associated Eps do chr6q24.1  receptor-mediated endocytosis --- 1.63 2.43 -3.71 -1.62 3.75 5.63 1.32 -2.40 2.51 3.74 5.06 1.02
REPS1 RALBP1 associated Eps do chr6q24.1  receptor-mediated endocytosis --- 1.03 -1.01 1.02 1.04 1.01 -1.11 -1.11 -1.05 -1.66 -1.82 -1.76 -1.72
REPS2 RALBP1 associated Eps do chrXp22.2  protein complex assembly --- -1.08 -1.16 1.16 -1.04 -1.15 1.03 -1.03 1.04 -1.67 -1.85 -1.04 1.11
REPS2 RALBP1 associated Eps do chrXp22.2  protein complex assembly --- -1.31 -1.31 -1.04 1.27 -1.06 -1.18 1.29 1.07 1.13 -1.06 1.45 1.59
RER1 RER1 retention in endoplas chr1p36  retrograde vesicle-mediated transport, Go--- -1.08 -1.04 -1.04 -1.08 -1.01 -1.00 1.00 1.05 1.04 1.05 1.04 1.14
RER1 RER1 retention in endoplas chr1p36  retrograde vesicle-mediated transport, Go--- -1.17 -1.12 -1.08 -1.06 -1.01 -1.10 -1.13 1.01 1.18 1.21 1.33 1.53
RERG RAS-like, estrogen-regulatechr12p12.3  GTP catabolic process --- 1.40 1.38 -1.30 -1.34 -1.26 -1.01 -1.30 -1.36 -1.49 -1.04 -1.55 -2.12
RERG RAS-like, estrogen-regulatechr12p12.3  GTP catabolic process --- 1.02 1.12 -1.00 -1.12 -1.08 -1.01 1.03 1.03 -1.35 -1.03 -1.35 -1.38
REST RE1-silencing transcription chr4q12  negative regulation of transcription from --- 1.17 1.04 1.04 1.10 -1.12 1.24 -1.30 -1.27 -1.12 1.04 -1.24 -1.29
RET ret proto-oncogene chr10q11.2  MAPK cascade --- 1.15 -1.18 1.30 -2.29 -1.32 1.34 7.58 4.40 3.85 3.28 1.01 2.13
RET ret proto-oncogene chr10q11.2  MAPK cascade --- 1.50 1.54 -1.03 -1.75 -1.48 -1.49 1.17 -1.42 1.47 1.20 -2.17 -2.08
RETSAT retinol saturase (all-trans-re chr2p11.2  retinol metabolic process --- 1.07 -1.03 1.04 1.05 1.11 1.08 -1.01 1.02 1.11 1.05 1.42 1.50
REV1 REV1, polymerase (DNA d chr2q11.1-q11.2  DNA replication --- 1.08 1.04 1.05 -1.04 1.05 1.03 -1.10 -1.02 -1.02 -1.13 1.14 1.16
REV1 REV1, polymerase (DNA d chr2q11.1-q11.2  DNA replication --- -1.04 -1.02 -1.03 -1.11 1.11 1.12 -1.20 -1.02 -1.71 -1.32 -1.33 -1.34
REV3L REV3-like, polymerase (DNchr6q21  nucleobase-containing compound metabo--- 1.21 1.13 1.11 1.11 -1.03 1.21 -1.39 -1.17 -1.93 -1.44 -1.91 -2.17
REXO1 REX1, RNA exonuclease 1 chr19p13.3 0 --- -1.17 -1.54 -1.05 -1.29 1.18 -1.02 1.51 2.32 1.53 -1.41 2.87 3.54
REXO2 RNA exonuclease 2 chr11q23.2  nucleobase-containing compound metabo--- -1.00 1.05 -1.07 -1.05 -1.09 -1.07 1.04 -1.02 1.09 -1.05 -1.02 -1.06
RFC1 replication factor C (activat chr4p14-p13  S phase of mitotic cell cycle DNA_replication_Reactome // GenMAPP 1.17 1.21 1.01 -1.04 -1.09 -1.09 1.17 -1.04 1.05 1.07 1.23 1.25
RFC3 replication factor C (activat chr13q13.2  cell cycle checkpoint DNA_replication_Reactome // GenMAPP -1.14 -1.15 1.05 1.37 1.17 1.31 1.25 1.06 -1.52 -1.45 -1.20 -1.03
RFC3 replication factor C (activat chr13q13.2  cell cycle checkpoint DNA_replication_Reactome // GenMAPP 1.18 1.13 -1.08 1.00 1.07 1.02 -1.12 -1.19 -1.27 -1.24 -1.04 -1.12
RFC5 replication factor C (activat chr12q24.23  mitotic cell cycle DNA_replication_Reactome // GenMAPP 1.02 -1.02 -1.07 1.01 -1.03 1.05 -1.15 -1.12 -1.01 1.18 1.03 1.15
RFC5 replication factor C (activat chr12q24.23  cell cycle checkpoint DNA_replication_Reactome // GenMAPP -1.02 1.05 -1.01 -1.01 -1.04 1.01 -1.09 -1.13 -1.52 -1.20 -1.44 -1.46
RFC5 replication factor C (activat chr12q24.23  cell cycle checkpoint DNA_replication_Reactome // GenMAPP 1.15 1.05 -1.06 -1.02 1.21 1.13 -1.04 -1.23 -1.23 -1.31 -1.16 -1.03
RFESD Rieske (Fe-S) domain contachr5q15  oxidation-reduction process --- -1.12 -1.15 1.23 1.23 1.03 1.08 1.33 1.16 1.53 1.81 1.27 1.67
RFFL ring finger and FYVE-like dchr17q12  intracellular protein transport --- -1.05 -1.22 1.08 -1.01 1.02 1.28 1.04 1.07 1.11 1.73 1.02 -1.02
RFK riboflavin kinase chr9q21.13  vitamin metabolic process --- 1.12 1.07 1.03 1.09 1.02 1.21 -1.13 -1.03 -1.55 -1.50 -1.45 -1.70
RFK riboflavin kinase chr9q21.13  vitamin metabolic process --- 1.04 1.05 -1.06 -1.07 -1.05 1.14 -1.14 1.05 -1.35 -1.33 -1.46 -1.49
RFNG RFNG O-fucosylpeptide 3-bchr17q25  multicellular organismal development --- -1.01 -1.14 1.12 1.09 -1.38 1.03 1.30 1.01 1.10 1.12 1.66 1.81
RFPL1S RFPL1 antisense RNA 1 chr22q12 0 --- 1.47 1.35 1.08 1.19 -1.32 1.09 1.19 1.17 -1.66 -1.37 -1.40 -1.54
RFPL3S RFPL3 antisense chr22q12.3 0 --- 1.27 2.47 1.00 -3.24 1.91 1.57 -1.17 -1.06 1.95 1.32 2.47 3.12
RFTN1 raftlin, lipid raft linker 1 chr3p24.3 0 --- 1.01 -1.09 1.11 1.27 -1.04 -1.05 1.55 1.33 -1.52 -1.78 -3.29 -3.28
RFWD2 ring finger and WD repeat dchr1q25.1-q25.2  cell cycle checkpoint --- 1.10 1.18 -1.04 -1.04 1.04 -1.05 -1.12 -1.13 -1.35 -1.35 -1.08 -1.33
RFX1 regulatory factor X, 1 (influ chr19p13.1  transcription, DNA-dependent --- 1.06 1.19 1.01 -1.36 1.41 1.41 1.15 1.27 -1.23 -1.01 -1.40 -1.03
RFX3 regulatory factor X, 3 (influ chr9p24.2  transcription, DNA-dependent --- -1.15 -1.15 -1.07 1.01 -1.04 1.14 -1.10 -1.18 -3.41 -2.12 -3.07 -3.39
RFX3 regulatory factor X, 3 (influ chr9p24.2  transcription, DNA-dependent --- -1.05 1.16 -1.07 1.11 -1.03 -1.21 1.08 1.17 -5.50 -3.12 -4.83 -3.63
RFX4 regulatory factor X, 4 (influ chr12q24  transcription, DNA-dependent --- 1.05 -1.59 1.06 -1.43 2.93 2.31 3.44 1.99 6.69 1.96 2.59 3.24
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RFX5 regulatory factor X, 5 (influ chr1q21  negative regulation of transcription from --- 1.00 1.02 -1.05 -1.01 -1.06 -1.01 -1.02 1.02 -1.03 1.03 -1.09 -1.15
RFXANK regulatory factor X-associatchr19p12  transcription, DNA-dependent --- -1.06 -1.00 -1.01 1.03 1.15 1.08 -1.31 -1.04 -1.43 -1.46 -1.59 -1.32
RFXAP regulatory factor X-associatchr13q14  positive regulation of transcription, DNA--- 1.05 1.17 -1.04 -1.11 -1.14 -1.02 -1.46 1.07 -2.47 -2.15 -1.86 -1.98
RGCC regulator of cell cycle chr13q14.11  negative regulation of exit from mitosis --- 1.29 1.20 -1.06 1.12 1.15 -1.01 1.12 1.27 -3.08 -3.00 -2.57 -2.60
RGCC regulator of cell cycle chr13q14.11  negative regulation of exit from mitosis --- 1.24 1.02 1.08 1.02 -1.08 -1.08 1.19 1.27 -2.91 -3.41 -3.10 -2.95
RGL1 ral guanine nucleotide dissochr1q25.3  signal transduction --- 1.21 -1.05 -1.01 -1.06 1.17 1.07 -1.07 -1.16 -2.50 -1.92 -1.83 -1.65
RGL2 ral guanine nucleotide dissochr6p21.3  signal transduction --- 1.09 -1.11 -1.01 1.51 -1.13 -1.14 1.15 1.28 1.40 1.36 -1.01 1.40
RGP1 RGP1 retrograde golgi transchr9pter-p22.1 0 --- -1.10 -1.00 1.00 1.02 -1.02 -1.15 1.01 -1.02 -1.17 -1.28 1.25 1.24
RGPD3 /// RGRANBP2-like and GRIP dochr2q12.3 /// chr2q1 protein targeting to Golgi --- 1.11 1.15 -1.02 -1.02 -1.05 1.06 -1.40 -1.15 -1.87 -1.74 -1.27 -1.41
RGPD3 /// RGRANBP2-like and GRIP dochr2q12.3 /// chr2q1 protein targeting to Golgi --- -1.11 -1.16 1.07 1.08 1.15 -1.05 1.30 1.05 1.80 1.57 1.93 1.80
RGR retinal G protein coupled re chr10q23  chemotaxis GPCRDB_Class_A_Rhodopsin-like // GenM -1.68 -1.52 2.78 1.16 -3.63 -5.28 4.99 5.23 3.85 2.87 2.11 1.81
RGS1 regulator of G-protein signachr1q31  immune response Calcium_regulation_in_cardiac_cells // GenM -3.32 1.10 1.34 1.05 2.55 9.82 -2.08 -1.02 2.71 1.07 -4.61 1.60
RGS10 regulator of G-protein signachr10q25  negative regulation of signal transductionCalcium_regulation_in_cardiac_cells // GenM -1.14 -1.11 -1.06 -1.11 1.01 -1.06 1.22 1.08 -1.01 1.02 1.18 1.14
RGS12 regulator of G-protein signachr4p16.3  transcription, DNA-dependent --- -1.09 -1.02 1.25 1.16 -1.06 -1.21 1.08 1.05 -1.69 -1.21 -1.66 -1.47
RGS12 regulator of G-protein signachr4p16.3  transcription, DNA-dependent --- -1.10 -1.04 -1.30 1.38 1.29 1.28 1.00 -1.01 -1.34 -1.71 -1.80 -1.47
RGS12 regulator of G-protein signachr4p16.3  transcription, DNA-dependent --- 4.18 3.96 -1.10 1.16 2.12 -1.15 -1.27 -3.30 2.01 -1.16 1.46 1.78
RGS18 regulator of G-protein signachr1q31.2  G-protein coupled receptor signaling pathCalcium_regulation_in_cardiac_cells // GenM -1.38 -1.65 1.27 -2.15 1.27 -1.28 -2.44 -1.62 4.08 1.83 2.98 2.08
RGS19 regulator of G-protein signachr20q13.33  autophagy Calcium_regulation_in_cardiac_cells // GenM 1.13 -1.00 1.03 1.03 -1.08 1.05 1.01 1.30 1.65 1.37 1.51 1.12
RGS2 regulator of G-protein signachr1q31  regulation of translation Calcium_regulation_in_cardiac_cells // GenM 1.04 1.06 1.06 1.15 1.18 1.10 1.29 1.04 2.69 2.04 1.38 1.52
RGS5 regulator of G-protein signachr1q23.1  signal transduction Calcium_regulation_in_cardiac_cells // GenM 1.34 -1.09 -1.14 -1.11 1.16 1.03 -1.37 1.25 -2.98 -2.53 -4.13 -2.12
RGS5 regulator of G-protein signachr1q23.1  signal transduction Calcium_regulation_in_cardiac_cells // GenM 1.76 1.26 -1.27 -1.19 1.21 1.55 -1.12 -1.60 1.16 -1.26 -2.01 -1.56
RGS7 regulator of G-protein signachr1q43|1q23.1  G-protein coupled receptor signaling pathCalcium_regulation_in_cardiac_cells // GenM -7.56 -2.13 2.02 1.65 1.32 1.35 -7.98 -1.72 -1.19 -1.00 -1.00 1.68
RGS8 /// SDHregulator of G-protein signachr1q25 /// chr5p15. termination of G-protein coupled recepto --- 1.17 1.12 1.07 1.26 1.23 1.08 1.04 -1.05 -2.97 -2.85 -4.10 -2.59
RGS9BP regulator of G protein signa chr19q13.11  visual perception --- -1.11 1.27 1.09 1.02 1.46 -1.30 -1.34 -1.42 2.59 2.68 1.41 1.75
RHBDD1 rhomboid domain containin chr2q36.3  proteolysis --- 1.05 -1.07 1.08 1.29 -1.01 -1.05 -1.04 1.09 1.36 1.15 1.57 1.73
RHBDD1 rhomboid domain containin chr2q36.3  proteolysis --- -2.39 -1.26 -1.27 -1.27 -1.09 -1.77 3.22 1.98 -1.19 1.07 -1.41 -1.48
RHBDD3 rhomboid domain containin chr22q12.2 0 --- -1.69 -1.32 2.05 1.75 1.24 1.08 1.56 1.33 -1.39 -1.72 -1.45 -1.28
RHBDF2 rhomboid 5 homolog 2 (Drochr17q25.1  proteolysis --- -1.17 1.01 1.09 1.07 1.19 1.39 1.51 1.19 1.66 1.53 1.60 1.64
RHBDL2 rhomboid, veinlet-like 2 (Drchr1p34.3  proteolysis --- -1.21 -1.17 -1.07 -1.07 -1.20 -1.39 -1.07 -1.07 -1.41 -1.28 -1.45 -1.36
RHBG Rh family, B glycoprotein ( chr1q21.3  transport --- 1.72 1.29 1.21 1.65 2.18 1.11 -2.53 -1.69 1.52 2.30 -1.52 1.32
RHCE Rh blood group, CcEe antigchr1p36.11  ammonium transport --- 1.43 -1.43 -2.82 -2.38 -1.01 -3.16 1.03 -1.86 2.43 1.08 -2.02 -1.93
RHEBL1 Ras homolog enriched in br chr12q13.12  GTP catabolic process --- -1.70 -1.70 -1.08 1.15 1.31 -1.03 3.70 2.21 1.56 1.27 1.76 1.49
RHEBL1 Ras homolog enriched in br chr12q13.12  GTP catabolic process --- -1.47 -1.34 1.03 -1.24 1.12 1.25 2.40 1.81 1.44 1.31 1.44 1.50
RHNO1 RAD9-HUS1-RAD1 interacchr12p13.33  DNA damage checkpoint --- 1.05 1.07 -1.07 -1.05 -1.03 -1.06 -1.09 -1.05 -1.14 -1.18 -1.05 -1.03
RHOB ras homolog family memberchr2p24  cytokinesis --- 1.98 2.59 -1.61 -1.20 1.05 2.21 3.40 1.66 1.89 1.48 3.71 2.27
RHOB ras homolog family memberchr2p24  cytokinesis --- 1.81 2.27 8.22 13.81 -1.30 -1.03 1.11 1.82 -1.21 1.78 12.11 5.97
RHOB ras homolog family memberchr2p24  cytokinesis --- 1.01 1.07 -1.04 -1.15 -1.17 -1.09 1.06 -1.08 1.35 1.35 1.43 1.41
RHOB ras homolog family memberchr2p24  cytokinesis --- -1.13 -1.07 -1.42 -5.32 -1.67 -3.79 -2.41 1.20 1.79 1.49 2.42 2.58
RHOBTB1 Rho-related BTB domain cochr10q21.2  GTP catabolic process --- -1.05 -1.13 1.13 1.13 1.03 1.05 -1.24 -1.08 -2.95 -2.07 -3.06 -2.62
RHOBTB2 Rho-related BTB domain cochr8p21.3  GTP catabolic process --- -1.06 1.02 1.12 1.19 1.11 -1.06 1.48 1.18 -1.58 -1.45 -2.06 -1.69
RHOBTB2 Rho-related BTB domain cochr8p21.3  GTP catabolic process --- -1.07 -1.02 1.12 1.10 -1.01 1.01 -1.23 -1.11 -1.30 -1.35 -1.76 -1.69
RHOBTB3 Rho-related BTB domain cochr5q15  ATP catabolic process --- 1.15 1.22 -1.08 -1.09 -1.20 -1.04 -1.26 -1.12 -1.82 -1.71 -1.99 -2.31
RHOBTB3 Rho-related BTB domain cochr5q15  ATP catabolic process --- 1.04 1.04 -1.11 -1.15 1.05 1.05 -1.01 -1.03 -2.04 -1.69 -1.95 -2.06
RHOBTB3 Rho-related BTB domain cochr5q15  ATP catabolic process --- -1.01 -1.04 1.00 -1.06 -1.02 1.07 -1.22 -1.12 -1.59 -1.25 -2.07 -1.93
RHOBTB3 Rho-related BTB domain cochr5q15  ATP catabolic process --- 1.04 1.01 -1.02 -1.35 1.10 -1.06 -1.09 -1.02 -2.05 -1.50 -1.85 -2.12
RHOC ras homolog family memberchr1p13.1  cytokinesis --- -1.03 1.00 1.07 1.38 1.00 -1.02 -1.32 1.12 -2.80 -2.17 -3.25 -2.67
RHOC ras homolog family memberchr1p13.1  cytokinesis --- -1.01 -1.04 1.03 -1.02 1.03 -1.05 1.09 -1.05 2.19 1.90 1.90 1.95
RHOD ras homolog family memberchr11q14.3  GTP catabolic process --- 1.06 -1.18 -1.04 1.10 -1.30 -1.21 1.00 1.28 1.06 1.17 -1.35 -1.14
RHOF ras homolog family memberchr12q24.31  GTP catabolic process --- -1.07 -1.27 1.06 1.10 1.06 -1.06 1.57 1.17 2.02 1.51 1.40 1.29
RHOF ras homolog family memberchr12q24.31  GTP catabolic process --- -1.02 -1.02 1.02 -1.06 1.06 -1.06 1.30 1.08 1.79 1.26 1.30 1.22
RHOF ras homolog family memberchr12q24.31  GTP catabolic process --- -1.09 -1.21 -1.04 1.01 1.06 -1.09 1.35 1.01 1.75 1.31 1.30 1.12
RHOQ ras homolog family memberchr2p21  GTP catabolic process --- -1.05 -1.04 1.04 1.12 -1.06 1.08 -1.06 1.15 -1.60 -1.37 -1.18 -1.01
RHOQ ras homolog family memberchr2p21  GTP catabolic process --- 1.30 1.68 -1.08 -1.29 1.25 1.25 -1.30 -1.05 -1.57 -1.37 -1.55 -2.18
RHOQ ras homolog family memberchr2p21  GTP catabolic process --- -1.01 1.00 1.06 -1.04 -1.03 1.00 -1.05 -1.06 -1.26 -1.14 -1.39 -1.40
RHOT1 ras homolog family memberchr17q11.2  GTP catabolic process --- 1.09 -1.02 1.01 1.05 -1.06 1.13 1.05 1.19 1.17 1.32 1.03 1.04
RHOT1 ras homolog family memberchr17q11.2  GTP catabolic process --- 1.07 -1.03 1.05 1.04 1.03 1.02 1.13 1.11 1.13 1.23 1.10 1.10
RHOU ras homolog family memberchr1q42.11-q42.3  G1 --- 1.13 -1.04 1.02 1.01 -1.24 -1.16 -1.06 -1.18 -2.08 -1.53 -1.36 -1.26
RHOV ras homolog family memberchr15q13.3  GTP catabolic process --- 1.11 -1.05 1.01 1.32 -1.04 -1.12 1.16 1.06 1.93 1.59 1.93 2.28
RHPN1 rhophilin, Rho GTPase bindchr8q24.3  signal transduction --- -1.14 -1.17 -1.32 -1.03 -1.30 -1.31 1.17 1.36 1.07 1.10 -1.75 -1.32
RHPN1 rhophilin, Rho GTPase bindchr8q24.3  signal transduction --- 1.11 -1.43 1.09 1.48 -1.32 -1.05 -1.01 1.05 -1.15 -1.40 -1.66 -1.48
RHPN2 rhophilin, Rho GTPase bindchr19q13.11  signal transduction G13_Signaling_Pathway // GenMAPP 1.14 1.35 -1.05 1.40 -1.04 1.11 1.05 1.15 1.12 1.25 1.07 1.18
RIBC1 RIB43A domain with coiledchrXp11.22 0 --- 1.11 -1.64 1.66 -3.07 1.40 1.13 -1.09 -1.09 -1.61 -1.30 -2.58 -1.37
RIF1 RAP1 interacting factor homchr2q23.3  telomere maintenance --- 1.01 1.12 -1.05 1.10 -1.02 1.10 -1.01 -1.00 -1.52 -1.42 -1.04 -1.26
RIF1 RAP1 interacting factor homchr2q23.3  telomere maintenance --- 1.01 1.11 -1.01 1.03 1.05 -1.03 -1.10 -1.08 -1.80 -1.43 -1.08 -1.21
RIF1 RAP1 interacting factor homchr2q23.3  telomere maintenance --- -1.09 -1.06 1.05 -1.01 1.07 1.01 1.12 1.09 -1.32 -1.07 -1.08 1.04
RIF1 RAP1 interacting factor homchr2q23.3  telomere maintenance --- -1.02 -1.03 -1.66 -1.20 1.42 1.63 -1.05 -1.30 -1.65 -1.53 -2.44 -1.94
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RILPL2 Rab interacting lysosomal pchr12q24.31 0 --- 1.13 1.17 -1.05 -1.08 1.09 -1.02 1.07 1.10 1.19 1.01 1.19 1.24
RIMBP2 RIMS binding protein 2 chr12q24.33  negative regulation of phosphatase activit--- 3.17 -1.51 1.32 1.13 2.86 3.38 -2.25 -6.11 1.97 1.60 1.22 1.95
RIMKLA ribosomal modification protchr1p34.2  cellular protein modification process --- -1.10 -1.05 1.14 1.23 1.14 1.26 1.50 1.27 3.07 2.95 1.99 2.68
RIMKLA ribosomal modification protchr1p34.2  cellular protein modification process --- 10.91 3.17 -1.18 1.60 -1.08 3.00 -1.47 2.87 -3.52 4.94 -1.62 2.10
RIMKLA ribosomal modification protchr1p34.2  cellular protein modification process --- -2.08 -1.22 -1.18 1.13 1.25 -1.65 -1.04 -1.22 2.35 2.06 1.40 1.36
RIMKLB ribosomal modification protchr12p13.31  cellular protein modification process --- 1.07 -1.01 1.09 1.02 -1.01 -1.03 1.46 1.21 -2.12 -2.29 -2.72 -3.77
RIMKLB ribosomal modification protchr12p13.31  cellular protein modification process --- 1.54 3.23 1.23 1.24 -2.68 1.01 -1.50 -1.37 -2.08 -3.53 -3.49 -1.96
RIMKLB ribosomal modification protchr12p13.31  cellular protein modification process --- -1.11 -1.03 1.12 1.22 1.12 1.03 1.11 -1.05 1.69 1.59 1.59 1.62
RIMKLB ribosomal modification protchr12p13.31  cellular protein modification process --- 1.35 1.31 1.20 -1.05 1.00 1.01 1.31 1.21 -1.34 -1.91 -1.48 -2.20
RIMS2 regulating synaptic membrachr8q22.3  intracellular protein transport --- -1.12 -2.36 2.26 -3.29 -1.02 -3.01 1.04 -2.84 -2.94 -5.03 3.90 4.68
RIMS3 regulating synaptic membrachr1pter-p22.2  transport --- 1.15 1.26 1.76 1.76 2.17 2.40 -1.96 -1.67 2.28 2.99 1.19 -1.01
RIN1 Ras and Rab interactor 1 chr11q13.2  endocytosis --- 1.14 1.16 1.22 1.37 1.11 -1.11 1.62 1.37 2.01 1.34 1.77 1.78
RIN2 Ras and Rab interactor 2 chr20p11.22  endocytosis --- 1.08 1.08 -1.03 -1.08 -1.12 1.01 -1.09 1.01 -1.66 -1.42 -1.57 -1.62
RINT1 RAD50 interactor 1 chr7q22.3  transport --- -1.09 -1.08 -1.03 -1.03 1.03 -1.05 -1.05 -1.17 -1.26 -1.14 1.37 1.32
RIOK1 RIO kinase 1 chr6p24.3  protein phosphorylation --- -1.17 -1.04 1.03 1.04 1.06 -1.07 1.10 1.10 1.34 1.16 1.55 1.32
RIOK2 RIO kinase 2 chr5q15  protein phosphorylation --- 1.02 -1.05 1.00 1.05 -1.16 1.02 -1.56 -1.28 -2.43 -2.55 -2.40 -2.47
RIOK2 RIO kinase 2 chr5q15  protein phosphorylation --- 1.03 1.03 1.07 1.10 1.04 -1.01 1.11 1.04 1.20 -1.04 1.33 1.30
RIOK3 RIO kinase 3 chr18q11.2  protein phosphorylation --- -1.16 -1.17 1.03 1.10 1.08 -1.04 1.04 1.08 2.10 1.62 2.39 1.92
RIOK3 RIO kinase 3 chr18q11.2  protein phosphorylation --- 1.16 1.23 1.00 -1.04 -1.10 -1.01 -1.02 -1.03 1.08 1.18 1.42 1.21
RIOK3 RIO kinase 3 chr18q11.2  protein phosphorylation --- -1.13 -1.04 1.14 -1.16 1.19 1.09 1.03 1.24 -2.78 -2.20 -1.49 1.42
RIOK3 RIO kinase 3 chr18q11.2  protein phosphorylation --- 1.12 -1.03 1.25 -1.17 -1.03 -1.01 1.10 1.26 1.04 1.51 1.55 1.25
RIPK1 receptor (TNFRSF)-interactchr6p25.2  positive regulation of protein phosphoryl Apoptosis // GenMAPP /// Apoptosis_GenM -1.09 -1.36 -1.05 -1.19 1.06 1.04 1.00 -1.49 1.49 1.27 2.05 1.89
RIPK1 receptor (TNFRSF)-interactchr6p25.2  positive regulation of protein phosphoryl Apoptosis // GenMAPP /// Apoptosis_GenM 1.03 -1.01 -1.01 1.04 1.12 1.07 -1.28 -1.07 -1.21 -1.49 -1.04 1.06
RIPK2 receptor-interacting serine-t chr8q21  activation of MAPK activity --- -1.08 -1.07 1.06 1.12 1.06 -1.07 1.41 1.21 1.68 1.33 1.61 1.47
RIPK4 receptor-interacting serine-t chr21q22.3  morphogenesis of an epithelium --- -1.08 -1.31 -1.30 -1.13 1.09 -1.05 1.25 1.09 1.31 1.27 2.77 2.53
RIPPLY3 ripply3 homolog (zebrafish)chr21q22.2  negative regulation of transcription from --- 1.19 -1.07 2.21 2.07 -1.59 1.01 -1.52 -1.00 -1.89 -1.33 -1.41 -2.51
RIT1 Ras-like without CAAX 1 chr1q22  GTP catabolic process --- 1.16 1.18 1.20 1.14 1.10 1.24 -1.05 1.10 1.18 1.54 1.35 1.17
RIT1 Ras-like without CAAX 1 chr1q22  signal transduction --- 1.17 1.13 1.16 1.11 1.08 1.14 -1.15 -1.24 1.15 1.52 1.20 1.07
RIT1 Ras-like without CAAX 1 chr1q22  GTP catabolic process --- -1.16 -1.14 -1.09 -1.15 1.10 1.05 1.35 1.08 2.49 2.37 2.79 2.47
RIT1 Ras-like without CAAX 1 chr1q22  signal transduction --- 1.12 1.18 1.10 1.02 1.29 1.25 -1.15 1.02 -1.17 1.37 1.36 1.21
RIT1 Ras-like without CAAX 1 chr1q22  GTP catabolic process --- -1.15 1.03 1.13 -1.24 -1.08 -1.03 1.20 1.09 1.07 1.11 1.63 1.50
RLF rearranged L-myc fusion chr1p32  transcription, DNA-dependent --- -1.31 -1.04 -1.01 -1.23 1.04 -1.08 1.09 1.21 1.14 1.14 2.13 2.03
RLIM ring finger protein, LIM domchrXq13-q21  negative regulation of transcription from --- -1.01 -1.07 -1.04 1.05 -1.01 1.11 -1.11 1.13 1.36 1.50 1.73 1.75
RLN1 relaxin 1 chr9p24.1  signal transduction Smooth_muscle_contraction // GenMAPP 12.21 5.59 1.02 -1.36 -1.71 -2.20 1.38 1.88 -5.08 -1.88 -1.12 -1.59
RLN2 relaxin 2 chr9p24.1  female pregnancy --- -1.32 1.34 1.35 2.07 -1.49 1.14 1.11 -1.12 1.07 1.00 -3.97 -4.18
RLN3 relaxin 3 chr19p13.2 0 --- -1.92 -3.09 3.54 2.90 -3.40 1.05 1.30 1.54 1.27 1.92 -1.35 -2.08
RMDN1 regulator of microtubule dynchr8q21.3 0 --- 1.09 1.06 -1.01 1.03 -1.03 -1.00 -1.03 -1.12 -1.48 -1.40 -1.69 -1.62
RMDN1 regulator of microtubule dynchr8q21.3 0 --- 2.11 1.82 -1.15 1.03 1.44 1.24 1.03 -1.06 -1.70 -1.49 -1.88 -1.83
RMDN3 regulator of microtubule dynchr15q15.1  cellular calcium ion homeostasis --- -1.09 -1.10 1.05 1.03 1.08 1.03 1.10 1.11 -1.08 -1.06 -1.28 -1.03
RMI1 RecQ mediated genome instchr9q21.32  DNA replication --- 1.16 1.27 1.09 -1.05 1.08 1.09 -1.26 -1.15 -1.70 -1.52 -1.27 -1.60
RMI2 RecQ mediated genome instchr16p13.13  DNA replication --- -1.04 -1.00 1.08 -1.06 1.02 -1.05 -1.04 1.00 -1.58 -1.30 -1.51 -1.54
RMND1 required for meiotic nuclearchr6q25.1  translation --- 1.00 -1.11 1.09 1.20 -1.11 -1.02 1.18 1.05 -2.01 -1.80 -2.01 -1.72
RMND1 required for meiotic nuclearchr6q25.1  translation --- 1.09 1.06 -1.12 -1.25 -1.02 1.01 -1.00 -1.31 -2.44 -1.88 -1.38 -1.49
RMND5A required for meiotic nuclearchr2p11.2 0 --- 1.27 1.27 1.22 1.19 1.23 1.35 1.21 1.07 1.11 1.04 1.37 1.02
RMND5A required for meiotic nuclearchr2p11.2 0 --- 1.01 1.02 -1.02 -1.05 -1.10 -1.01 -1.28 -1.16 -1.34 -1.16 -1.17 -1.32
RMND5B required for meiotic nuclearchr5q35.3 0 --- -1.02 -1.04 1.00 -1.01 1.06 1.01 1.16 -1.05 1.09 -1.13 -1.35 -1.26
RMST rhabdomyosarcoma 2 assoc chr12q23.1|12q21 0 --- 2.91 -2.03 -1.63 -1.62 -2.09 1.62 -1.64 -1.46 4.77 7.42 1.27 -1.29
RNA45S5 RNA, 45S pre-ribosomal 5 --- 0 --- -1.01 -1.14 1.04 -1.82 1.23 1.07 1.54 1.24 -2.23 -2.36 -4.40 -4.24
RNA45S5 RNA, 45S pre-ribosomal 5 --- 0 --- 1.06 -1.01 1.05 -1.57 1.69 1.17 1.80 1.25 -2.09 -2.65 -4.05 -4.43
RNASE4 ribonuclease, RNase A famichr14q11  mRNA cleavage mRNA_processing_Reactome // GenMAPP 1.10 -1.02 -1.01 1.02 1.04 1.09 1.11 -1.02 -1.04 1.27 1.21 1.38
RNASEH1 ribonuclease H1 chr2p25  mitochondrial DNA replication --- -1.08 -1.05 -1.03 1.05 1.11 1.06 1.15 1.10 1.28 1.12 1.33 1.36
RNASEH2B ribonuclease H2, subunit B chr13q14.3  RNA catabolic process --- -1.19 1.04 1.28 -1.01 1.46 1.10 -1.40 -1.47 -1.53 -1.09 -1.51 -4.49
RNASEH2B ribonuclease H2, subunit B chr13q14.3  RNA catabolic process --- -1.07 -1.06 -1.03 -1.03 -1.23 -1.24 1.14 -1.01 -2.18 -1.45 -1.86 -1.73
RNASEH2B ribonuclease H2, subunit B chr13q14.3  RNA catabolic process --- -1.10 -1.07 -1.05 1.10 -1.04 1.12 -1.22 1.03 -1.27 -1.45 -2.23 -2.03
RNASEH2B ribonuclease H2, subunit B chr13q14.3  RNA catabolic process --- -1.08 -1.07 1.22 -1.04 1.26 1.31 -1.19 -1.16 -1.75 -1.67 -1.36 -1.66
RNASEH2C ribonuclease H2, subunit C chr11q13.1  RNA catabolic process --- -1.12 -1.11 1.05 1.09 -1.04 -1.18 1.16 1.15 1.06 -1.04 -1.63 -1.59
RNASEH2C ribonuclease H2, subunit C chr11q13.1  RNA catabolic process --- 1.02 -1.14 1.00 1.18 -1.02 -1.06 1.08 1.18 -1.12 -1.17 -1.67 -1.46
RNASEK /// Rribonuclease, RNase K /// Rchr17p /// chr17p13. rRNA transcription --- -1.06 -1.00 -1.04 1.02 1.02 -1.06 1.14 1.07 1.49 1.23 1.21 1.18
RNASEL ribonuclease L (2',5'-oligoischr1q25  mRNA processing --- 1.06 1.02 1.27 1.41 1.20 -1.03 -1.27 -1.03 -1.00 -1.27 1.00 1.19
RNASET2 ribonuclease T2 chr6q27  RNA catabolic process --- 1.02 -1.14 -1.05 1.18 1.01 1.05 1.08 1.18 1.33 1.20 1.03 1.34
RNASET2 ribonuclease T2 chr6q27  RNA catabolic process --- 1.69 2.51 1.10 1.31 1.24 -1.27 1.63 1.54 1.77 1.69 1.53 -1.05
RND3 Rho family GTPase 3 chr2q23.3  GTP catabolic process --- 1.30 1.31 -1.03 -1.02 -1.04 -1.02 1.08 -1.02 1.40 1.15 2.73 1.76
RNF10 ring finger protein 10 chr12q24.31  transcription, DNA-dependent --- 1.11 1.03 -1.11 -1.11 -1.08 1.04 -1.09 -1.11 -1.14 1.03 -1.12 -1.05
RNF103 ring finger protein 103 chr2p11.2  central nervous system development --- 1.12 1.11 1.15 1.10 1.17 1.13 -1.12 -1.13 -1.53 -1.31 1.03 -1.07
RNF112 ring finger protein 112 chr17p11.2  GTP catabolic process --- -1.32 -2.36 1.01 1.19 -1.94 -1.08 2.27 1.20 2.68 4.12 -1.48 1.73
RNF113A ring finger protein 113A chrXq25-q26 0 Electron_Transport_Chain // GenMAPP -1.07 -1.06 1.01 -1.00 1.05 -1.06 -1.03 -1.05 -1.03 1.14 1.20 1.31
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RNF114 ring finger protein 114 chr20q13.13  multicellular organismal development --- 1.01 1.02 -1.04 -1.03 1.08 1.05 1.07 -1.01 1.02 -1.06 1.16 1.21
RNF114 ring finger protein 114 chr20q13.13  multicellular organismal development --- -1.08 -1.07 -1.01 -1.07 1.19 -1.04 1.22 1.20 1.76 1.57 2.13 2.31
RNF121 ring finger protein 121 chr11q13.4 0 --- -1.17 -1.15 1.06 1.11 1.10 1.02 1.11 1.08 -1.40 -1.50 -1.44 -1.23
RNF125 ring finger protein 125, E3 uchr18q12.1  protein ubiquitination --- 1.16 1.26 1.04 1.27 1.39 1.30 -1.06 -1.07 1.10 -1.07 1.37 1.08
RNF125 ring finger protein 125, E3 uchr18q12.1  protein ubiquitination --- 1.76 1.17 -1.20 -2.08 1.61 1.41 -1.30 1.14 1.16 1.42 2.25 1.77
RNF126 ring finger protein 126 chr19p13.3 0 --- 1.09 1.10 1.02 -1.20 -1.24 -1.16 1.34 1.24 1.40 1.23 1.20 1.17
RNF126 ring finger protein 126 chr19p13.3 0 --- -1.04 -1.02 -1.14 1.17 1.01 1.22 1.00 -1.08 1.11 -1.16 1.40 1.51
RNF13 ring finger protein 13 chr3q25.1  protein ubiquitination --- 1.03 -1.06 -1.05 1.00 1.00 1.17 -1.12 1.05 -1.60 -1.40 -1.21 -1.37
RNF130 ring finger protein 130 chr5q35.3  apoptotic process --- 1.01 -1.01 1.05 -1.06 1.07 -1.02 1.00 -1.03 -1.47 -1.27 -1.89 -1.88
RNF14 ring finger protein 14 chr5q23.3-q31.1  transcription, DNA-dependent --- 1.01 -1.16 1.28 1.18 1.14 1.22 -1.75 -1.48 -1.31 -1.27 -1.03 1.36
RNF14 ring finger protein 14 chr5q23.3-q31.1  transcription, DNA-dependent --- 1.14 1.14 1.05 1.06 -1.17 1.05 -1.35 -1.19 -1.77 -1.71 -1.34 -1.63
RNF141 ring finger protein 141 chr11p15.4  regulation of transcription, DNA-depende--- -1.12 -1.12 -1.02 -1.11 -1.03 1.07 -1.36 -1.05 -1.85 -1.42 -1.65 -1.42
RNF141 ring finger protein 141 chr11p15.4  regulation of transcription, DNA-depende--- 2.24 -1.58 2.99 2.21 1.79 2.52 -3.70 1.19 -4.34 -1.86 1.40 3.03
RNF144B ring finger protein 144B chr6p22.3  apoptotic process --- -1.14 -1.12 1.16 1.07 1.06 1.22 -1.19 -1.05 1.58 1.37 1.77 1.31
RNF144B ring finger protein 144B chr6p22.3  apoptotic process --- -2.89 -2.34 -1.19 -1.05 -1.59 1.02 -1.05 -1.72 -1.20 1.72 5.73 1.56
RNF145 ring finger protein 145 chr5q33.3 0 --- -1.20 -1.35 -1.20 -1.25 -1.16 -1.06 1.28 1.09 1.57 1.19 1.25 1.26
RNF146 ring finger protein 146 chr6q22.1-q22.33  Wnt receptor signaling pathway --- -1.07 -1.04 1.09 1.02 -1.15 -1.09 -1.20 -1.04 -1.19 -1.29 1.33 1.13
RNF149 ring finger protein 149 chr2q11.2  protein ubiquitination --- 1.11 1.12 -1.07 -1.06 -1.26 -1.09 1.06 -1.08 -1.27 -1.23 -1.05 -1.28
RNF150 ring finger protein 150 chr4q31.21 0 --- -1.10 -1.15 1.12 -1.01 1.07 -1.03 -1.12 -1.08 -1.76 -1.50 -1.60 -1.40
RNF157 ring finger protein 157 chr17q25.1 0 --- -1.17 -1.01 -1.50 -1.04 -1.15 -1.17 -1.10 1.02 -1.79 -1.37 -1.46 -1.31
RNF165 ring finger protein 165 chr18q21.1 0 --- -1.34 1.12 -1.05 -1.07 1.19 1.65 1.14 -1.03 1.09 1.37 1.46 1.50
RNF165 ring finger protein 165 chr18q21.1 0 --- 1.11 1.48 1.13 -1.18 -1.23 -1.06 1.06 -1.01 1.79 1.38 1.80 1.34
RNF165 ring finger protein 165 chr18q21.1 0 --- 1.05 1.02 1.02 1.19 1.01 1.02 1.24 1.27 1.39 1.24 1.64 1.58
RNF167 ring finger protein 167 chr17p13.2  protein polyubiquitination --- -1.07 -1.16 -1.01 1.07 -1.05 1.19 -1.19 -1.11 1.20 1.34 1.15 1.35
RNF168 ring finger protein 168, E3 uchr3q29  DNA repair --- -1.04 -1.29 1.44 1.44 -1.46 -1.35 -1.50 1.14 1.29 1.10 1.46 1.73
RNF168 ring finger protein 168, E3 uchr3q29  DNA repair --- 1.04 1.01 1.01 1.06 -1.05 1.03 -1.18 -1.21 1.12 1.16 1.32 1.36
RNF169 ring finger protein 169 chr11q13.4  response to DNA damage stimulus --- 1.03 1.01 -1.01 1.06 -1.05 1.03 1.33 1.12 1.28 1.17 1.56 1.42
RNF170 ring finger protein 170 chr8p11.21  protein ubiquitination --- -1.01 -1.09 1.06 1.02 1.21 1.03 -1.14 1.03 -1.44 -1.44 -1.59 -1.41
RNF170 ring finger protein 170 chr8p11.21  protein ubiquitination --- 1.13 1.15 -1.07 -1.22 1.07 1.02 1.11 1.05 -1.79 -1.50 -1.70 -2.02
RNF180 ring finger protein 180 chr5q12.3  protein ubiquitination --- 6.98 11.73 -1.59 -1.25 6.56 6.96 -1.43 -1.39 -1.16 -2.00 1.61 2.05
RNF181 ring finger protein 181 chr2p11.2  protein ubiquitination --- -1.04 -1.02 -1.01 -1.02 1.05 -1.11 1.27 1.15 1.24 1.22 1.26 1.27
RNF182 ring finger protein 182 chr6p23  protein ubiquitination --- 1.20 1.22 -1.03 -1.04 -1.14 1.02 -1.08 -1.22 -1.05 -1.01 -1.66 -1.96
RNF19B ring finger protein 19B chr1p35.1  protein ubiquitination --- 1.20 1.22 -1.09 -1.15 -1.00 -1.01 1.05 -1.14 2.01 1.45 2.41 1.85
RNF19B ring finger protein 19B chr1p35.1  protein ubiquitination --- 1.35 1.00 -1.16 -1.18 1.16 1.02 1.13 1.04 1.89 1.46 2.32 1.84
RNF2 ring finger protein 2 chr1q25.3  negative regulation of transcription from --- 1.26 1.27 1.26 1.03 -1.15 -1.02 -1.50 -1.12 1.29 1.03 1.09 1.01
RNF20 ring finger protein 20, E3 ubchr9q22  protein polyubiquitination --- 1.03 1.00 -1.03 1.13 1.04 1.11 -1.15 -1.10 -1.54 -1.29 -1.31 -1.33
RNF207 ring finger protein 207 chr1p36.31 0 --- -1.15 -1.14 -1.04 -1.02 -1.04 -1.11 1.11 1.03 -1.01 -1.13 -1.22 -1.08
RNF207 ring finger protein 207 chr1p36.31 0 --- 1.08 -1.03 1.06 1.18 1.16 1.07 1.19 1.18 -1.82 -1.99 -1.89 -1.90
RNF212 ring finger protein 212 chr4p16.3  meiotic gene conversion --- 1.09 -1.02 -1.08 1.03 -1.00 -1.10 1.15 1.02 1.17 1.14 1.24 1.42
RNF213 ring finger protein 213 chr17q25.3  ATP catabolic process --- -1.05 -1.05 1.25 1.32 1.29 1.05 -1.12 -1.25 -1.52 -1.32 -2.57 -3.72
RNF213 ring finger protein 213 chr17q25.3  ATP catabolic process --- -1.08 -1.12 -1.17 -1.35 -1.07 -1.22 1.18 1.15 -1.07 -1.24 1.02 1.13
RNF213 ring finger protein 213 chr17q25.3  ATP catabolic process --- 1.02 1.05 1.00 -1.06 1.12 1.08 -1.03 -1.13 -1.22 -1.23 -1.20 -1.34
RNF213 ring finger protein 213 chr17q25.3  ATP catabolic process --- 1.07 1.11 1.01 -1.10 1.06 1.01 -1.16 -1.09 -1.46 -1.17 -1.17 -1.21
RNF213 ring finger protein 213 chr17q25.3  ATP catabolic process --- 1.03 1.05 1.05 1.01 1.01 -1.08 1.02 1.04 -1.11 1.02 -1.72 -1.25
RNF216 ring finger protein 216 chr7p22.1  apoptotic process --- -1.14 -1.24 -1.08 1.03 1.07 -1.07 1.10 1.09 1.72 1.38 1.89 1.72
RNF220 ring finger protein 220 chr1p34.1  protein ubiquitination --- -1.01 -1.06 1.01 1.04 -1.06 1.04 1.06 1.08 -1.20 -1.24 -1.08 -1.03
RNF24 ring finger protein 24 chr20p13 0 --- 1.01 -1.09 -1.12 -1.22 -1.06 -1.05 1.33 1.22 1.05 1.17 1.14 1.33
RNF24 ring finger protein 24 chr20p13 0 --- 1.01 -1.02 1.13 1.06 -1.00 -1.03 -1.02 -1.09 1.31 1.33 1.28 1.44
RNF25 ring finger protein 25 chr2q35  protein ubiquitination --- -1.26 -1.23 1.00 1.03 1.01 -1.10 1.10 1.14 1.32 1.14 1.33 1.39
RNF26 ring finger protein 26 chr11q23 0 --- 1.23 -1.13 -1.37 -1.39 -1.18 -1.09 -1.20 -1.29 1.45 1.59 1.25 1.57
RNF26 ring finger protein 26 chr11q23 0 --- 1.11 -1.06 1.15 1.26 1.02 1.13 -1.04 1.08 1.19 1.19 1.12 1.39
RNF32 ring finger protein 32 chr7q36 0 --- 1.24 -1.03 1.04 1.80 1.01 1.32 -2.49 -2.29 1.30 1.17 1.37 1.24
RNF34 ring finger protein 34, E3 ubchr12q24.31  apoptotic process --- 1.01 1.04 1.15 1.14 1.02 1.04 1.07 1.12 1.02 1.04 1.21 1.38
RNF34 ring finger protein 34, E3 ubchr12q24.31  apoptotic process --- -1.07 -1.06 1.12 1.01 1.05 1.04 -1.13 -1.16 -1.21 -1.19 1.07 1.07
RNF38 ring finger protein 38 chr9p13 0 --- -1.23 -1.37 1.17 1.13 -1.10 -1.60 2.14 1.17 1.81 1.34 2.46 2.49
RNF39 ring finger protein 39 chr6p21.3 0 --- 1.12 -1.19 -1.11 -1.03 -1.23 1.12 1.18 1.21 -2.90 -1.25 -1.37 -1.22
RNF4 ring finger protein 4 chr4p16.3  transcription, DNA-dependent --- 1.01 1.07 1.03 -1.10 1.12 -1.00 1.08 -1.04 1.02 1.03 1.36 1.17
RNF41 ring finger protein 41 chr12q13.13  protein polyubiquitination --- -1.02 -1.08 1.09 1.04 -1.01 1.09 1.10 1.06 1.05 1.23 1.18 1.21
RNF6 ring finger protein (C3H2C3chr13q12.2  regulation of transcription, DNA-depende--- -1.47 -1.33 -1.04 1.75 2.47 3.80 -1.20 1.98 8.90 8.17 2.39 1.76
RNF7 ring finger protein 7 chr3q22-q24  intrinsic apoptotic signaling pathway in r --- 1.03 1.04 1.01 1.03 -1.01 -1.16 1.20 1.04 1.35 1.12 1.08 1.09
RNF7 ring finger protein 7 chr3q22-q24  intrinsic apoptotic signaling pathway in r --- -1.02 -1.08 -1.02 1.02 1.01 -1.08 1.23 1.16 1.28 1.15 1.08 1.12
RNF7 ring finger protein 7 chr3q22-q24  intrinsic apoptotic signaling pathway in r --- 1.07 1.10 1.08 1.14 1.01 1.01 1.12 1.08 1.18 1.14 1.10 1.16
RNFT1 ring finger protein, transmemchr17q23.1 0 --- 1.76 1.62 1.11 1.09 -1.02 -1.11 -1.79 -1.56 -2.63 -2.64 1.10 -2.21
RNFT2 ring finger protein, transmemchr12q24.22 0 --- -1.03 -1.05 -1.07 -1.08 1.15 1.02 -1.05 -1.07 -1.38 -1.25 -1.27 -1.28
RNFT2 ring finger protein, transmemchr12q24.22 0 --- -1.03 -1.08 -1.09 -1.04 1.08 -1.14 -1.06 1.22 -1.08 -1.02 -1.89 -1.62
RNFT2 ring finger protein, transmemchr12q24.22 0 --- -1.23 -1.18 -1.16 -1.32 -1.26 -1.27 1.33 1.06 1.12 -1.53 -1.59 -1.39
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RNGTT RNA guanylyltransferase anchr6q16  transcription from RNA polymerase II pr mRNA_processing_Reactome // GenMAPP -1.11 -1.09 1.12 1.13 1.21 1.28 1.15 -1.04 1.07 1.03 1.24 1.11
RNGTT RNA guanylyltransferase anchr6q16  transcription from RNA polymerase II pr mRNA_processing_Reactome // GenMAPP -1.03 -1.02 1.01 1.07 1.10 -1.08 -1.06 -1.21 1.11 1.13 1.28 1.19
RNGTT RNA guanylyltransferase anchr6q16  transcription from RNA polymerase II pr mRNA_processing_Reactome // GenMAPP -1.01 -1.00 -1.03 -1.06 1.11 -1.04 -1.18 -1.03 -1.13 1.06 1.25 1.26
RNH1 ribonuclease/angiogenin inhchr11p15.5  mRNA catabolic process --- -1.07 -1.10 -1.02 -1.01 1.03 -1.17 1.14 1.08 1.34 1.21 1.68 1.94
RNLS renalase, FAD-dependent amchr10q23.31  oxidation-reduction process --- 1.11 1.05 -1.00 -1.14 1.20 -1.15 1.16 1.04 1.14 1.28 1.11 1.41
RNMT RNA (guanine-7-) methyltrachr18p11.21  transcription from RNA polymerase II pr mRNA_processing_Reactome // GenMAPP 1.14 -1.00 -1.02 1.06 -1.03 1.06 1.56 1.35 -1.48 -1.04 -1.18 -1.29
RNMTL1 RNA methyltransferase likechr17p13.3  RNA methylation --- -1.08 -1.05 -1.04 1.04 1.05 -1.05 1.14 1.15 1.18 -1.01 1.19 1.24
RNPC3 RNA-binding region (RNP1chr1p21  mRNA processing --- 1.03 1.07 1.01 -1.06 -1.04 -1.11 -1.15 -1.10 -1.15 -1.27 1.11 1.04
RNPC3 RNA-binding region (RNP1chr1p21  mRNA processing --- -1.31 -1.13 1.02 -1.09 1.08 1.17 -1.05 1.06 -1.43 -1.17 -1.06 -1.10
RNPEP arginyl aminopeptidase (amchr1q32  protein polyubiquitination --- 1.06 1.06 1.05 -1.07 1.01 -1.02 1.06 -1.06 1.05 1.05 -1.24 -1.31
RNU86 /// RP RNA, U86 small nucleolar /chr22q13  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.10 -1.08 -1.04 -1.03 1.05 -1.04 1.17 1.06 1.36 1.16 -1.01 1.07
RNU86 /// RP RNA, U86 small nucleolar /chr22q13  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.10 -1.03 -1.04 1.00 -1.01 -1.06 1.11 1.03 1.40 1.10 1.07 1.11
RNU86 /// RP RNA, U86 small nucleolar /chr22q13  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.12 -1.04 -1.06 -1.03 -1.01 -1.06 1.11 1.07 1.39 1.11 1.03 1.09
ROCK2 Rho-associated, coiled-coil chr2p24  cytokinesis G13_Signaling_Pathway // GenMAPP /// Int 1.16 1.19 1.04 -1.08 -1.06 1.03 -1.29 -1.17 -1.64 -1.36 -1.43 -1.41
ROGDI rogdi homolog (Drosophila)chr16p13.3  positive regulation of cell proliferation --- 1.11 -1.05 1.02 -1.00 1.12 -1.02 1.17 1.10 -1.52 -1.63 -1.99 -1.61
ROMO1 reactive oxygen species mo chr20q11.22  replicative cell aging --- -1.10 -1.09 -1.02 -1.08 1.04 -1.05 1.11 1.05 1.29 1.18 1.21 1.22
ROR2 receptor tyrosine kinase-likechr9q22  cartilage condensation --- -1.15 -1.17 1.23 1.24 1.10 1.11 1.05 1.04 1.34 1.01 1.95 1.80
ROR2 receptor tyrosine kinase-likechr9q22  skeletal system development --- 1.04 1.16 1.07 -1.01 -1.04 -1.15 -1.06 -1.14 -1.58 -1.45 -1.87 -1.81
RORA RAR-related orphan receptochr15q22.2  transcription, DNA-dependent Nuclear_Receptors // GenMAPP -1.12 -1.11 1.10 -1.02 1.52 1.58 1.58 1.26 3.48 3.49 4.00 4.64
RORA RAR-related orphan receptochr15q22.2  transcription, DNA-dependent Nuclear_Receptors // GenMAPP -1.32 1.01 -1.02 1.14 1.30 1.38 1.51 1.15 3.35 3.20 3.76 4.65
RORA RAR-related orphan receptochr15q22.2  transcription, DNA-dependent Nuclear_Receptors // GenMAPP 1.58 1.35 1.15 1.32 -1.29 1.03 1.42 1.22 1.43 2.36 3.00 3.48
RORA RAR-related orphan receptochr15q22.2  transcription, DNA-dependent Nuclear_Receptors // GenMAPP -1.05 -1.42 -1.38 1.19 -1.24 1.22 -1.15 -1.33 2.98 3.30 2.33 2.52
RORA RAR-related orphan receptochr15q22.2  transcription, DNA-dependent Nuclear_Receptors // GenMAPP 1.78 1.96 1.27 1.98 1.36 1.64 1.14 -1.39 -2.81 -1.64 1.43 1.27
RORA RAR-related orphan receptochr15q22.2  transcription, DNA-dependent Nuclear_Receptors // GenMAPP 1.16 1.04 -1.08 -1.10 1.31 1.19 -1.42 -1.23 1.31 1.75 1.16 -1.03
RORC RAR-related orphan receptochr1q21  transcription, DNA-dependent Nuclear_Receptors // GenMAPP 1.72 2.22 1.11 1.48 1.91 2.43 1.55 -1.09 1.73 -1.02 -3.87 -1.59
RORC RAR-related orphan receptochr1q21  transcription, DNA-dependent Nuclear_Receptors // GenMAPP -1.10 1.03 1.00 1.05 -1.06 1.08 -1.18 1.16 -1.32 -1.34 -2.93 -1.53
RP2 retinitis pigmentosa 2 (X-linchrXp11.3  cell morphogenesis --- -1.35 -1.51 1.43 1.18 -1.15 1.43 -1.12 -1.35 2.42 2.61 2.27 1.29
RP9 retinitis pigmentosa 9 (autoschr7p14.3  RNA splicing --- 1.24 1.25 1.05 -1.05 -1.30 -1.13 1.28 1.27 1.43 1.03 1.46 1.35
RP9 /// RP9P retinitis pigmentosa 9 (autoschr7p14.3  RNA splicing --- 1.08 -1.01 -1.01 -1.14 1.17 -1.02 1.07 1.09 1.40 1.24 1.17 1.27
RP9P retinitis pigmentosa 9 pseudchr7p14.3 0 --- -1.06 -1.06 -1.04 -1.06 1.16 1.02 1.09 1.06 1.33 1.11 1.17 1.34
RP9P retinitis pigmentosa 9 pseudchr7p14.3 0 --- -1.01 -1.06 1.02 -1.05 1.29 1.06 1.10 1.00 1.52 1.24 1.41 1.39
RPA1 replication protein A1, 70kDchr17p13.3  cell cycle checkpoint DNA_replication_Reactome // GenMAPP /// 1.11 1.10 -1.04 -1.05 -1.07 -1.05 -1.08 -1.04 -1.20 -1.05 -1.04 -1.14
RPA3 replication protein A3, 14kDchr7p22  cell cycle checkpoint DNA_replication_Reactome // GenMAPP /// -1.06 -1.04 -1.08 -1.10 -1.02 -1.04 -1.04 -1.04 -1.04 -1.03 -1.13 -1.11
RPAIN RPA interacting protein chr17p13.2  DNA-dependent DNA replication --- 1.03 1.03 1.04 1.04 1.04 1.02 1.07 1.07 1.03 -1.00 1.21 1.16
RPAP1 RNA polymerase II associatchr15q15.1  RNA biosynthetic process --- -1.05 -1.10 1.07 1.10 -1.05 1.04 1.09 -1.03 1.26 1.37 1.31 1.50
RPAP2 RNA polymerase II associatchr1p22.1  transcription, DNA-dependent --- 1.22 1.19 1.11 1.33 1.08 -1.01 1.05 1.03 -2.08 -1.93 -1.06 -1.40
RPAP2 RNA polymerase II associatchr1p22.1  transcription, DNA-dependent --- 1.10 -1.02 1.00 1.10 1.06 1.17 1.13 1.01 -1.38 -1.53 1.09 1.20
RPAP3 RNA polymerase II associatchr12q13.11 0 --- 1.03 1.11 1.08 -1.01 -1.11 -1.05 -1.03 1.04 -1.27 -1.25 1.13 -1.05
RPF1 ribosome production factor chr1p22.3  rRNA processing --- 1.04 1.11 -1.03 -1.05 1.07 -1.05 -1.06 -1.00 1.05 1.00 1.39 1.17
RPF2 ribosome production factor chr6q21 0 --- 1.04 1.08 1.01 1.07 1.05 -1.09 1.15 1.14 1.38 1.16 1.73 1.58
RPGR retinitis pigmentosa GTPasechrXp21.1  intracellular protein transport --- 1.03 1.05 1.21 1.22 -1.14 -1.14 1.04 1.56 -1.11 -1.35 -1.83 -2.00
RPGRIP1L RPGRIP1-like chr16q12.2  in utero embryonic development --- -1.05 -1.09 1.09 -1.10 -1.13 -1.02 -1.30 1.01 -3.29 -2.78 -2.46 -2.49
RPH3AL rabphilin 3A-like (without Cchr17p13.3  intracellular protein transport --- 1.05 -1.01 1.10 1.11 1.21 1.12 1.13 1.02 -1.88 -1.76 -2.36 -2.16
RPL10 /// SNOribosomal protein L10 /// smchrXq28  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP 1.05 1.03 -1.03 1.01 -1.20 -1.21 1.25 1.22 1.65 1.44 1.63 1.72
RPL10A ribosomal protein L10a chr6p21.31  nuclear-transcribed mRNA catabolic proc--- -1.09 -1.02 -1.04 -1.01 1.01 -1.09 1.21 1.11 1.44 1.11 1.00 1.04
RPL11 ribosomal protein L11 chr1p36.1-p35  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP /// Ribosom -1.03 1.00 -1.04 1.05 1.03 -1.04 1.20 1.05 1.40 1.10 1.11 1.09
RPL13 /// SNOribosomal protein L13 /// smchr16q24.3 /// chr16 nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.05 -1.00 -1.02 1.03 1.06 1.02 1.15 1.05 1.40 1.03 -1.01 -1.08
RPL13 /// SNOribosomal protein L13 /// smchr16q24.3 /// chr16 nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.18 -1.14 1.03 1.10 1.00 -1.01 1.26 1.22 1.33 1.00 2.04 1.76
RPL13 /// SNOribosomal protein L13 /// smchr16q24.3 /// chr16 nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP 1.02 -1.04 -1.02 -1.01 1.01 -1.02 1.21 1.16 -1.46 -1.32 -1.87 -1.85
RPL13A /// SNribosomal protein L13a /// s chr19q13.3  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.17 -1.13 -1.04 -1.05 -1.05 -1.07 1.08 1.04 1.16 1.05 -1.10 -1.05
RPL15 ribosomal protein L15 chr3p24.2  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP /// Ribosom -1.13 -1.39 -1.14 -1.04 1.54 1.12 -1.38 -1.34 -2.83 -2.20 -2.31 -2.82
RPL15 ribosomal protein L15 chr3p24.2  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP /// Ribosom -1.03 1.04 -1.06 -1.03 -1.06 -1.01 -1.10 -1.10 -1.14 -1.03 -1.28 -1.26
RPL22 ribosomal protein L22 chr1p36.31  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.03 1.02 -1.05 -1.01 -1.14 -1.07 1.08 -1.02 1.28 1.05 -1.00 -1.03
RPL22 ribosomal protein L22 chr1p36.31  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP 1.02 1.05 -1.02 -1.06 1.03 1.01 1.06 -1.10 -1.10 -1.04 -1.31 -1.26
RPL22L1 ribosomal protein L22-like chr3q26.2  translation --- 1.00 1.03 -1.01 1.12 -1.04 -1.05 1.42 1.26 1.62 1.45 1.16 -1.05
RPL22P22 /// ribosomal protein L22 pseu --- 0 --- -1.77 -1.31 1.20 1.60 -1.18 1.10 -1.27 -1.05 -1.16 -1.16 1.03 1.31
RPL23 /// SNOribosomal protein L23 /// smchr17q /// chr17q12  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP /// Ribosom 1.02 1.02 -1.02 -1.04 1.01 -1.02 1.04 1.04 1.06 -1.03 -1.50 -1.42
RPL23 /// SNOribosomal protein L23 /// smchr17q /// chr17q12  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP /// Ribosom 1.04 1.04 1.14 1.17 1.04 -1.06 -1.17 1.10 -1.99 -1.81 -1.73 -1.59
RPL26L1 ribosomal protein L26-like chr5q35.1  nuclear-transcribed mRNA catabolic proc--- -1.10 -1.05 -1.03 1.00 1.01 -1.03 1.01 1.02 1.29 1.10 1.22 1.14
RPL27A /// SNribosomal protein L27a /// s chr11p15  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.39 -1.29 1.02 -1.04 1.06 -1.02 -2.48 -1.29 -2.29 -2.24 -2.54 -3.11
RPL28 ribosomal protein L28 chr19q13.4  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP 1.08 -1.15 -1.03 1.03 -1.13 -1.14 1.30 1.20 -1.13 -1.35 -1.04 -1.02
RPL3 ribosomal protein L3 chr22q13  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.13 -1.05 -1.06 -1.03 1.01 -1.06 1.11 1.06 1.33 1.12 -1.01 1.06
RPL31 ribosomal protein L31 chr2q11.2  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP /// Ribosom 1.21 1.09 1.20 1.10 -1.00 1.14 -1.22 -1.08 -1.31 -1.21 -1.85 -1.84
RPL31 /// TBCribosomal protein L31 /// TBchr2q11.2  nuclear-transcribed mRNA catabolic procCell_cycle_KEGG // GenMAPP /// Ribosom 1.08 1.37 -1.40 -1.31 -1.02 1.03 1.53 1.51 -1.22 -1.33 -2.79 -2.86
RPL32P3 ribosomal protein L32 pseu chr3q21.3 0 --- 1.20 1.20 1.13 1.33 1.24 1.03 1.32 1.13 -2.19 -1.94 -3.61 -2.53
RPL32P3 ribosomal protein L32 pseu chr3q21.3 0 --- 1.04 -1.55 1.10 1.04 1.55 1.39 1.35 1.05 -2.45 -2.50 -2.56 -2.07
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RPL32P3 ribosomal protein L32 pseu chr3q21.3 0 --- 1.98 1.29 1.07 1.17 1.08 1.21 -1.30 -1.48 -1.55 -1.68 -1.98 -2.08
RPL35A ribosomal protein L35a chr3q29  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.07 -1.01 1.00 1.02 1.01 1.06 1.00 1.06 -1.06 1.06 -1.43 -1.19
RPL36A ribosomal protein L36a chrXq22.1  nuclear-transcribed mRNA catabolic procmRNA_processing_Reactome // GenMAPP 1.03 -1.00 1.00 1.24 1.32 1.24 -1.04 1.25 -1.54 -1.57 -2.11 -1.52
RPL36AL ribosomal protein L36a-likechr14q21  translation --- -1.14 -1.02 -1.03 -1.05 1.06 -1.07 1.14 1.06 1.38 1.08 1.22 1.23
RPL5 /// SNO ribosomal protein L5 /// smachr1p22.1  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.07 1.01 -1.03 -1.01 1.01 -1.03 1.12 1.02 1.39 1.11 1.01 1.04
RPL7L1 ribosomal protein L7-like 1 chr6p21.1 0 --- 1.03 1.00 -1.01 1.03 -1.05 -1.03 -1.01 -1.07 -1.09 -1.14 -1.15 -1.15
RPL7L1 /// Wribosomal protein L7-like 1 chr10p11.23 /// chr60 --- -1.15 -1.07 1.03 -1.02 1.02 1.03 1.11 1.02 1.24 1.12 1.26 1.30
RPLP0 ribosomal protein, large, P0 chr12q24.2  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.08 -1.03 -1.04 -1.02 1.04 -1.07 1.12 1.02 1.40 1.12 1.05 1.07
RPLP2 ribosomal protein, large, P2 chr11p15.5  nuclear-transcribed mRNA catabolic proc--- 1.82 1.51 1.21 1.34 -1.20 -1.11 -1.10 -1.39 -1.31 1.11 -1.32 -1.10
RPN1 ribophorin I chr3q21.3  translation Proteasome_Degradation // GenMAPP 1.15 1.21 -1.06 -1.14 -1.09 -1.02 -1.07 -1.17 1.11 1.03 1.36 1.17
RPN2 ribophorin II chr20q12-q13.1  translation Proteasome_Degradation // GenMAPP -1.04 -1.02 -1.07 1.01 1.03 -1.06 1.13 1.03 1.09 1.04 1.02 1.11
RPP21 /// TRIribonuclease P/MRP 21kDachr6p21.3 /// chr6p2 apoptotic process --- 1.00 1.01 -1.02 1.03 1.05 -1.10 1.14 -1.01 1.50 1.19 1.23 1.16
RPP25L ribonuclease P/MRP 25kDachr9p13.3 0 --- -1.02 -1.07 1.02 1.11 -1.09 -1.12 1.12 1.12 -1.33 -1.42 -1.64 -1.53
RPP30 ribonuclease P/MRP 30kDachr10q23.31  tRNA processing --- -1.10 -1.05 -1.04 -1.05 1.00 -1.10 1.15 1.03 1.16 -1.06 1.26 1.20
RPP30 ribonuclease P/MRP 30kDachr10q23.31  tRNA processing --- 1.10 1.02 1.10 1.14 1.03 1.02 -1.29 -1.09 -1.91 -1.99 -1.96 -1.79
RPP30 ribonuclease P/MRP 30kDachr10q23.31  tRNA processing --- 1.16 1.37 1.18 1.19 -1.18 1.19 -1.43 -1.49 -2.56 -3.66 -3.03 -9.47
RPP30 ribonuclease P/MRP 30kDachr10q23.31  tRNA processing --- 1.06 1.12 1.19 -1.21 -1.09 1.09 -1.08 -1.18 -2.22 -1.78 -3.52 -3.92
RPP38 ribonuclease P/MRP 38kDachr10p13  tRNA processing --- -1.10 -1.16 1.03 -1.05 1.15 1.00 1.04 1.01 1.21 1.00 1.41 1.49
RPP40 ribonuclease P/MRP 40kDachr6p25.1  tRNA processing --- -1.19 -1.15 -1.01 -1.07 1.11 -1.02 1.01 1.00 -1.37 -1.40 -1.15 -1.24
RPRD1A regulation of nuclear pre-mRchr18q12.2  dephosphorylation of RNA polymerase II--- 1.10 1.13 1.05 -1.02 1.02 -1.02 -1.20 -1.17 -1.28 -1.13 -1.08 -1.27
RPRD1A regulation of nuclear pre-mRchr18q12.2  dephosphorylation of RNA polymerase II--- 1.02 -1.08 1.13 1.15 1.13 1.14 1.26 1.06 -1.07 -1.02 1.42 1.53
RPRD2 regulation of nuclear pre-mRchr1q21.3 0 --- 1.02 1.13 -1.01 -1.10 1.03 1.01 -1.06 -1.00 -1.31 -1.26 -1.38 -1.39
RPRD2 regulation of nuclear pre-mRchr1q21.3 0 --- 1.04 1.03 -1.03 -1.05 1.04 1.03 -1.16 -1.08 -1.64 -1.66 -1.27 -1.37
RPS10P2 /// Rribosomal protein S10 pseud--- 0 --- -1.12 -1.05 -1.26 -1.04 1.00 1.23 -1.01 1.35 1.37 1.24 -1.24 -1.05
RPS10P7 ribosomal protein S10 pseudchr1q32.1 0 --- 1.44 1.13 1.28 1.23 1.79 1.64 1.40 1.09 1.61 1.26 1.89 1.85
RPS14 ribosomal protein S14 chr5q31-q33  ribosomal small subunit assembly mRNA_processing_binding_Reactome // Ge -1.07 -1.01 -1.05 -1.03 -1.00 -1.03 1.12 1.05 1.37 1.08 -1.01 1.02
RPS15 ribosomal protein S15 chr19p13.3  ribosomal small subunit export from nuclRibosomal_Proteins // GenMAPP /// Ribosom 2.08 2.28 1.25 1.56 1.14 1.02 1.78 1.81 -10.27 -1.81 -1.64 -1.55
RPS15A ribosomal protein S15a chr16p  nuclear-transcribed mRNA catabolic proc--- -1.07 -1.02 -1.01 -1.02 1.13 1.03 1.08 1.05 -1.05 -1.14 -1.46 -1.37
RPS19BP1 ribosomal protein S19 bindichr22q13.1 0 --- 1.04 -1.03 1.07 1.13 -1.05 -1.15 1.30 1.17 1.70 1.21 1.59 1.41
RPS20 /// SNOribosomal protein S20 /// smchr8q12  nuclear-transcribed mRNA catabolic procmRNA_processing_binding_Reactome // Ge 1.32 1.28 1.04 -1.52 1.12 1.05 -1.50 -1.37 -1.91 -1.56 -3.10 -3.64
RPS21 ribosomal protein S21 chr20q13.3  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.06 -1.04 -1.07 -1.00 1.09 1.04 1.02 1.01 1.00 1.05 -1.35 -1.34
RPS23 ribosomal protein S23 chr5q14.2  nuclear-transcribed mRNA catabolic procmRNA_processing_binding_Reactome // Ge 1.07 1.05 1.13 -1.20 1.10 1.12 1.07 -1.06 -1.50 -1.63 -2.80 -2.61
RPS24 ribosomal protein S24 chr10q22  nuclear-transcribed mRNA catabolic procmRNA_processing_binding_Reactome // Ge -1.07 1.07 1.43 1.34 1.07 1.16 1.13 1.14 -1.69 -1.44 -1.79 -1.89
RPS24 ribosomal protein S24 chr10q22  nuclear-transcribed mRNA catabolic procmRNA_processing_binding_Reactome // Ge 1.00 1.02 -1.05 1.03 1.02 1.03 1.08 -1.01 1.25 1.06 1.08 1.05
RPS27A ribosomal protein S27a chr2p16  cell cycle checkpoint --- 1.07 -1.05 -1.02 1.12 1.11 1.03 -1.06 1.14 -1.46 -1.24 -1.48 -1.34
RPS27L ribosomal protein S27-like chr15q22.2  DNA repair --- 1.19 1.15 -1.02 -1.00 -1.10 1.05 -1.32 -1.22 -1.82 -1.60 -2.03 -2.35
RPS27L ribosomal protein S27-like chr15q22.2  DNA repair --- -1.03 1.04 -1.06 -1.03 1.00 -1.05 1.03 1.12 -1.05 1.03 -1.05 -1.04
RPS27L ribosomal protein S27-like chr15q22.2  DNA repair --- -1.06 1.05 -1.00 1.05 -1.03 -1.00 -1.02 1.01 1.11 1.03 -1.08 -1.11
RPS28 ribosomal protein S28 chr19p13.2  nuclear-transcribed mRNA catabolic procmRNA_processing_binding_Reactome // Ge -1.08 -1.19 1.03 1.17 1.17 -1.02 1.08 1.06 -1.86 -2.09 -1.90 -2.16
RPS28 ribosomal protein S28 chr19p13.2  nuclear-transcribed mRNA catabolic procmRNA_processing_binding_Reactome // Ge -1.44 -1.52 -1.06 1.15 1.37 1.10 1.19 -1.17 -2.39 -2.03 -1.81 -1.95
RPS6 ribosomal protein S6 chr9p21  ribosomal small subunit assembly mRNA_processing_binding_Reactome // Ge 2.84 2.27 -3.49 -2.03 1.51 1.95 -1.45 -1.09 1.21 2.87 1.66 1.26
RPS6KA1 ribosomal protein S6 kinasechr1p  toll-like receptor signaling pathway Ribosomal_Proteins // GenMAPP -1.22 -1.18 -1.07 -1.11 -1.05 -1.03 -1.00 1.05 1.26 1.27 1.08 1.18
RPS6KA2 ribosomal protein S6 kinasechr6q27  mitotic metaphase Ribosomal_Proteins // GenMAPP 1.05 1.14 1.06 1.04 1.06 -1.04 -1.14 1.09 1.40 1.06 -1.05 1.08
RPS6KA3 ribosomal protein S6 kinasechrXp22.2-p22.1  skeletal system development Ribosomal_Proteins // GenMAPP 1.03 1.01 1.13 1.02 -1.13 -1.01 -1.26 -1.08 -1.21 -1.09 -1.21 -1.20
RPS6KA4 ribosomal protein S6 kinasechr11q11-q13  negative regulation of cytokine productio--- -1.22 -1.13 1.10 -1.08 1.25 -1.06 -1.04 1.23 1.38 1.23 1.14 1.28
RPS6KA5 ribosomal protein S6 kinasechr14q31-q32.1  negative regulation of cytokine productio--- 1.03 -1.09 1.46 1.26 1.23 1.22 -1.22 -1.14 -3.01 -1.64 -1.99 -2.47
RPS6KA6 ribosomal protein S6 kinasechrXq21  protein phosphorylation Ribosomal_Proteins // GenMAPP -1.84 1.07 -2.00 -1.57 -1.29 -2.48 3.06 1.40 1.43 1.80 2.59 16.74
RPS6KA6 ribosomal protein S6 kinasechrXq21  protein phosphorylation Ribosomal_Proteins // GenMAPP -1.71 -1.02 -3.29 -2.44 1.26 1.20 -1.26 -1.09 3.44 1.60 2.20 1.99
RPS6KB1 ribosomal protein S6 kinasechr17q23.1  G1 G13_Signaling_Pathway // GenMAPP /// Rib -1.00 1.28 -1.01 -1.12 -1.16 -1.03 -1.21 1.38 -2.23 -1.40 1.02 -1.25
RPS6KB1 ribosomal protein S6 kinasechr17q23.1  G1 G13_Signaling_Pathway // GenMAPP /// Rib -1.16 -1.26 -1.08 -1.03 1.14 1.04 -1.07 -1.06 -1.46 -1.45 -1.30 -1.11
RPS6KB1 ribosomal protein S6 kinasechr17q23.1  G1 G13_Signaling_Pathway // GenMAPP /// Rib 1.16 1.13 -1.05 1.04 -1.09 1.00 -1.16 -1.12 -1.50 -1.44 -1.27 -1.22
RPS6KC1 ribosomal protein S6 kinasechr1q41  protein phosphorylation --- 1.01 -1.05 1.14 1.13 1.20 1.10 1.15 1.21 -1.52 -1.49 1.09 1.15
RPS7 ribosomal protein S7 chr2p25  nuclear-transcribed mRNA catabolic procmRNA_processing_binding_Reactome // Ge -1.08 1.00 -1.13 -1.05 -1.05 -1.01 1.06 1.02 1.03 1.04 -1.12 -1.09
RPS8 /// SNO ribosomal protein S8 /// smachr1p34.1 /// chr1p3 nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP /// Ribosom -1.09 -1.01 -1.10 -1.08 1.01 -1.02 1.10 1.04 1.27 1.11 1.04 1.06
RPS9 ribosomal protein S9 chr19q13.4  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.10 -1.01 -1.05 -1.01 1.01 -1.03 1.13 1.05 1.34 1.14 1.01 1.05
RPS9 ribosomal protein S9 chr19q13.4  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.05 -1.21 -1.25 -1.14 -1.39 -1.03 -1.36 -1.03 -1.22 1.22 -1.81 -1.25
RPS9 ribosomal protein S9 chr19q13.4  nuclear-transcribed mRNA catabolic procRibosomal_Proteins // GenMAPP -1.18 -1.49 -1.25 -2.47 -1.06 1.53 4.32 1.59 -1.18 1.37 -1.74 -1.09
RPSA ribosomal protein SA chr3p22.2  ribosomal small subunit assembly Ribosomal_Proteins // GenMAPP -1.08 -1.01 -1.04 -1.02 -1.09 -1.04 1.09 1.05 1.08 1.09 -1.57 -1.20
RPUSD2 RNA pseudouridylate synthchr15q13.3  pseudouridine synthesis --- -1.00 -1.12 1.12 1.05 1.03 -1.05 1.09 1.08 -1.06 -1.19 1.12 1.27
RPUSD3 RNA pseudouridylate synthchr3p25.3  pseudouridine synthesis --- -1.08 -1.09 -1.12 -1.11 -1.08 -1.12 1.20 1.14 1.60 1.40 1.49 1.60
RRAGB Ras-related GTP binding B chrXp11.21  signal transduction --- -1.09 -1.18 -1.11 1.01 1.54 1.16 -1.15 -1.20 -2.08 -2.43 -1.97 -2.08
RRAGC Ras-related GTP binding C chr1p34  GTP catabolic process --- 1.02 -1.00 -1.04 -1.14 -1.00 -1.02 -1.09 -1.15 -1.28 -1.15 1.10 1.03
RRAGC Ras-related GTP binding C chr1p34  GTP catabolic process --- -1.14 -1.17 1.02 1.06 1.06 1.05 1.26 1.25 1.16 -1.05 1.21 1.42
RRAGD Ras-related GTP binding D chr6q15-q16  positive regulation of TOR signaling casc--- -1.28 -1.36 1.06 -1.28 1.03 1.10 -1.36 -1.08 -1.28 1.14 1.09 1.27
RRAGD Ras-related GTP binding D chr6q15-q16  positive regulation of TOR signaling casc--- 1.09 1.08 1.01 1.10 1.08 -1.05 1.32 1.13 1.69 1.73 1.97 2.48
RRAS related RAS viral (r-ras) oncchr19q13.3-qter  GTP catabolic process G_Protein_Signaling // GenMAPP /// MAPK 1.07 -1.05 1.07 1.12 1.25 -1.01 1.42 1.15 2.26 1.90 2.48 2.15
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RRAS2 related RAS viral (r-ras) oncchr11p15.2  GTP catabolic process --- 1.15 1.12 -1.02 -1.10 -1.06 1.00 1.04 1.26 1.29 1.37 1.47 1.33
RRAS2 related RAS viral (r-ras) oncchr11p15.2  GTP catabolic process --- -1.02 1.11 1.12 1.09 1.11 1.10 1.04 1.21 1.64 1.77 1.42 1.36
RRBP1 ribosome binding protein 1 chr20p12  translation --- -1.06 -1.03 -1.14 -1.08 1.19 1.14 1.39 1.37 1.75 1.46 1.70 2.04
RRBP1 ribosome binding protein 1 chr20p12  translation --- -1.04 -1.04 -1.07 1.03 1.06 -1.07 1.12 1.12 1.91 1.69 1.62 2.00
RRBP1 ribosome binding protein 1 chr20p12  translation --- 1.15 1.09 -1.02 -1.23 -1.00 -1.08 1.06 1.08 1.56 1.91 1.78 2.49
RREB1 ras responsive element bind chr6p25  transcription, DNA-dependent --- 1.08 1.08 -1.05 1.01 -1.00 -1.01 -1.00 -1.04 1.50 1.47 1.42 1.32
RRM1 ribonucleotide reductase M chr11p15.5  DNA replication Nucleotide_Metabolism // GenMAPP 1.08 1.04 -1.00 1.02 -1.00 1.04 -1.02 -1.08 -1.00 1.02 -1.12 -1.07
RRM2 ribonucleotide reductase M2chr2p25-p24  G1 --- -1.10 -1.06 -1.01 -1.01 1.02 -1.03 1.06 1.02 1.80 1.61 1.41 1.49
RRN3 /// RRNRRN3 RNA polymerase I trchr16p11.2 /// chr16 in utero embryonic development --- -1.13 -1.05 1.01 1.00 -1.14 -1.08 -1.27 -1.03 1.07 -1.36 1.98 1.12
RRN3 /// RRNRRN3 RNA polymerase I trchr16p11.2 /// chr16 in utero embryonic development --- 1.42 1.06 -1.05 -1.09 -1.01 1.07 -1.27 1.06 -1.10 -1.47 -1.78 -1.28
RRN3P1 RNA polymerase I transcripchr16p12.2  translational initiation --- -1.19 -1.41 1.21 1.37 1.05 1.06 1.04 1.17 -1.80 -2.02 -1.82 -1.28
RRNAD1 ribosomal RNA adenine dimchr1q23.1  rRNA modification --- -1.05 -1.08 1.16 1.01 1.12 -1.00 1.12 1.05 1.28 1.26 1.61 1.84
RRP1 ribosomal RNA processing chr21q22.3  rRNA processing --- -1.24 -1.23 1.04 1.05 1.06 -1.04 1.01 -1.01 1.21 -1.14 1.14 1.24
RRP12 ribosomal RNA processing chr10q24.1 0 --- -1.13 -1.09 1.21 1.45 1.04 1.48 -1.78 -1.56 1.23 1.07 1.37 1.91
RRP12 ribosomal RNA processing chr10q24.1 0 --- 1.04 -1.14 -1.28 -1.48 -1.46 -1.02 -1.00 1.03 -1.26 1.17 1.13 1.40
RRP15 ribosomal RNA processing chr1q41 0 --- 1.09 1.02 -1.01 1.06 1.03 1.09 -1.03 -1.04 -1.43 -1.56 -1.01 -1.20
RRP15 ribosomal RNA processing chr1q41 0 --- 1.30 1.19 1.03 1.18 -1.39 1.08 -1.72 -1.44 -2.49 -1.92 -2.11 -2.41
RRP1B ribosomal RNA processing chr21q22.3  rRNA processing --- 1.16 1.11 -1.03 -1.00 -1.18 -1.13 1.57 1.45 2.75 1.77 2.20 2.09
RRP36 ribosomal RNA processing chr6p21.1  rRNA processing --- 1.03 1.10 1.02 1.11 1.03 1.10 -1.27 -1.02 -1.77 -1.31 -1.15 1.05
RRP7A ribosomal RNA processing chr22q13.2 0 --- -1.13 -1.01 1.07 1.19 -1.20 -1.18 1.13 1.13 1.14 -1.17 1.52 1.91
RRP8 ribosomal RNA processing chr11p15.4  chromatin silencing at rDNA --- -1.17 -1.09 -1.07 1.10 1.02 -1.11 1.29 1.25 1.41 1.23 1.41 1.51
RRP9 ribosomal RNA processing chr3p21.2  rRNA processing --- 1.04 -1.12 -1.01 1.12 1.02 -1.06 1.03 1.17 1.31 -1.06 1.34 1.38
RSAD1 radical S-adenosyl methionichr17q21.33  porphyrin-containing compound biosynth--- 1.03 -1.02 -1.02 1.07 1.10 -1.03 -1.00 1.01 1.10 1.02 1.21 1.19
RSAD2 radical S-adenosyl methionichr2p25.2  ossification --- -1.24 -1.94 1.65 2.50 -1.10 -1.29 6.30 6.16 1.13 -2.71 1.11 1.57
RSBN1 round spermatid basic prote chr1p13.2 0 --- -1.04 -1.19 1.05 1.02 1.18 1.04 1.43 -1.05 1.09 1.28 1.24 1.53
RSF1 remodeling and spacing factchr11q14.1  nucleosome assembly --- -1.06 -1.08 1.06 -1.01 1.00 -1.02 1.14 1.20 1.29 1.18 1.14 1.28
RSF1 remodeling and spacing factchr11q14.1  nucleosome assembly --- 1.23 1.06 1.13 1.01 1.01 1.29 1.23 1.18 1.18 1.27 1.33 1.10
RSF1 remodeling and spacing factchr11q14.1  nucleosome assembly --- 1.15 1.07 1.03 -1.33 1.06 1.09 -1.26 1.01 -1.82 -1.59 -1.41 -1.63
RSF1 remodeling and spacing factchr11q14.1  nucleosome assembly --- -1.09 -1.10 1.17 1.06 1.13 1.08 1.34 1.08 1.18 1.27 1.31 1.41
RSL1D1 ribosomal L1 domain conta chr16p13.13  translation --- -1.24 -1.26 -1.26 -1.28 1.03 1.03 -1.03 1.20 -1.93 -1.90 1.24 1.11
RSL1D1 ribosomal L1 domain conta chr16p13.13  translation --- -1.19 -1.16 -1.01 -1.16 -1.07 -1.13 -1.01 1.14 -1.61 -1.35 1.32 1.47
RSL24D1 ribosomal L24 domain cont chr15q21  ribosome biogenesis --- 1.05 1.05 1.01 -1.00 1.04 -1.04 1.15 -1.08 1.18 1.05 1.48 1.33
RSPH3 radial spoke 3 homolog (Chchr6q25.3 0 --- -1.10 1.11 1.13 1.28 1.11 -1.03 1.02 1.23 1.23 1.40 1.33 1.47
RSPH3 radial spoke 3 homolog (Chchr6q25.3 0 --- 1.01 1.23 1.03 1.14 1.02 1.09 1.32 1.13 1.34 1.19 1.45 1.52
RSPO1 R-spondin 1 chr1p34.3  regulation of receptor internalization --- 2.66 -1.73 -2.73 -1.67 -1.04 1.14 -3.32 -1.80 2.27 -1.54 -2.07 -1.09
RSPO2 R-spondin 2 chr8q23.1  osteoblast differentiation --- 1.36 1.91 2.31 3.83 1.45 -1.05 1.54 2.29 6.36 4.86 1.73 -1.38
RSPO3 R-spondin 3 chr6q22.33  Wnt receptor signaling pathway --- 1.08 1.03 1.11 1.09 1.02 1.03 -1.04 -1.07 1.96 1.68 1.96 1.75
RSPRY1 ring finger and SPRY domachr16q13 0 --- 1.06 1.01 -1.03 -1.05 -1.09 1.12 -1.14 -1.10 -1.27 -1.04 -1.38 -1.40
RSRC2 arginine/serine-rich coiled-cchr12q24.31 0 --- -1.03 -1.03 1.09 1.13 1.02 -1.03 1.10 -1.00 1.24 1.33 1.39 1.28
RSRC2 arginine/serine-rich coiled-cchr12q24.31 0 --- -1.02 1.01 1.12 1.00 1.31 1.05 1.03 -1.10 1.26 1.10 1.62 1.46
RSU1 Ras suppressor protein 1 chr10p13  signal transduction --- 1.13 1.10 -1.06 -1.19 -1.15 1.01 -1.20 -1.22 -1.27 -1.13 -1.07 -1.33
RSU1 Ras suppressor protein 1 chr10p13  signal transduction --- 3.82 3.71 -1.40 -1.61 -1.01 1.11 1.25 1.07 1.62 1.09 1.37 -1.05
RSU1 Ras suppressor protein 1 chr10p13  signal transduction --- 1.14 1.02 1.09 -1.05 -1.11 -1.02 -1.38 -1.22 -1.99 -1.27 -2.48 -2.07
RTCA RNA 3'-terminal phosphate chr1p21.2  RNA processing --- 1.10 1.08 1.09 1.02 1.11 -1.02 1.24 1.03 1.02 1.01 1.21 1.12
RTDR1 rhabdoid tumor deletion regchr22q11.2 0 --- 2.01 1.18 -4.24 -1.77 -1.91 -1.37 -1.23 -1.13 -1.87 -7.77 1.16 -1.20
RTEL1 regulator of telomere elongachr20q13.3  telomere maintenance --- 1.34 1.31 1.04 1.27 1.04 1.17 1.03 1.19 1.27 -1.16 -1.34 -1.19
RTEL1 regulator of telomere elongachr20q13.3  telomere maintenance --- 1.12 1.15 -1.04 1.15 -1.12 -1.05 1.56 1.18 1.44 -1.02 -1.67 -1.38
RTF1 Rtf1, Paf1/RNA polymerasechr15q15.1  negative regulation of transcription from --- 1.14 1.06 1.01 -1.00 -1.08 1.02 -1.08 1.00 -1.44 -1.24 -1.30 -1.45
RTFDC1 replication termination factochr20q13.31 0 --- 1.29 1.39 -2.07 1.07 -1.54 -1.56 -2.59 -1.03 4.02 3.37 2.32 1.55
RTKN2 rhotekin 2 chr10q21.2  signal transduction --- -1.10 -1.11 -2.81 -2.12 -2.62 2.08 -1.74 2.98 8.85 3.75 1.74 2.42
RTN2 reticulon 2 chr19q13.32  signal transduction --- -1.45 -1.84 1.03 1.30 1.15 1.03 1.01 1.27 -2.13 -1.57 -1.06 -1.30
RTN2 reticulon 2 chr19q13.32  signal transduction --- 1.17 1.03 -1.34 -1.11 -1.35 -1.42 -1.09 -1.12 -1.53 -1.28 -1.40 -1.29
RTN3 reticulon 3 chr11q13  transport --- -1.03 1.04 -1.10 -1.02 -1.08 -1.04 -1.07 -1.11 -1.04 -1.01 1.01 -1.00
RTN3 reticulon 3 chr11q13  protein phosphorylation Nuclear_Receptors // GenMAPP 1.09 1.13 -1.06 1.01 -1.08 -1.02 -1.11 -1.17 -1.03 -1.08 -1.01 -1.15
RTN4IP1 reticulon 4 interacting prote chr6q21  oxidation-reduction process --- 1.08 1.03 1.06 1.05 1.05 1.02 -1.23 -1.20 -1.62 -1.67 -1.25 -1.11
RTN4IP1 reticulon 4 interacting prote chr6q21  oxidation-reduction process --- 1.05 1.01 1.08 1.11 1.00 -1.02 -1.18 1.00 -1.24 -1.40 -1.24 -1.20
RTN4R reticulon 4 receptor chr22q11.21  axonogenesis --- 1.42 1.35 1.37 1.47 1.15 -1.08 -1.82 -1.05 1.11 -1.34 1.48 1.63
RTTN rotatin chr18q22.2  multicellular organismal development --- -1.02 -1.39 -1.43 -1.55 -1.13 1.03 1.75 1.23 2.95 1.26 1.09 -1.14
RUFY3 RUN and FYVE domain co chr4q13.3  multicellular organismal development --- 1.20 1.06 1.29 1.25 1.10 1.10 1.42 1.21 1.19 1.14 1.44 1.33
RUFY3 RUN and FYVE domain co chr4q13.3  multicellular organismal development --- 1.04 1.06 -1.02 -1.12 1.16 1.24 -1.57 -1.35 1.51 1.60 -1.20 -1.22
RUNDC1 RUN domain containing 1 chr17q21.31 0 --- 1.04 -1.03 -1.21 -1.15 1.38 1.14 1.15 1.25 1.02 1.12 -1.06 -1.06
RUNDC1 RUN domain containing 1 chr17q21.31 0 --- -1.02 -1.10 1.08 -1.04 1.01 1.05 1.03 1.07 -1.21 -1.15 -1.00 1.01
RUNDC3A RUN domain containing 3Achr17q21.31  small GTPase mediated signal transductio--- 1.11 -2.90 1.57 -1.00 1.42 1.78 3.77 2.55 1.18 -1.20 2.26 3.98
RUNX1T1 runt-related transcription facchr8q22  generation of precursor metabolites and e--- -1.20 -1.03 2.34 2.82 1.14 1.14 3.21 4.23 -3.20 -1.71 -1.54 2.00
RUNX1T1 runt-related transcription facchr8q22  generation of precursor metabolites and e--- 1.82 -1.30 -2.44 -3.40 3.68 1.35 -3.60 2.24 5.11 3.16 3.90 4.53
RUNX2 runt-related transcription facchr6p21  skeletal system development TGF_Beta_Signaling_Pathway // GenMAPP -1.02 1.13 -1.04 -1.22 -1.10 -1.12 1.04 -1.03 1.35 1.28 1.76 1.44
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RUNX3 runt-related transcription facchr1p36  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP 1.12 1.27 -1.05 -1.41 1.16 1.12 1.10 -1.02 2.16 2.11 2.15 2.43
RUNX3 runt-related transcription facchr1p36  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP -1.01 -1.01 -1.01 -1.04 1.00 1.09 1.18 1.04 2.21 2.06 2.03 2.09
RUSC1 RUN and SH3 domain cont chr1q21-q22  protein polyubiquitination --- 1.05 -1.03 1.03 1.21 1.02 1.03 1.13 1.07 1.44 1.30 1.15 1.32
RUSC1-AS1 RUSC1 antisense RNA 1 chr1q22 0 --- -1.08 -1.29 1.13 1.10 1.19 1.25 1.07 -1.01 -1.61 -1.46 1.40 1.60
RUSC1-AS1 RUSC1 antisense RNA 1 chr1q22 0 --- 1.01 -1.02 1.19 1.01 1.24 1.18 -1.03 1.03 -1.21 -1.14 1.48 1.74
RUSC2 RUN and SH3 domain cont chr9p13.3 0 --- 1.01 1.18 -1.03 -1.07 -1.04 -1.01 1.14 1.16 1.50 1.40 1.28 1.24
RWDD1 RWD domain containing 1 chr6q13-q22.33 0 --- 1.24 1.54 1.06 1.17 1.16 -1.17 -1.04 1.03 -2.07 -1.46 -3.47 -4.52
RWDD2A RWD domain containing 2Achr6q14.2 0 --- -1.31 -1.28 1.02 -1.17 1.13 1.05 1.08 1.12 1.10 -1.05 1.58 1.49
RWDD2B RWD domain containing 2Bchr21q22.11 0 --- -1.05 -1.02 -1.00 -1.01 -1.01 -1.05 1.19 1.11 1.10 1.11 -1.25 -1.14
RWDD3 RWD domain containing 3 chr1p21.3 0 --- 1.32 1.17 -1.20 -1.10 -1.11 -1.10 -1.11 -1.04 -1.51 -1.48 -1.45 -1.65
RWDD4 RWD domain containing 4 chr4q35.1 0 --- 1.12 1.14 1.02 1.07 -1.07 1.03 -1.12 -1.11 -1.07 -1.02 -1.14 -1.21
RXRA retinoid X receptor, alpha chr9q34.3  negative regulation of transcription from Nuclear_Receptors // GenMAPP -1.20 -1.17 -1.07 1.09 1.09 -1.05 -1.14 1.07 -1.45 -1.28 -1.28 -1.07
RXRA retinoid X receptor, alpha chr9q34.3  negative regulation of transcription from Nuclear_Receptors // GenMAPP 1.03 -1.02 -1.02 1.03 1.02 -1.00 1.36 1.36 2.74 2.37 1.47 1.58
RXRB retinoid X receptor, beta chr6p21.3  in utero embryonic development Nuclear_Receptors // GenMAPP -1.10 1.14 1.09 1.03 1.05 -1.06 1.10 1.38 1.09 1.12 1.19 1.17
RYBP RING1 and YY1 binding prchr3p13  negative regulation of transcription from --- 1.07 -1.06 1.02 1.06 -1.07 -1.02 -1.00 -1.01 -1.01 1.22 1.13 1.03
RYK receptor-like tyrosine kinasechr3q22  protein phosphorylation --- 1.40 1.32 1.28 1.15 1.09 1.11 -1.28 -1.45 -1.21 -1.28 -1.26 -1.30
RYK receptor-like tyrosine kinasechr3q22  protein phosphorylation --- -1.02 1.08 1.01 -1.08 -1.05 1.01 1.01 1.01 -1.12 1.05 -1.13 -1.38
RYR3 ryanodine receptor 3 chr15q14-q15  calcium ion transport --- 1.88 1.77 1.15 1.17 1.03 1.02 1.25 1.16 -2.96 -3.37 -3.15 -13.10
S100A10 S100 calcium binding prote chr1q21  signal transduction --- -1.04 1.02 -1.04 -1.10 -1.04 -1.06 1.14 1.00 1.38 1.31 1.31 1.38
S100A11 S100 calcium binding prote chr1q21  signal transduction --- -1.09 -1.13 -1.12 -1.07 1.02 -1.06 1.04 1.07 1.83 1.72 1.31 1.42
S100A11P1 // S100 calcium binding prote --- 0 --- 1.29 -1.05 -1.26 1.14 -1.05 1.28 -1.08 -1.16 1.56 1.00 1.04 1.03
S100A13 S100 calcium binding prote chr1q21  transport --- -1.04 -1.03 1.05 -1.12 1.03 1.05 -1.18 -1.14 -1.00 1.11 1.22 1.25
S100A14 S100 calcium binding prote chr1q21.3  apoptotic process --- -1.18 -1.28 -1.05 -1.07 -1.10 -1.05 1.23 1.23 1.78 2.27 1.60 2.32
S100A16 S100 calcium binding prote chr1q21  response to calcium ion --- 1.00 1.01 -1.06 1.02 -1.03 1.01 -1.05 -1.08 1.38 1.27 1.24 1.26
S100A2 S100 calcium binding prote chr1q21  endothelial cell migration --- -1.06 -1.05 -1.09 -1.29 -1.03 -1.08 -1.03 -1.01 1.38 1.21 1.43 1.36
S100A3 S100 calcium binding prote chr1q21 0 --- 1.01 1.03 1.01 -1.05 -1.01 1.05 -1.14 -1.13 1.26 1.40 1.41 1.22
S100A4 S100 calcium binding prote chr1q21  epithelial to mesenchymal transition --- -1.06 1.01 -1.08 -1.01 -1.05 -1.05 1.04 -1.00 1.12 1.03 -1.09 -1.15
S100A6 S100 calcium binding prote chr1q21  signal transduction Prostaglandin_synthesis_regulation // GenMA -1.03 -1.04 -1.05 -1.04 -1.04 -1.04 1.15 1.07 1.58 1.37 1.46 1.50
S100A7 S100 calcium binding prote chr1q21  response to reactive oxygen species --- 1.25 -4.60 -1.42 -2.10 -1.24 -1.99 -1.06 1.12 -1.16 -1.02 4.73 2.15
S100A8 S100 calcium binding prote chr1q21  cytokine production --- 1.31 1.14 1.81 2.00 -3.14 -1.31 2.07 1.19 6.19 3.65 7.76 7.81
S100A8 S100 calcium binding prote chr1q21  cytokine production --- -1.09 2.23 -1.80 -1.04 1.33 -1.82 -1.25 -1.29 17.07 6.92 23.66 19.68
S100A9 S100 calcium binding prote chr1q21  cytokine production --- 1.34 -1.30 -2.04 -1.48 1.59 1.01 2.79 8.45 -1.96 -1.27 7.82 7.38
S100P S100 calcium binding prote chr4p16  response to organic substance --- -1.06 -1.15 -1.08 1.05 -1.02 -1.15 1.27 1.17 1.48 1.26 1.36 1.18
S100PBP S100P binding protein chr1p35.1 0 --- -1.15 -1.01 1.05 1.07 1.19 1.05 1.39 1.01 1.56 1.49 2.34 2.21
S1PR1 sphingosine-1-phosphate re chr1p21  angiogenesis GPCRDB_Other // GenMAPP /// S1P_Signa 1.25 1.11 1.18 -1.05 2.34 1.13 1.76 1.60 5.50 1.99 -14.68 1.22
S1PR2 sphingosine-1-phosphate re chr19p13.2  activation of MAPK activity S1P_Signaling // GenMAPP /// Small_ligand -1.06 1.09 1.37 1.43 -1.07 -1.01 1.25 1.03 1.92 1.59 1.78 1.65
S1PR3 sphingosine-1-phosphate re chr9q22.1-q22.2  cytokine production S1P_Signaling // GenMAPP /// Small_ligand -1.01 1.04 1.10 -1.03 -1.06 -1.19 -1.31 -1.24 -2.08 -1.67 -1.63 -1.81
SAA1 /// SAAserum amyloid A1 /// serumchr11p15.1 /// chr11 acute-phase response --- -1.03 -1.22 1.10 1.32 1.67 1.38 -1.52 1.54 1.52 1.23 3.20 1.84
SAA1 /// SAAserum amyloid A1 /// serumchr11p15.1 /// chr11 acute-phase response --- 1.17 1.01 1.21 1.22 1.58 1.27 1.45 1.66 2.09 1.79 3.45 2.15
SAAL1 serum amyloid A-like 1 chr11p15.1  acute-phase response --- 1.03 1.07 1.03 -1.01 1.01 1.02 1.10 1.04 -1.36 -1.36 -1.23 -1.30
SACM1L SAC1 suppressor of actin mchr3p21.3  phospholipid metabolic process --- -1.04 -1.09 -1.07 1.02 -1.08 -1.03 -1.15 -1.04 -1.18 -1.04 -1.18 -1.13
SACS spastic ataxia of Charlevoix chr13q12  protein folding --- 1.08 1.07 -1.03 -1.12 -1.07 1.03 -1.51 -1.20 -2.26 -2.46 -1.45 -1.68
SAE1 SUMO1 activating enzyme chr19q13.32  cellular protein modification process --- -1.00 1.04 -1.02 -1.07 1.00 1.03 1.01 -1.07 -1.11 -1.13 -1.10 -1.11
SAG S-antigen; retina and pineal chr2q37.1  signal transduction --- 1.59 1.68 11.97 4.35 1.59 2.57 -1.60 1.83 2.32 1.55 3.84 2.18
SAMD10 sterile alpha motif domain cchr20q13.33 0 --- -1.18 1.08 -1.00 1.22 -1.04 1.05 1.11 1.15 1.15 1.23 1.11 1.27
SAMD11 sterile alpha motif domain cchr1p36.33  negative regulation of transcription from --- -1.10 -1.13 -1.00 1.08 -1.04 -1.04 -1.07 -1.11 -1.49 -1.68 -1.40 -1.41
SAMD12 sterile alpha motif domain cchr8q24.12 0 --- -1.04 1.00 1.05 -1.01 -1.21 -1.14 -1.14 -1.06 -1.77 -1.61 -1.34 -1.89
SAMD13 sterile alpha motif domain cchr1p31.1 0 --- 1.14 -1.33 1.49 1.59 1.41 -1.46 -1.15 -1.05 1.08 1.34 -1.24 -1.83
SAMD3 sterile alpha motif domain cchr6q23.1 0 --- 1.27 1.03 1.05 -1.53 1.40 -1.20 2.82 2.36 2.44 2.11 -2.14 1.17
SAMD4A sterile alpha motif domain cchr14q22.2  regulation of translation --- 1.42 1.05 2.64 -1.69 1.44 -1.00 1.19 1.01 14.04 7.64 8.33 8.86
SAMD4A sterile alpha motif domain cchr14q22.2  regulation of translation --- 10.92 11.89 5.77 5.76 -1.63 -1.39 -2.24 1.36 -1.39 1.37 1.04 1.27
SAMD4A sterile alpha motif domain cchr14q22.2  regulation of translation --- 1.04 -1.30 1.10 -1.48 -1.33 1.07 1.73 1.61 1.47 1.45 1.64 1.46
SAMD4B sterile alpha motif domain cchr19q13.2  transcription, DNA-dependent --- 1.17 1.15 1.04 1.16 1.11 1.11 -1.12 -1.10 -2.03 -1.73 -1.80 -1.38
SAMD5 sterile alpha motif domain cchr6q24.3 0 --- -1.58 -1.81 -1.25 1.05 1.00 -1.10 -1.21 -1.12 -1.68 -1.60 -2.11 -1.86
SAMD8 sterile alpha motif domain cchr10q22.2  lipid metabolic process --- 1.26 1.12 1.18 1.16 -1.01 1.32 1.49 1.18 1.23 1.06 1.31 1.13
SAMD8 sterile alpha motif domain cchr10q22.2  lipid metabolic process --- 1.12 1.08 1.09 -1.01 -1.03 1.06 -1.08 -1.07 1.05 1.31 1.20 1.17
SAMD9 sterile alpha motif domain cchr7q21.2 0 --- -1.00 -1.04 -1.07 -1.16 1.04 -1.04 1.32 1.33 -1.74 -2.08 -2.33 -2.97
SAMD9 sterile alpha motif domain cchr7q21.2 0 --- 1.13 1.19 -1.23 -1.18 -1.31 -1.28 1.13 -1.07 -1.24 -1.60 -1.73 -4.07
SAMD9L sterile alpha motif domain cchr7q21.2 0 --- 1.13 1.47 -1.03 1.09 1.17 1.22 1.45 1.64 -1.84 -2.33 -2.95 -3.82
SAMHD1 SAM domain and HD domachr20pter-q12  immune response --- -1.14 -1.06 1.08 -1.07 1.24 1.09 1.13 -1.03 -1.22 -1.31 -1.44 -1.54
SAMHD1 SAM domain and HD domachr20pter-q12  immune response --- -1.02 1.06 1.08 -1.12 1.13 1.24 1.05 1.26 -1.57 -1.29 -2.13 -2.31
SAMHD1 SAM domain and HD domachr20pter-q12  immune response --- 1.17 1.05 1.10 1.19 -1.01 1.04 1.19 1.31 -1.09 -1.23 -1.64 -1.67
SAMHD1 SAM domain and HD domachr20pter-q12  immune response --- 1.05 -1.00 1.09 1.10 -1.10 -1.11 1.12 1.25 -1.19 -1.20 -1.91 -1.75
SAMM50 sorting and assembly machi chr22q13.31  protein targeting to mitochondrion --- -1.03 -1.00 -1.02 1.06 1.01 -1.11 1.08 1.11 1.03 -1.23 1.05 1.04
SAMSN1 SAM domain, SH3 domain chr21q11  negative regulation of adaptive immune r--- 2.70 6.23 -1.95 1.61 -1.13 -4.76 1.16 1.76 3.22 3.26 11.17 5.35
SAP18 Sin3A-associated protein, 1 chr13q12.11  transcription, DNA-dependent --- -1.01 1.05 -1.03 -1.04 1.00 -1.04 1.00 -1.09 1.05 1.06 1.22 1.12
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SAP18 Sin3A-associated protein, 1 chr13q12.11  transcription, DNA-dependent --- -1.10 -1.05 1.03 1.07 1.04 -1.03 -1.07 -1.05 -1.20 -1.21 -1.27 -1.14
SAP30BP SAP30 binding protein chr17q25.1  transcription, DNA-dependent --- -1.10 -1.14 1.05 1.10 1.12 1.03 1.23 1.11 1.33 1.15 1.27 1.41
SAP30L SAP30-like chr5q33.2  transcription, DNA-dependent --- -1.11 2.19 1.04 1.02 -1.00 1.04 -1.11 1.18 1.61 1.85 2.46 1.63
SAP30L SAP30-like chr5q33.2  transcription, DNA-dependent --- -1.08 -1.09 -1.04 -1.05 -1.04 1.07 -1.40 -1.15 -2.67 -2.80 -2.36 -2.43
SAR1A SAR1 homolog A (S. cerev chr10q22.1  GTP catabolic process --- -1.01 1.05 1.11 1.02 1.14 -1.12 1.67 1.17 1.46 1.25 1.70 1.40
SAR1A SAR1 homolog A (S. cerev chr10q22.1  GTP catabolic process --- -1.06 -1.09 -1.06 -1.07 1.03 -1.05 1.27 1.14 1.61 1.52 1.80 1.90
SAR1B SAR1 homolog B (S. cerevichr5q31.1  antigen processing and presentation of pe--- 1.00 1.10 1.01 -1.05 -1.22 -1.03 -1.02 -1.15 1.46 1.37 1.18 1.03
SAR1B SAR1 homolog B (S. cerevichr5q31.1  antigen processing and presentation of pe--- 1.05 1.06 -1.00 -1.21 1.03 -1.07 -1.22 -1.09 1.05 1.08 1.91 1.46
SAR1B SAR1 homolog B (S. cerevichr5q31.1  antigen processing and presentation of pe--- -1.02 -1.03 -1.06 -1.00 -1.03 -1.06 1.03 1.06 1.27 1.21 1.45 1.49
SARM1 sterile alpha and TIR motif chr17q11  toll-like receptor signaling pathway --- -1.22 -1.27 1.05 1.14 -1.03 -1.21 -1.28 -1.13 -1.86 -1.42 -1.61 -1.50
SARM1 sterile alpha and TIR motif chr17q11  toll-like receptor signaling pathway --- -1.06 -1.09 -1.03 1.15 -1.02 1.00 1.18 1.20 -1.71 -1.49 -1.99 -1.72
SARNP SAP domain containing ribochr12q13.2  transcription, DNA-dependent --- -1.08 1.02 1.02 -1.14 -1.04 -1.05 1.02 1.02 1.12 1.01 1.27 1.29
SARS seryl-tRNA synthetase chr1p13.3  translation --- 1.14 1.01 -1.03 -1.18 -1.09 1.07 -1.30 -1.19 -1.66 -1.35 -1.16 -1.32
SART3 squamous cell carcinoma anchr12q24.1  RNA processing --- -1.10 -1.10 1.11 1.05 1.18 1.01 1.26 1.09 1.24 1.08 1.20 1.07
SASH1 SAM and SH3 domain cont chr6q24.3 0 --- -1.17 -1.01 1.20 -1.18 -1.02 1.01 -1.11 -1.02 1.21 1.27 1.40 1.39
SASH1 SAM and SH3 domain cont chr6q24.3 0 --- -1.35 -1.06 1.15 -1.08 1.23 1.30 1.05 1.08 1.29 1.21 1.45 1.42
SAT1 spermidine/spermine N1-ac chrXp22.1  angiogenesis Nucleotide_Metabolism // GenMAPP 1.08 1.11 -1.06 1.05 1.06 1.15 1.30 1.04 2.78 2.38 3.25 2.78
SAT1 spermidine/spermine N1-ac chrXp22.1  angiogenesis Nucleotide_Metabolism // GenMAPP 1.33 1.10 -1.05 1.12 1.00 1.22 1.16 1.14 2.27 2.23 2.50 2.03
SAT1 spermidine/spermine N1-ac chrXp22.1  angiogenesis Nucleotide_Metabolism // GenMAPP -1.04 -1.08 -1.02 1.06 1.13 1.06 1.55 1.21 2.73 2.32 3.05 2.65
SATB1 SATB homeobox 1 chr3p23  negative regulation of transcription from --- 1.03 -1.50 -1.01 -1.12 1.42 1.36 -1.33 -1.10 -1.71 -1.33 -2.25 -2.04
SAV1 salvador homolog 1 (Drosopchr14q13-q23  hair follicle development --- 1.34 1.20 1.06 1.22 1.02 1.31 -1.05 1.10 1.70 1.66 1.74 1.80
SAV1 salvador homolog 1 (Drosopchr14q13-q23  hair follicle development --- 1.03 1.10 1.05 1.05 1.04 1.11 1.08 1.10 1.84 1.83 2.16 1.79
SAV1 salvador homolog 1 (Drosopchr14q13-q23  hair follicle development --- -1.28 -1.03 -1.08 -1.08 -1.21 -1.10 1.03 1.09 1.49 1.63 1.90 1.62
SAV1 salvador homolog 1 (Drosopchr14q13-q23  hair follicle development --- 1.05 1.08 1.17 1.16 -1.01 1.14 1.18 -1.02 1.25 1.49 1.19 1.01
SAYSD1 SAYSVFN motif domain cochr6p21.2 0 --- 1.07 -1.03 -1.03 -1.09 1.09 1.08 1.02 -1.06 -1.47 -1.32 -1.25 -1.02
SAYSD1 SAYSVFN motif domain cochr6p21.2 0 --- 1.09 1.21 1.12 1.04 -1.17 -1.35 -1.02 1.08 -1.20 -1.64 -1.37 -1.57
SBDS /// SBDShwachman-Bodian-Diamochr7q11.21 /// chr7q inner cell mass cell proliferation --- -1.03 -1.03 -1.08 -1.02 1.04 -1.01 1.06 1.17 1.33 1.09 1.35 1.40
SBF2 SET binding factor 2 chr11p15.4  dephosphorylation --- 1.05 1.03 1.06 -1.13 -1.01 -1.00 1.04 -1.29 1.30 1.40 1.14 1.13
SBK1 SH3-binding domain kinasechr16p11.2  protein phosphorylation --- 1.68 -2.81 1.55 -1.83 -1.74 -1.54 -4.84 -2.08 -1.24 -1.63 1.57 -1.84
SBK1 SH3-binding domain kinasechr16p11.2  protein phosphorylation --- -1.22 1.03 1.23 1.29 1.43 2.01 1.11 1.04 1.16 1.11 -1.25 -1.43
SBNO1 strawberry notch homolog 1chr12q24.31  regulation of transcription, DNA-depende--- -1.07 1.50 -1.50 -1.33 1.34 1.36 1.28 1.53 1.49 1.27 -1.02 1.19
SBNO2 strawberry notch homolog 2chr19p13.3  macrophage activation involved in immu --- -1.04 1.12 1.03 1.03 1.08 -1.05 1.20 1.26 2.74 2.32 2.20 2.14
SBSPON somatomedin B and thromb chr8q21.11  immune response --- 1.01 -1.39 1.23 1.76 -1.06 -1.18 1.51 1.23 -1.47 -1.43 7.71 8.49
SC5D sterol-C5-desaturase chr11q23.3  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP 1.15 1.17 -1.01 -1.16 -1.16 -1.05 -1.37 -1.26 -1.28 -1.30 1.45 1.17
SC5D sterol-C5-desaturase chr11q23.3  lipid metabolic process Cholesterol_Biosynthesis // GenMAPP 1.17 -1.18 2.71 3.44 1.00 -1.21 -3.76 -3.43 1.46 2.21 4.35 5.88
SCAF1 SR-related CTD-associated chr19q13.3-q13.4  transcription from RNA polymerase II pr --- 1.05 -1.09 1.12 1.14 1.17 1.03 1.15 1.05 1.36 -1.02 1.46 1.59
SCAF11 SR-related CTD-associated chr12q12  spliceosomal complex assembly Apoptosis_KEGG // GenMAPP 1.05 1.05 -1.01 -1.00 -1.22 -1.03 -1.09 -1.21 1.19 1.03 1.01 1.03
SCAF11 SR-related CTD-associated chr12q12  spliceosomal complex assembly Apoptosis_KEGG // GenMAPP 1.17 1.25 1.01 -1.04 1.10 1.18 -1.07 -1.01 -1.29 -1.19 -1.53 -1.49
SCAF11 SR-related CTD-associated chr12q12  spliceosomal complex assembly Apoptosis_KEGG // GenMAPP 1.09 -1.04 1.14 1.40 1.03 1.35 -1.13 -1.04 -1.26 -1.30 -1.82 -1.25
SCAF4 SR-related CTD-associated chr21q22.1 0 --- 1.48 1.01 1.19 1.04 1.00 1.21 1.09 -1.14 -3.09 -2.32 -1.82 -1.20
SCAF4 SR-related CTD-associated chr21q22.1  mRNA processing --- 1.06 1.06 -1.00 -1.12 1.19 1.07 -1.08 -1.03 -1.06 -1.15 1.35 1.18
SCAF4 SR-related CTD-associated chr21q22.1 0 --- 1.54 1.28 1.07 1.02 1.13 1.16 -1.34 -1.43 -2.58 -2.03 -2.63 -2.51
SCAF4 SR-related CTD-associated chr21q22.1 0 --- 2.17 1.22 1.28 1.32 -1.43 -1.28 2.23 1.51 1.40 1.18 -1.22 -1.47
SCAF8 SR-related CTD-associated chr6q25.1-q25.3  transcription from RNA polymerase II pr --- 1.36 1.19 1.14 1.09 -1.02 1.25 -1.10 -1.10 -1.59 -1.35 -1.05 -1.29
SCAI suppressor of cancer cell invchr9q33.3  transcription, DNA-dependent --- 1.32 1.15 -1.10 -1.32 1.57 1.56 -1.27 -1.30 -1.51 -1.13 1.13 1.16
SCAI suppressor of cancer cell invchr9q33.3  transcription, DNA-dependent --- 1.09 1.04 1.22 1.04 -1.06 1.12 -1.16 -1.02 -1.48 -1.15 -1.56 -1.58
SCAI suppressor of cancer cell invchr9q33.3  transcription, DNA-dependent --- -1.18 1.04 1.16 1.13 1.36 1.11 1.22 -1.01 1.58 1.43 1.55 1.32
SCAMP1 secretory carrier membrane chr5q14.1  transport --- -1.04 -1.00 -1.04 1.05 -1.04 1.02 1.03 -1.03 -1.03 -1.00 -1.06 -1.05
SCAMP3 secretory carrier membrane chr1q21  transport --- -1.08 -1.08 -1.05 1.04 1.02 -1.07 1.07 1.09 1.25 1.12 1.35 1.40
SCAMP5 secretory carrier membrane chr15q24.2  transport --- -1.37 -1.60 1.27 1.51 -1.43 -1.86 -1.11 1.20 -2.28 -1.57 -1.19 -1.41
SCAMPER sphingolipid Ca2+ release m--- 0 --- 1.05 2.29 9.84 5.27 -1.37 1.14 1.36 -3.09 4.47 -1.88 -1.02 -3.47
SCAND1 SCAN domain containing 1chr20q11.1-q11.23  transcription, DNA-dependent --- 1.01 -1.10 1.01 1.13 1.13 1.02 -1.09 -1.04 -1.29 -1.29 -1.00 -1.12
SCAND2P SCAN domain containing 2chr15q25.2  regulation of transcription, DNA-depende--- -1.03 1.02 1.02 -1.10 -1.21 -1.16 -1.15 1.05 -2.03 -2.09 -2.41 -1.60
SCAND2P SCAN domain containing 2chr15q25.2  regulation of transcription, DNA-depende--- 1.19 1.23 1.12 1.16 -1.08 -1.07 1.01 1.18 -1.46 -1.21 -1.56 -1.23
SCAND3 SCAN domain containing 3chr6p22.1  regulation of transcription, DNA-depende--- -1.10 -1.08 1.20 -1.26 1.13 1.36 -1.48 -1.24 -2.91 -1.72 -1.57 -1.47
SCARA3 scavenger receptor class A, chr8p21  response to oxidative stress --- 1.22 1.10 1.00 1.17 -1.08 -1.08 1.05 1.09 -1.49 -1.62 -1.87 -1.69
SCARB1 scavenger receptor class B, chr12q24.31  endothelial cell proliferation Statin_Pathway_PharmGKB // GenMAPP -1.12 -1.14 1.01 1.08 1.09 -1.02 1.28 1.25 1.42 1.43 1.64 2.06
SCARB1 scavenger receptor class B, chr12q24.31  endothelial cell proliferation Statin_Pathway_PharmGKB // GenMAPP -1.09 -1.13 1.00 1.06 1.07 1.01 1.18 1.20 1.36 1.43 1.61 2.04
SCARB1 scavenger receptor class B, chr12q24.31  endothelial cell proliferation Statin_Pathway_PharmGKB // GenMAPP -1.00 -1.01 -1.34 -1.22 -1.11 -1.26 -1.02 -1.01 1.27 1.28 1.92 2.38
SCARB1 scavenger receptor class B, chr12q24.31  endothelial cell proliferation Statin_Pathway_PharmGKB // GenMAPP 1.14 1.31 1.05 -1.10 -1.44 1.28 1.15 1.19 -1.09 1.42 1.47 -1.05
SCARB2 scavenger receptor class B, chr4q21.1  protein targeting to lysosome --- 1.12 1.14 -1.12 1.13 -1.00 1.21 -1.16 -1.10 1.23 -1.01 1.50 1.17
SCARNA17 NULL --- 0 --- 1.99 1.26 -1.46 -1.33 -1.17 -1.56 2.00 1.05 -1.56 -1.74 -3.64 -3.03
SCARNA2 small Cajal body-specific R chr1q13.1 0 --- -1.24 2.70 -2.62 -1.59 1.96 1.83 1.12 1.28 -1.10 -1.14 1.04 1.45
SCCPDH saccharopine dehydrogenas chr1q44  oxidation-reduction process --- -1.11 -1.09 -1.02 -1.05 1.05 1.06 1.03 -1.01 -1.40 -1.23 -1.26 -1.24
SCCPDH saccharopine dehydrogenas chr1q44  oxidation-reduction process --- -1.23 -1.19 -1.06 -1.22 -1.02 -1.08 -1.27 1.10 -1.63 -1.29 -1.63 -1.67
SCD stearoyl-CoA desaturase (dechr10q24.31  lipid metabolic process Fatty_Acid_Synthesis // GenMAPP -1.00 -1.03 1.05 1.05 1.11 1.08 1.18 1.07 1.78 1.79 2.24 2.21
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SCD stearoyl-CoA desaturase (dechr10q24.31  lipid metabolic process Fatty_Acid_Synthesis // GenMAPP -1.07 1.01 -1.00 -1.03 1.04 -1.05 1.19 -1.02 1.42 1.17 1.36 1.35
SCD stearoyl-CoA desaturase (dechr10q24.31  lipid metabolic process Fatty_Acid_Synthesis // GenMAPP -1.07 -1.11 1.01 1.06 1.06 1.07 1.12 1.16 1.69 1.66 2.34 2.47
SCD5 stearoyl-CoA desaturase 5 chr4q21.22  lipid metabolic process --- 1.06 -1.07 1.10 1.13 1.11 -1.02 -1.09 -1.19 -2.13 -1.37 -1.68 -1.82
SCEL sciellin chr13q22  epidermis development --- -1.12 -1.57 -1.16 -1.53 -1.15 -1.86 5.10 18.97 -1.61 -2.90 1.32 2.29
SCFD1 sec1 family domain contain chr14q12  response to hypoxia --- 1.12 1.05 -1.03 -1.02 1.01 1.08 1.06 -1.03 -1.09 1.08 1.22 1.27
SCFD2 sec1 family domain contain chr4q12  transport --- -1.10 -1.16 -1.05 1.03 1.10 1.02 1.03 1.03 1.12 1.03 1.06 1.22
SCG5 secretogranin V (7B2 proteichr15q13-q14  transport --- 1.20 1.05 1.04 1.07 1.56 1.25 -1.21 1.23 1.11 1.11 4.06 3.63
SCGB2A2 secretoglobin, family 2A, mchr11q13 0 --- -1.04 -1.47 -2.42 -1.20 -1.67 1.63 -4.16 1.68 2.55 1.57 3.52 2.47
SCGB3A1 secretoglobin, family 3A, mchr5q35-qter  negative regulation of cell growth --- 1.64 2.01 -1.61 -1.04 -2.39 -1.11 -1.09 1.06 1.16 1.09 -1.40 -1.66
SCGN secretagogin, EF-hand calci chr6p22.3-p22.1 0 --- -2.03 -1.17 -1.31 -1.02 -1.77 1.03 -1.07 -2.55 3.40 2.57 1.10 -1.17
SCIN scinderin chr7p21.3  negative regulation of cell proliferation --- 1.30 1.00 -1.01 1.05 1.11 1.15 -1.35 -1.03 -5.08 -2.66 -4.36 -6.52
SCIN scinderin chr7p21.3  negative regulation of cell proliferation --- -1.07 -1.24 -1.13 -1.26 1.04 1.46 -1.14 -1.32 -5.15 -3.16 -4.88 -4.62
SCIN scinderin chr7p21.3  negative regulation of cell proliferation --- -1.34 -1.22 -1.22 -1.35 -1.10 -1.04 -1.21 -1.03 -1.81 -1.70 -1.93 -1.56
SCLT1 sodium channel and clathrinchr4q28.2  cilium assembly --- 1.37 1.47 1.06 -1.06 1.07 1.03 -1.07 -1.16 -1.80 -2.10 -1.73 -1.91
SCLT1 sodium channel and clathrinchr4q28.2  cilium assembly --- 1.16 -1.06 -1.24 1.35 -1.10 1.43 -1.38 -1.21 1.03 -1.07 1.66 1.42
SCLY selenocysteine lyase chr2q37.3  cellular amino acid metabolic process --- 1.07 1.05 1.12 1.07 1.09 1.05 1.36 1.28 -1.21 -1.59 -1.78 -1.63
SCLY selenocysteine lyase chr2q37.3  cellular amino acid metabolic process --- -1.09 1.05 -1.05 -1.11 -1.01 -1.03 -1.16 -1.00 -1.76 -1.55 -1.43 -1.29
SCLY selenocysteine lyase chr2q37.3  cellular amino acid metabolic process --- -1.19 -1.04 -1.05 1.01 1.16 1.11 1.08 1.06 -1.16 -1.17 -1.89 -1.57
SCMH1 sex comb on midleg homolochr1p34  chromatin remodeling --- -1.04 -1.06 1.08 1.24 1.08 -1.07 1.09 1.24 1.06 -1.03 -1.45 -1.39
SCML1 sex comb on midleg-like 1 (chrXp22  transcription, DNA-dependent --- 1.08 -1.01 1.01 1.04 -1.04 1.07 -1.05 -1.13 1.13 1.25 1.90 1.81
SCML1 sex comb on midleg-like 1 (chrXp22  transcription, DNA-dependent --- -1.05 -1.11 1.03 -1.08 1.10 1.14 1.03 -1.02 1.09 1.08 1.82 1.62
SCN1A sodium channel, voltage-gatchr2q24.3  regulation of action potential --- 1.43 1.34 1.23 1.06 1.26 1.08 -1.24 1.07 -2.89 -1.82 -3.59 -2.31
SCN1A sodium channel, voltage-gatchr2q24.3  regulation of action potential --- -1.19 -1.03 1.24 1.48 1.15 1.03 -1.02 -1.30 -3.24 -1.33 -1.12 -1.48
SCN1B sodium channel, voltage-gatchr19q13.1  regulation of sodium ion transport --- -1.33 -1.27 1.02 1.24 1.01 1.06 1.17 1.26 3.09 2.31 1.88 1.54
SCN2A sodium channel, voltage-gatchr2q24.3  regulation of action potential --- -1.59 -2.71 -6.14 -3.18 -3.33 -1.56 10.58 4.49 -3.22 2.25 4.03 7.92
SCN2B sodium channel, voltage-gatchr11q23  transport --- 1.17 3.27 -1.55 -3.13 -4.30 -2.27 3.82 1.80 -1.58 -1.18 1.77 -2.07
SCN7A sodium channel, voltage-gatchr2q21-q23  transport --- -1.76 1.75 -1.06 -1.42 2.29 1.82 5.08 1.40 3.45 2.72 1.45 -1.13
SCN7A sodium channel, voltage-gatchr2q21-q23  transport --- 2.33 1.28 -1.19 1.97 -1.46 1.16 -1.04 -1.27 3.36 1.84 -1.03 1.41
SCN8A sodium channel, voltage gatchr12q13  transport --- -1.64 -1.39 -1.60 1.45 -5.73 -3.41 2.48 1.26 -2.36 -1.24 2.57 -1.03
SCO1 SCO1 cytochrome c oxidasechr17p13.1  generation of precursor metabolites and eElectron_Transport_Chain // GenMAPP -1.08 -1.04 -1.05 1.01 1.08 -1.03 1.15 1.06 1.40 1.21 1.29 1.49
SCP2 sterol carrier protein 2 chr1p32  steroid biosynthetic process Mitochondrial_fatty_acid_betaoxidation // G 1.11 1.17 -1.11 -1.22 -1.15 -1.03 -1.20 -1.09 -1.29 -1.08 -1.47 -1.67
SCP2 sterol carrier protein 2 chr1p32  steroid biosynthetic process Mitochondrial_fatty_acid_betaoxidation // G 1.36 1.34 -1.15 -1.30 -1.18 -1.07 -1.14 -1.12 -1.44 -1.14 -1.40 -1.57
SCRN1 secernin 1 chr7p14.3-p14.1  proteolysis --- 1.05 -1.14 -1.00 1.14 1.16 1.15 1.13 1.07 -1.25 -1.16 -1.65 -1.27
SCRN3 secernin 3 chr2q31.1  proteolysis --- -1.11 -1.18 1.19 -1.17 1.30 1.08 1.02 -1.10 -2.09 -1.76 -1.86 -1.24
SCRN3 secernin 3 chr2q31.1  proteolysis --- 1.05 1.03 1.07 1.13 -1.05 1.12 1.01 1.02 -1.67 -1.48 -1.38 -1.51
SCRN3 secernin 3 chr2q31.1  proteolysis --- -1.03 -1.02 1.08 1.04 1.04 -1.01 1.03 1.32 -2.07 -1.57 -2.12 -2.33
SCUBE3 signal peptide, CUB domainchr6p21.3  protein homooligomerization --- 1.27 1.31 1.27 1.23 -1.29 -1.22 -1.08 1.38 -3.61 -1.94 -2.70 -2.23
SCYL1 SCY1-like 1 (S. cerevisiae) chr11q13  transcription, DNA-dependent --- 1.10 1.25 -1.40 -1.27 1.18 1.10 1.55 -1.54 1.49 2.05 2.25 3.16
SCYL1 SCY1-like 1 (S. cerevisiae) chr11q13  transcription, DNA-dependent --- -1.09 -1.06 1.09 1.25 -1.04 -1.22 1.39 1.34 1.91 1.43 1.50 1.44
SCYL2 SCY1-like 2 (S. cerevisiae) chr12q23.1  positive regulation of receptor internaliza--- -1.04 -1.03 1.05 1.06 1.07 1.02 1.12 1.01 1.31 1.13 1.44 1.04
SCYL3 SCY1-like 3 (S. cerevisiae) chr1q24.2  protein phosphorylation --- 1.14 1.04 1.09 -1.07 1.05 -1.01 -1.01 -1.22 -1.84 -1.94 1.07 -1.08
SCYL3 SCY1-like 3 (S. cerevisiae) chr1q24.2  protein phosphorylation --- 1.02 1.04 1.03 -1.05 -1.10 -1.20 -1.27 -1.44 -1.78 -1.58 -1.13 -1.22
SDAD1 SDA1 domain containing 1 chr4q21.1  ribosomal large subunit export from nucl --- -1.02 1.05 1.04 1.02 1.06 1.01 -1.05 -1.10 -1.51 -1.54 -1.01 -1.10
SDAD1 SDA1 domain containing 1 chr4q21.1  ribosomal large subunit export from nucl --- -1.05 -1.08 -1.02 -1.04 -1.05 1.11 -1.09 1.02 -1.32 -1.44 1.10 1.07
SDAD1 SDA1 domain containing 1 chr4q21.1  ribosomal large subunit export from nucl --- -1.08 -1.03 1.09 -1.08 1.18 1.08 1.07 -1.01 -1.42 -1.56 1.01 -1.07
SDC1 syndecan 1 chr2p24.1  retinoid metabolic process --- -1.00 -1.01 1.00 1.06 1.09 -1.04 -1.08 -1.10 1.11 1.19 -1.05 -1.02
SDC2 syndecan 2 chr8q22-q23  retinoid metabolic process --- 1.35 1.07 -1.45 -1.20 1.28 -1.13 1.09 -1.49 -1.19 -1.26 -1.63 -1.43
SDC2 syndecan 2 chr8q22-q23  retinoid metabolic process --- 1.01 1.01 1.38 1.36 1.24 1.03 1.19 1.08 -1.52 -1.05 -1.43 -1.30
SDC4 syndecan 4 chr20q12  retinoid metabolic process --- -1.01 -1.03 -1.01 -1.08 1.02 -1.00 1.64 1.25 2.35 1.92 1.35 1.32
SDCBP2-AS1SDCBP2 antisense RNA 1 --- 0 --- -1.11 -1.09 -1.01 1.35 1.01 -1.11 1.41 1.26 -1.87 -1.37 -2.31 -2.36
SDCCAG8 serologically defined colon chr1q43  G2 --- 1.03 -1.19 1.02 1.33 1.11 1.11 1.11 1.08 -1.29 -1.45 -1.62 -1.52
SDCCAG8 serologically defined colon chr1q43  G2 --- 1.07 -1.21 1.22 1.18 1.46 1.53 -1.09 -1.22 1.66 1.60 1.83 2.47
SDE2 SDE2 telomere maintenancechr1q42.12 0 --- 1.37 1.38 1.12 -1.15 -1.08 1.04 -1.34 -1.35 -1.12 -1.05 1.46 1.07
SDE2 SDE2 telomere maintenancechr1q42.12 0 --- 1.23 1.03 1.02 -1.02 -1.02 -1.11 1.51 1.48 1.74 1.19 2.91 2.07
SDF2 stromal cell-derived factor 2chr17q11.2  protein glycosylation --- -1.05 -1.04 1.01 1.06 -1.09 -1.05 -1.13 1.09 1.03 1.13 1.14 1.25
SDF2L1 stromal cell-derived factor 2chr22q11.21  pyrimidine nucleobase catabolic process --- 1.07 1.04 1.09 1.19 -1.21 -1.32 1.13 1.34 2.19 1.70 -1.04 1.21
SDF4 stromal cell derived factor 4chr1p36.33  exocytosis --- -1.14 -1.20 -1.06 1.00 -1.08 -1.03 1.02 -1.01 1.15 1.33 1.10 1.30
SDHA succinate dehydrogenase cochr5p15  tricarboxylic acid cycle Electron_Transport_Chain // GenMAPP /// K -1.09 -1.06 1.01 1.08 1.08 -1.04 1.22 1.13 1.46 1.23 1.19 1.34
SDHAF1 succinate dehydrogenase cochr19q13.12  iron-sulfur cluster assembly --- 1.04 1.04 1.15 1.06 1.05 1.04 1.13 1.21 1.22 1.24 1.14 1.21
SDHAP1 /// S succinate dehydrogenase cochr3q29  electron transport chain --- -1.22 -1.07 1.01 1.03 1.22 -1.02 1.43 1.17 1.91 1.32 1.20 1.45
SDHB succinate dehydrogenase cochr1p36.1-p35  tricarboxylic acid cycle Electron_Transport_Chain // GenMAPP /// K -1.00 1.06 -1.00 -1.07 1.04 -1.03 1.04 -1.06 1.28 1.18 1.17 1.14
SDHD succinate dehydrogenase cochr11q23  tricarboxylic acid cycle Electron_Transport_Chain // GenMAPP /// K -1.47 -1.07 -2.67 -1.87 1.43 1.79 -2.75 -1.27 -1.73 -2.41 1.02 1.50
SDK2 sidekick cell adhesion mole chr17q25.1  cell adhesion --- -1.56 1.17 -1.33 -1.19 -1.44 -1.50 1.76 1.52 -2.94 1.87 1.51 -1.14
SDR16C5 short chain dehydrogenase/rchr8q12.1  metabolic process --- -1.15 -1.28 -1.15 -1.05 1.06 1.11 1.68 2.01 2.52 1.95 2.38 2.06
SDR9C7 short chain dehydrogenase/rchr12q13.3  metabolic process --- -1.87 -1.15 -1.59 -1.95 1.53 8.33 4.76 1.69 -1.92 -1.92 -1.87 -1.52
SDSL serine dehydratase-like chr12q24.13  cellular amino acid metabolic process --- -1.04 -1.03 -1.17 1.11 1.48 1.25 -1.99 -1.35 1.25 1.09 -2.09 -1.41
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SEC11C SEC11 homolog C (S. cerevchr18q21.32  energy reserve metabolic process --- -1.09 -1.05 1.02 1.06 -1.02 -1.05 1.09 1.07 -1.01 -1.08 -1.45 -1.46
SEC13 SEC13 homolog (S. cerevis chr3p25-p24  M phase of mitotic cell cycle --- -1.20 -1.09 1.00 -1.05 1.13 -1.14 1.17 1.05 1.79 1.40 1.57 1.75
SEC14L1 SEC14-like 1 (S. cerevisiae chr17q25.2  transport --- -1.06 -1.17 -1.16 -1.03 -1.06 -1.17 1.44 1.33 -1.17 -1.52 1.12 -1.20
SEC16A SEC16 homolog A (S. cerevchr9q34.3  transport --- -1.00 -1.04 -1.01 1.06 -1.01 1.09 -1.02 -1.05 1.25 1.22 1.23 1.41
SEC22A SEC22 vesicle trafficking p chr3q21.1  transport --- 1.13 1.14 1.01 1.03 -1.10 -1.05 -1.20 -1.16 -1.18 -1.31 -1.58 -2.17
SEC22A SEC22 vesicle trafficking p chr3q21.1  transport --- 1.16 1.07 -1.06 1.09 -1.12 1.13 -1.23 -1.17 -1.02 -1.15 -1.04 -1.09
SEC22B SEC22 vesicle trafficking p chr1q21.1  transport --- 1.14 1.13 1.01 -1.05 -1.38 1.09 1.03 -1.08 -1.51 -1.02 1.01 -1.09
SEC22B SEC22 vesicle trafficking p chr1q21.1  ER to Golgi vesicle-mediated transport --- 1.09 1.11 -1.01 -1.01 -1.12 -1.02 -1.17 -1.03 -1.30 -1.16 1.03 -1.04
SEC22C SEC22 vesicle trafficking p chr3p22.1  transport --- 1.02 -1.02 1.07 1.09 -1.04 -1.01 1.13 1.05 -1.30 -1.50 -1.32 -1.54
SEC22C SEC22 vesicle trafficking p chr3p22.1  transport --- 1.11 1.01 1.25 1.31 -1.10 -1.01 1.12 1.24 -1.51 -1.42 -2.28 -1.83
SEC22C SEC22 vesicle trafficking p chr3p22.1  transport --- 1.30 1.06 1.65 1.41 1.09 1.26 -1.24 -1.01 -2.87 -2.26 -2.54 -2.55
SEC22C SEC22 vesicle trafficking p chr3p22.1  transport --- -1.36 -1.51 1.19 -1.08 -1.03 1.13 1.25 1.11 -1.64 -1.54 -1.80 -1.93
SEC23A Sec23 homolog A (S. cerev chr14q21.1  antigen processing and presentation of pe--- 1.24 1.56 1.32 1.26 -1.11 1.15 -1.23 -1.18 1.34 1.27 1.18 1.49
SEC23B Sec23 homolog B (S. cerevichr20p11.23  transport --- -1.02 -1.05 -1.04 -1.03 -1.06 -1.01 1.01 1.00 1.19 1.30 1.12 1.18
SEC23B Sec23 homolog B (S. cerevichr20p11.23  transport --- -1.12 -1.04 1.00 1.06 1.19 -1.00 1.19 -1.05 1.58 1.23 1.49 1.51
SEC23IP SEC23 interacting protein chr10q25-q26  intracellular protein transport --- 1.08 1.08 1.02 -1.11 1.03 1.04 -1.08 -1.10 -1.97 -1.70 -1.02 -1.11
SEC23IP SEC23 interacting protein chr10q25-q26  intracellular protein transport --- -1.16 -1.11 -1.05 -1.05 1.01 -1.07 -1.06 -1.12 -1.62 -1.58 1.17 1.31
SEC23IP SEC23 interacting protein chr10q25-q26  intracellular protein transport --- 1.04 1.02 1.04 1.01 -1.10 1.10 -1.46 -1.11 -1.61 -1.44 -1.14 -1.17
SEC24A SEC24 family, member A ( chr5q31.1  antigen processing and presentation of pe--- -1.01 1.10 1.09 1.01 1.06 1.00 1.36 1.05 1.77 1.79 2.32 2.09
SEC24A SEC24 family, member A ( chr5q31.1  antigen processing and presentation of pe--- -1.04 -1.13 1.15 1.20 1.03 1.07 1.30 1.06 2.75 3.10 2.09 1.98
SEC24B SEC24 family, member B (Schr4q25  antigen processing and presentation of pe--- 1.06 1.07 1.08 1.03 1.01 1.09 -1.06 -1.09 -1.25 -1.02 1.10 1.01
SEC24B-AS1 SEC24B antisense RNA 1 chr4q25 0 --- 1.38 1.53 1.14 1.17 1.08 1.43 -1.29 1.74 -3.07 -2.00 -4.20 -3.84
SEC24C SEC24 family, member C (Schr10q22.2  antigen processing and presentation of pe--- -1.03 -1.10 -1.03 -1.11 1.00 1.06 1.00 -1.08 1.28 1.30 1.28 1.48
SEC24D SEC24 family, member D ( chr4q26  antigen processing and presentation of pe--- 1.55 1.41 -1.07 -1.11 -1.14 1.06 -1.25 -1.08 1.79 1.94 2.11 1.55
SEC31A SEC31 homolog A (S. cerevchr4q21.22  antigen processing and presentation of pe--- 1.10 1.19 1.09 1.10 -1.04 1.01 -1.20 1.11 -1.11 1.00 1.24 1.17
SEC31A SEC31 homolog A (S. cerevchr4q21.22  antigen processing and presentation of pe--- 1.02 1.03 1.01 -1.07 1.09 1.04 -1.02 1.14 -1.00 -1.03 1.44 1.33
SEC31B SEC31 homolog B (S. cerevchr10q24.31  transport --- -1.10 1.16 1.06 1.61 1.07 1.04 1.07 1.03 -1.06 -1.10 -2.22 -1.23
SEC61A1 Sec61 alpha 1 subunit (S. cechr3q21.3  antigen processing and presentation of pe--- -1.06 -1.16 1.05 1.04 1.17 1.07 1.05 -1.01 1.22 1.08 1.14 1.37
SEC61A1 Sec61 alpha 1 subunit (S. cechr3q21.3  antigen processing and presentation of pe--- -1.03 1.07 1.02 -1.09 1.03 1.00 -1.06 -1.09 1.17 1.01 1.40 1.37
SEC61A2 Sec61 alpha 2 subunit (S. cechr10p14  antigen processing and presentation of pe--- 1.06 1.01 -1.02 1.09 1.11 1.04 -1.05 1.32 -1.27 -1.01 1.29 1.36
SEC61G Sec61 gamma subunit chr7p11.2  antigen processing and presentation of pe--- -1.07 1.02 -1.02 -1.16 -1.05 -1.14 1.12 1.04 1.64 1.28 1.66 1.46
SEC62 SEC62 homolog (S. cerevis chr3q26.2  cotranslational protein targeting to memb--- -1.08 1.02 -1.02 -1.04 1.00 -1.06 1.04 1.03 1.00 -1.03 1.24 1.12
SEC62 SEC62 homolog (S. cerevis chr3q26.2  cotranslational protein targeting to memb--- -1.03 1.01 1.02 -1.01 1.03 1.04 -1.02 -1.00 -1.20 -1.04 1.01 -1.06
SEC63 SEC63 homolog (S. cerevis chr6q21  liver development --- 1.92 3.63 -1.07 1.20 1.95 1.92 -1.09 -2.17 -1.03 2.22 3.30 9.11
SECTM1 secreted and transmembranechr17q25  immune response --- -1.02 -1.01 -1.02 -1.04 -1.01 -1.19 1.36 1.36 -1.37 -1.42 -1.36 -1.04
SEH1L SEH1-like (S. cerevisiae) chr18p11.21  M phase of mitotic cell cycle --- 1.10 1.09 -1.03 -1.20 -1.16 -1.10 -1.14 -1.10 -1.12 -1.15 1.79 1.19
SEH1L SEH1-like (S. cerevisiae) chr18p11.21  M phase of mitotic cell cycle --- 1.08 1.09 -1.19 -1.13 -1.15 1.13 -1.19 -1.06 -1.96 -1.52 -1.60 -1.66
SEL1L sel-1 suppressor of lin-12-li chr14q31  Notch signaling pathway --- -1.47 -1.90 -1.13 -1.09 1.42 1.14 -1.02 -1.23 -1.22 -1.11 -1.04 1.48
SEL1L sel-1 suppressor of lin-12-li chr14q31  Notch signaling pathway --- -1.05 -1.02 -1.08 -1.03 -1.01 1.03 -1.08 -1.04 -1.16 -1.02 -1.10 -1.00
SEL1L3 sel-1 suppressor of lin-12-li chr4p15.2 0 --- 1.10 1.03 1.01 1.10 -1.04 -1.01 -1.03 1.09 1.09 1.18 1.16 1.50
SEL1L3 sel-1 suppressor of lin-12-li chr4p15.2 0 --- -1.06 -1.14 -1.04 -1.08 1.05 1.13 -1.04 -1.05 1.15 1.33 1.25 1.40
SEL1L3 sel-1 suppressor of lin-12-li chr4p15.2 0 --- 1.07 1.11 -1.02 -1.01 1.22 -1.01 -1.31 -1.03 1.30 1.60 1.37 1.33
SELENBP1 selenium binding protein 1 chr1q21.3  transport --- -1.08 -1.08 1.03 1.08 1.02 -1.05 -1.01 1.01 -1.37 -1.10 -2.14 -1.62
SELM selenoprotein M chr22q12.2 0 --- -1.24 -1.63 -1.08 -1.10 1.13 1.03 -1.21 -1.06 1.04 1.02 1.21 1.37
SELO selenoprotein O chr22q13.33 0 --- -1.05 -1.23 1.27 1.68 1.23 -1.04 1.16 1.15 1.67 1.31 1.59 1.95
SELO selenoprotein O chr22q13.33 0 --- 1.04 -1.12 -1.10 1.23 -1.14 -1.12 1.23 1.14 2.10 1.55 1.43 1.56
SELRC1 Sel1 repeat containing 1 chr1p32.3 0 --- -1.12 -1.09 -1.01 1.04 1.13 1.02 1.21 1.32 1.09 -1.09 1.32 1.38
SEMA3B sema domain, immunoglobuchr3p21.3  cell-cell signaling --- -1.04 -1.12 1.01 1.27 1.09 -1.08 1.65 1.20 1.92 1.31 1.52 1.82
SEMA3C sema domain, immunoglobuchr7q21-q31  neural crest cell migration --- 1.19 1.00 -1.02 -1.20 -1.14 -1.00 -1.09 1.01 -1.75 -1.37 -1.05 -1.26
SEMA3F sema domain, immunoglobuchr3p21.3  neural crest cell migration --- 1.03 1.10 1.37 1.23 1.33 1.38 1.26 -1.09 2.51 1.71 2.49 2.24
SEMA3F sema domain, immunoglobuchr3p21.3  neural crest cell migration --- 1.19 1.13 -1.02 -1.19 1.07 1.27 1.25 1.06 2.51 2.35 2.93 2.89
SEMA3F sema domain, immunoglobuchr3p21.3  neural crest cell migration --- 1.23 1.07 -1.10 1.04 -1.19 1.10 1.01 -1.04 1.70 1.52 1.69 1.69
SEMA4B sema domain, immunoglobuchr15q25  multicellular organismal development --- -1.04 1.03 -1.02 -1.03 1.06 -1.08 1.36 1.31 3.47 3.71 3.01 3.93
SEMA4C sema domain, immunoglobuchr2q11.2  neural tube closure --- -1.11 -1.50 1.22 1.10 1.23 1.32 -1.07 1.22 1.18 1.43 1.36 1.61
SEMA4C sema domain, immunoglobuchr2q11.2  neural tube closure --- 1.01 1.00 -1.13 -1.27 -1.30 1.30 -1.03 -1.01 1.86 1.48 1.80 1.92
SEMA4D sema domain, immunoglobuchr9q22.2  negative regulation of transcription from --- -1.67 -1.23 1.13 1.61 -1.01 -1.78 -1.13 1.03 1.23 1.04 2.32 1.99
SEMA4G sema domain, immunoglobuchr10q24.31  multicellular organismal development --- 1.50 1.45 2.16 2.75 -3.38 -2.90 -2.23 1.07 3.33 3.20 -9.76 -2.00
SEMA4G sema domain, immunoglobuchr10q24.31  multicellular organismal development --- 1.06 -1.07 1.16 1.29 -1.74 -1.64 -1.85 -1.30 2.12 1.79 1.50 1.00
SEMA5A sema domain, seven thrombchr5p15.2  patterning of blood vessels --- -1.08 -1.51 1.10 2.23 2.17 1.41 -8.68 -2.11 2.37 4.40 -2.90 -1.24
SEMA6A sema domain, transmembranchr5q23.1  neuron migration --- -2.77 -1.12 1.52 1.50 -1.60 1.11 2.13 4.54 1.28 -1.03 2.46 2.63
SEMA6A sema domain, transmembranchr5q23.1  neuron migration --- 1.30 1.12 1.14 1.01 1.22 -1.19 1.17 -1.24 2.42 2.09 5.58 4.78
SEMA6D sema domain, transmembranchr15q21.1  C-terminal protein lipidation --- -1.32 -1.26 1.34 1.44 1.20 1.22 1.18 -1.00 -3.13 -2.33 -1.81 -2.33
SEMA6D sema domain, transmembranchr15q21.1  C-terminal protein lipidation --- 1.12 1.12 1.23 1.30 1.02 1.07 -1.38 -1.12 -3.62 -2.87 -2.35 -2.67
SEMA6D sema domain, transmembranchr15q21.1  C-terminal protein lipidation --- 1.44 1.20 -1.12 -1.35 1.58 1.11 1.32 1.31 -2.78 -5.34 -2.03 -2.27
SEMA7A semaphorin 7A, GPI membrchr15q22.3-q23  inflammatory response --- 1.32 1.38 1.49 1.81 -1.05 1.07 1.31 1.31 2.11 1.74 1.47 1.15
SEMG1 semenogelin I chr20q12-q13.2  insemination --- -1.80 -1.02 6.55 6.57 -1.21 -2.10 4.58 2.16 3.32 -2.37 -1.11 -2.29
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SENP1 SUMO1/sentrin specific pepchr12q13.1  proteolysis --- -1.04 -1.02 1.10 1.01 -1.01 1.01 -1.07 -1.02 -1.31 -1.11 -1.20 -1.11
SENP1 SUMO1/sentrin specific pepchr12q13.1  proteolysis --- 1.27 1.41 1.26 1.05 1.32 -1.01 1.06 1.10 1.35 1.01 1.59 1.59
SENP2 SUMO1/sentrin/SMT3 specchr3q27.2  positive regulation of protein phosphoryl --- 1.03 1.09 1.00 -1.09 -1.06 -1.05 -1.09 -1.13 -1.90 -1.58 -1.09 -1.20
SENP5 SUMO1/sentrin specific pepchr3q29  proteolysis --- 1.14 1.31 1.37 1.05 1.10 1.09 1.11 1.08 1.23 -1.19 1.93 1.29
SENP6 SUMO1/sentrin specific pepchr6q13-q14.3  proteolysis --- 1.04 -1.12 1.01 1.01 1.02 1.06 1.04 1.03 -1.47 -1.40 -1.18 -1.40
SENP6 SUMO1/sentrin specific pepchr6q13-q14.3  proteolysis --- 1.87 1.63 1.02 -1.14 -1.08 1.17 -1.25 -1.00 -2.06 -1.92 -2.10 -2.76
SENP6 SUMO1/sentrin specific pepchr6q13-q14.3  proteolysis --- -1.12 1.06 -1.00 -1.02 1.04 1.08 1.63 1.43 1.58 1.50 1.41 1.37
SENP8 SUMO/sentrin specific peptchr15q23  proteolysis --- -1.22 -1.15 1.25 1.07 1.00 -1.14 -1.42 -1.09 -1.68 -1.43 -1.43 -1.27
SENP8 SUMO/sentrin specific peptchr15q23  proteolysis --- -1.25 -1.02 1.01 -1.12 1.04 1.16 -1.16 1.15 -2.57 -1.59 -1.15 -1.19
SEPHS1 selenophosphate synthetase chr10p14  cellular protein modification process --- 1.01 -1.02 1.07 1.03 1.08 -1.08 1.11 1.00 -1.01 -1.16 -1.11 -1.26
SEPHS1 selenophosphate synthetase chr10p14  cellular protein modification process --- -1.00 1.00 -1.04 1.22 1.11 1.03 1.12 1.15 1.52 1.36 1.30 1.33
SEPP1 selenoprotein P, plasma, 1 chr5q31  selenium compound metabolic process --- 2.45 2.00 -1.59 -1.69 1.14 1.16 -1.43 -2.43 -2.26 -2.85 1.03 -5.02
SEPP1 selenoprotein P, plasma, 1 chr5q31  selenium compound metabolic process Integrin-mediated_cell_adhesion_KEGG // G 1.05 -1.05 1.06 1.18 1.15 1.17 -1.23 1.09 -3.71 -2.41 -2.86 -3.01
SEPSECS Sep (O-phosphoserine) tRNchr4p15.2  selenocysteine incorporation --- 1.06 1.17 1.13 1.04 -1.10 -1.04 -1.19 -1.01 -1.94 -1.68 -1.21 -1.03
SEPSECS Sep (O-phosphoserine) tRNchr4p15.2  selenocysteine incorporation --- 1.10 1.15 1.24 1.34 1.48 1.00 -1.25 -1.26 -1.45 1.04 1.09 1.09
SEPT10 septin 10 chr2q13  cell cycle --- -1.16 1.04 -1.17 1.02 1.11 -1.06 1.05 1.13 -1.00 -1.13 1.18 1.09
SEPT10 septin 10 chr2q13  cell cycle --- 1.02 1.08 -1.04 -1.07 -1.16 -1.01 -1.18 -1.23 -1.14 -1.05 -1.25 -1.29
SEPT11 septin 11 chr4q21.1  cell cycle --- 1.08 -1.17 1.38 1.60 -1.29 -1.23 1.12 -1.18 1.19 1.58 -1.25 -1.45
SEPT11 septin 11 chr4q21.1  cell cycle --- -1.05 1.09 -1.07 -1.31 -1.18 -1.08 -1.01 1.16 -1.49 -1.29 -1.74 -1.92
SEPT11 septin 11 chr4q21.1  cell cycle --- 1.18 1.10 1.02 1.01 -1.03 -1.03 1.04 -1.12 1.01 1.06 -1.28 -1.37
SEPT2 septin 2 chr2q37  regulation of L-glutamate transport --- -1.20 1.04 1.19 -1.27 1.15 -1.10 -1.17 -1.15 -3.04 -2.58 -2.17 -2.44
SEPT2 septin 2 chr2q37  regulation of L-glutamate transport --- -1.14 1.03 -1.06 -1.16 -1.06 -1.07 -1.04 -1.10 -1.20 -1.07 -1.28 -1.40
SEPT6 septin 6 chrXq24  cytokinesis --- -1.09 -1.14 1.11 1.06 1.08 -1.08 1.25 1.15 1.02 -1.04 -1.81 -2.08
SEPT6 septin 6 chrXq24  cytokinesis --- 1.07 1.05 1.03 -1.04 1.04 -1.13 -1.26 -1.31 -1.19 -1.19 -1.33 -1.54
SEPT6 septin 6 chrXq24  cytokinesis --- 1.03 1.02 1.11 -1.01 -1.15 1.14 1.02 1.14 -1.16 1.21 -1.57 -1.40
SEPT6 septin 6 chrXq24  cytokinesis --- 1.12 1.06 1.01 -1.01 1.00 1.18 1.21 1.10 1.29 1.26 1.00 -1.06
SEPT7 septin 7 chr7p14.2  cytokinesis --- 1.00 1.15 1.05 1.26 1.18 1.04 1.04 -1.07 1.17 1.08 -1.62 -1.29
SEPT7 septin 7 chr7p14.2  cytokinesis --- -1.02 1.03 -1.11 -1.07 -1.13 1.01 -1.10 -1.06 1.00 1.02 -1.08 -1.11
SEPT8 septin 8 chr5q31  cell cycle --- -2.01 -1.05 1.30 2.84 3.18 2.67 1.56 1.96 3.86 5.56 1.76 1.79
SEPT8 septin 8 chr5q31  cell cycle --- 1.22 1.21 1.04 -1.19 -1.09 -1.02 -1.00 1.01 -1.22 -1.18 -1.47 -1.44
SEPT9 septin 9 chr17q25  GTP catabolic process --- -1.07 -1.14 -1.02 -1.02 1.12 1.05 1.20 1.12 1.26 1.33 -1.08 1.13
SEPW1 selenoprotein W, 1 chr19q13.3  cell redox homeostasis --- -1.07 -1.03 -1.07 -1.03 1.06 1.01 -1.04 -1.05 1.26 1.23 1.09 1.17
SERAC1 serine active site containing chr6q25.3  GPI anchor metabolic process --- 1.59 -1.27 1.13 1.06 1.46 1.77 -1.88 1.06 1.40 1.62 1.82 1.42
SERAC1 serine active site containing chr6q25.3  GPI anchor metabolic process --- 1.00 -1.08 1.17 1.13 -1.01 -1.15 1.03 -1.03 -1.17 -1.33 1.11 -1.19
SERBP1 SERPINE1 mRNA binding chr1p31  regulation of mRNA stability --- -1.04 -1.06 1.06 1.11 1.09 1.08 -1.11 -1.10 -1.09 -1.10 -1.28 -1.10
SERBP1 SERPINE1 mRNA binding chr1p31  regulation of mRNA stability --- 1.02 1.04 -1.08 1.04 -1.09 1.03 -1.08 -1.07 -1.27 -1.09 -1.33 -1.32
SERBP1 SERPINE1 mRNA binding chr1p31  regulation of mRNA stability --- 1.02 1.08 1.03 -1.04 1.07 -1.10 1.22 1.06 1.18 1.03 -1.15 -1.12
SERBP1 SERPINE1 mRNA binding chr1p31  regulation of mRNA stability --- 1.03 -1.10 1.03 1.04 -1.10 1.23 -1.00 1.12 -1.26 -1.18 -1.45 -1.50
SERBP1 SERPINE1 mRNA binding chr1p31  regulation of mRNA stability --- 1.04 1.03 -1.06 -1.01 -1.04 1.12 -1.22 -1.11 -1.27 -1.12 -1.41 -1.38
SERF1A /// SEsmall EDRK-rich factor 1A chr5q13 /// chr5q13. nervous system development --- -1.09 -1.01 1.06 -1.12 1.16 -1.04 1.02 -1.10 -1.48 -1.51 -1.40 -1.78
SERF1A /// SEsmall EDRK-rich factor 1A chr5q13 /// chr5q13. nervous system development --- 1.03 1.03 -1.04 -1.07 -1.03 -1.02 -1.09 1.02 -1.40 -1.41 -1.53 -1.76
SERF1A /// SEsmall EDRK-rich factor 1A chr5q13 /// chr5q13. nervous system development --- 1.08 1.08 1.03 1.02 1.09 -1.02 -1.15 -1.05 -2.15 -1.99 -2.11 -2.50
SERGEF secretion regulating guaninechr11p14.3  signal transduction --- -1.08 -1.15 -1.02 1.11 1.03 1.11 1.23 1.26 1.73 1.74 1.39 1.80
SERGEF secretion regulating guaninechr11p14.3  signal transduction --- -1.01 -1.01 -1.04 1.11 1.06 -1.10 1.45 1.33 1.90 1.76 1.40 1.76
SERHL /// SE serine hydrolase-like /// seri chr22q13 /// chr22q 0 --- 1.09 -1.33 -1.13 1.13 1.20 1.27 -1.04 1.04 -1.19 1.15 -1.38 -1.17
SERINC2 serine incorporator 2 chr1p35.1  phosphatidylserine metabolic process --- -1.12 -1.32 1.04 -1.02 1.19 1.03 1.01 -1.16 1.48 1.63 1.47 1.70
SERINC2 serine incorporator 2 chr1p35.1  phosphatidylserine metabolic process --- -1.05 -1.21 1.12 1.06 1.19 1.08 1.22 1.14 1.86 1.82 1.45 1.44
SERINC3 serine incorporator 3 chr20q13.12  induction of apoptosis --- 1.08 1.03 1.04 1.06 -1.07 1.02 1.05 1.08 -1.21 -1.12 -1.24 -1.45
SERINC5 serine incorporator 5 chr5q14.1  lipid metabolic process --- 1.18 1.16 1.08 1.01 -1.10 -1.05 -1.35 -1.10 -1.71 -1.54 -1.04 -1.34
SERP1 stress-associated endoplasmchr3q25.1  skeletal system development --- 1.06 1.01 -1.01 1.04 1.03 -1.01 -1.00 -1.10 1.27 1.24 1.49 1.46
SERP1 stress-associated endoplasmchr3q25.1  skeletal system development --- 1.18 1.16 1.02 1.07 -1.03 1.09 -1.18 -1.16 -1.00 -1.03 -1.24 -1.14
SERP1 stress-associated endoplasmchr3q25.1  skeletal system development --- -1.25 -1.19 -1.12 -1.05 1.10 1.34 -1.05 1.15 -3.24 -2.20 -6.85 -2.43
SERPINA1 serpin peptidase inhibitor, c chr14q32.1  response to hypoxia --- -1.44 1.26 -2.17 3.04 1.70 3.15 1.06 1.22 -1.23 -1.02 3.14 2.80
SERPINA1 serpin peptidase inhibitor, c chr14q32.1  response to hypoxia --- -1.57 1.37 1.80 1.39 -1.26 2.83 9.51 5.38 4.44 2.64 3.13 5.42
SERPINA10 serpin peptidase inhibitor, c chr14q32.13  blood coagulation --- -1.38 -1.99 3.84 -1.71 6.10 11.39 -1.75 -2.03 1.60 2.95 -1.62 1.15
SERPINB1 serpin peptidase inhibitor, c chr6p25  negative regulation of peptidase activity --- -1.02 1.06 1.04 -1.03 1.23 -1.01 1.32 -1.01 2.91 2.20 3.55 3.08
SERPINB1 serpin peptidase inhibitor, c chr6p25  negative regulation of peptidase activity --- -1.08 -1.02 1.02 -1.02 -1.12 -1.05 -1.11 -1.04 1.31 1.23 1.26 1.25
SERPINB1 serpin peptidase inhibitor, c chr6p25  negative regulation of peptidase activity --- 1.16 1.14 -1.00 1.18 1.01 1.20 -1.05 -1.00 1.50 1.47 1.42 1.46
SERPINB11 serpin peptidase inhibitor, c ---  negative regulation of peptidase activity --- -2.92 -1.48 2.21 1.90 -1.27 -1.51 -2.21 -1.36 2.04 1.29 1.04 -1.35
SERPINB13 serpin peptidase inhibitor, c chr18q21.33  response to UV --- 2.10 1.13 1.77 1.28 4.10 1.13 1.19 -1.42 2.43 1.79 1.23 1.62
SERPINB3 serpin peptidase inhibitor, c chr18q21.3  response to virus --- -1.45 -1.79 -1.60 -1.06 4.02 3.87 -2.31 -2.82 27.24 10.44 37.95 20.75
SERPINB3 serpin peptidase inhibitor, c chr18q21.3  response to virus --- -2.86 6.96 -1.04 -1.74 2.85 -2.20 -2.00 -2.78 18.67 7.51 27.67 16.63
SERPINB3 /// serpin peptidase inhibitor, c chr18q21.3  immune response --- -2.16 -1.79 -1.08 1.34 1.48 1.48 -8.21 -3.99 21.50 6.78 17.80 9.78
SERPINB4 serpin peptidase inhibitor, c chr18q21.3  immune response --- 6.29 9.97 -6.23 1.44 -3.22 -2.71 -3.49 -5.20 34.73 17.52 40.59 23.69
SERPINB5 serpin peptidase inhibitor, c chr18q21.33  morphogenesis of an epithelium --- 1.01 1.06 1.04 -1.03 1.04 1.05 1.05 1.01 1.25 1.19 1.14 1.10
SERPINB6 serpin peptidase inhibitor, c chr6p25  negative regulation of peptidase activity --- 1.10 1.23 1.08 1.00 1.04 1.19 -1.21 -1.11 -1.96 -1.87 -1.32 -1.02
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SERPINB8 serpin peptidase inhibitor, c chr18q22.1  negative regulation of peptidase activity --- -1.16 -1.18 -1.08 -1.06 1.10 1.10 -1.24 1.05 1.95 1.57 1.05 1.09
SERPINB9 serpin peptidase inhibitor, c chr6p25  mast cell mediated immunity --- -1.03 -1.01 -1.10 -1.60 -1.05 1.11 -1.14 -1.17 1.35 1.35 1.07 -1.17
SERPINE1 serpin peptidase inhibitor, c chr7q22.1  response to reactive oxygen species Blood_Clotting_Cascade // GenMAPP /// TG 1.15 -1.03 1.18 1.36 -1.01 -1.16 1.39 1.23 9.64 8.11 8.73 11.43
SERPINE1 serpin peptidase inhibitor, c chr7q22.1  response to reactive oxygen species Blood_Clotting_Cascade // GenMAPP /// TG -1.27 -1.14 -1.33 1.02 -1.03 -1.25 1.41 1.04 9.70 11.49 6.91 9.86
SERPING1 serpin peptidase inhibitor, c chr11q12.1  negative regulation of complement activa--- -1.92 1.31 1.12 -2.63 -1.55 1.35 -1.05 1.51 -1.18 -1.90 -2.09 -1.27
SERTAD1 SERTA domain containing chr19q13.1-q13.2  regulation of cyclin-dependent protein se --- -1.07 -1.20 -1.06 1.02 -1.02 -1.06 -1.24 1.19 1.79 1.43 2.03 2.75
SERTAD2 SERTA domain containing chr2p14  transcription, DNA-dependent --- -1.01 -1.04 1.16 -1.11 -1.05 1.00 -1.07 -1.17 1.24 1.25 1.60 1.49
SERTAD2 SERTA domain containing chr2p14  transcription, DNA-dependent --- 1.08 -1.00 1.12 1.13 -1.07 1.05 1.31 1.15 1.68 1.62 1.71 1.61
SESN1 sestrin 1 chr6q21  response to DNA damage stimulus --- 1.01 1.01 1.01 1.03 1.06 -1.05 -1.08 -1.04 -1.71 -1.35 -1.68 -1.51
SESN3 sestrin 3 chr11q21  cell cycle arrest --- 1.22 1.48 1.42 1.20 -2.14 -1.44 2.51 1.04 -1.57 -2.27 1.61 -1.06
SESN3 sestrin 3 chr11q21  cell cycle arrest --- 1.04 1.03 -1.04 -1.14 -1.21 -1.15 -1.69 -1.42 -1.70 -1.41 -1.55 -1.73
SESTD1 SEC14 and spectrin domainchr2q31.2 0 --- -1.15 -1.14 1.08 1.17 1.25 1.27 -1.68 -1.22 -1.63 -1.20 -1.35 -1.18
SESTD1 SEC14 and spectrin domainchr2q31.2 0 --- -1.01 -1.16 -1.06 1.00 1.14 -1.04 -1.03 -1.03 -1.33 -1.29 -1.51 -1.48
SESTD1 SEC14 and spectrin domainchr2q31.2 0 --- 1.06 1.02 1.12 -1.02 1.08 1.09 -1.37 -1.29 -1.57 -1.31 -1.40 -1.30
SET SET nuclear oncogene chr9q34  DNA replication --- 1.04 1.07 -1.04 -1.01 1.00 -1.00 1.05 -1.04 1.05 1.03 -1.09 -1.10
SET SET nuclear oncogene chr9q34  DNA replication --- -1.05 1.04 -1.10 -1.04 -1.02 -1.04 1.02 -1.03 1.05 1.04 -1.13 -1.12
SET SET nuclear oncogene chr9q34  DNA replication --- -1.02 1.05 -1.05 -1.01 -1.00 -1.06 1.04 -1.06 1.08 1.03 -1.09 -1.13
SETBP1 SET binding protein 1 chr18q21.1 0 --- -1.08 1.12 1.17 1.38 -1.15 -1.07 -1.45 1.01 -4.58 -5.51 -6.63 -9.20
SETBP1 SET binding protein 1 chr18q21.1 0 --- 1.06 -1.06 -1.27 -1.06 -1.06 -1.12 -1.24 -1.17 -3.87 -2.20 -3.01 -2.23
SETD1A SET domain containing 1A chr16p11.2  transcription, DNA-dependent --- 1.14 -1.01 1.09 -1.15 -1.32 -1.24 1.01 1.42 1.05 1.11 -1.51 -1.32
SETD1B SET domain containing 1B chr12q24.31  transcription, DNA-dependent --- 1.02 1.06 1.02 1.01 -1.00 1.03 -1.08 -1.02 -1.98 -1.76 -1.21 -1.41
SETD4 SET domain containing 4 chr21q22.13  methylation --- -1.12 -1.14 -1.19 -1.25 -1.04 -1.05 1.16 1.00 -1.31 -1.50 1.03 -1.15
SETD4 SET domain containing 4 chr21q22.13  methylation --- 1.21 1.16 -1.12 1.05 -1.00 1.06 -1.16 -1.05 -2.97 -2.29 -2.07 -1.90
SETD4 SET domain containing 4 chr21q22.13 0 --- -1.19 -1.06 -1.05 1.00 1.23 1.23 1.05 1.12 -1.56 -1.35 -1.24 -1.16
SETD5 SET domain containing 5 chr3p25.3 0 --- -1.01 -1.03 1.02 -1.03 -1.04 1.00 -1.08 -1.04 -1.20 -1.05 -1.07 -1.17
SETD7 SET domain containing (lyschr4q28  transcription, DNA-dependent --- -1.14 -1.24 1.04 1.12 1.16 1.21 -1.04 -1.05 -1.75 -2.07 -2.49 -3.22
SETD7 SET domain containing (lyschr4q28  transcription, DNA-dependent --- 1.01 1.03 -1.03 -1.02 -1.02 -1.01 -1.14 -1.01 -1.47 -1.25 -1.25 -1.38
SETD9 SET domain containing 9 chr5q11.2  methylation --- 1.15 1.10 1.02 -1.15 -1.04 -1.02 1.08 1.12 -1.43 -1.33 -1.74 -2.26
SETDB1 SET domain, bifurcated 1 chr1q21  inner cell mass cell proliferation --- 1.18 1.14 -1.00 -1.06 -1.08 -1.12 1.52 1.25 1.23 1.22 1.82 1.33
SETDB2 SET domain, bifurcated 2 chr13q14  heart looping --- 1.15 1.17 1.11 -1.03 1.15 1.48 -1.11 -1.00 -1.78 -1.45 -1.14 -1.85
SETDB2 SET domain, bifurcated 2 chr13q14  heart looping --- -1.08 -1.12 1.05 1.14 1.11 1.09 1.27 1.14 -1.08 -1.55 -1.18 -1.08
SETMAR SET domain and mariner trachr3p26.1  DNA double-strand break processing --- -1.08 1.21 -1.09 1.30 -1.05 -1.41 1.23 1.43 -3.77 -2.63 -5.20 -4.55
SETMAR SET domain and mariner trachr3p26.1  DNA double-strand break processing --- 1.59 1.04 1.09 1.41 -1.23 -1.07 1.37 -1.34 -3.34 -3.09 -4.92 -3.72
SETMAR SET domain and mariner trachr3p26.1  DNA double-strand break processing --- -1.07 -1.08 -1.02 1.12 -1.01 -1.01 -1.05 1.01 -1.71 -1.61 -1.80 -1.85
SETX senataxin chr9q34.13  DNA repair --- 1.31 1.21 1.03 -1.08 1.17 1.02 1.10 1.02 -1.41 -1.50 -1.04 -1.30
SETX senataxin chr9q34.13  DNA repair --- 1.28 1.23 -1.02 -1.04 1.41 1.18 1.19 1.04 1.75 1.33 1.59 1.35
SEZ6L2 seizure related 6 homolog (mchr16p11.2 0 --- -1.08 -1.08 -1.01 1.28 1.07 1.01 1.11 -1.02 1.52 1.28 1.18 1.43
SEZ6L2 seizure related 6 homolog (mchr16p11.2 0 --- 1.27 1.13 1.21 1.06 -1.00 -1.14 1.09 1.22 1.12 -1.05 1.35 1.67
SF1 splicing factor 1 chr11q13  spliceosomal complex assembly --- -1.04 -1.01 -1.03 1.01 -1.04 -1.02 -1.03 -1.02 -1.04 -1.14 -1.10 -1.08
SF1 splicing factor 1 chr11q13  spliceosomal complex assembly --- -1.10 1.13 1.25 -1.05 1.35 1.43 -1.33 -1.11 -3.17 -2.79 -1.57 -1.49
SF1 splicing factor 1 chr11q13  spliceosomal complex assembly --- 8.75 4.32 1.55 -1.03 -1.08 1.60 2.01 1.52 -1.19 -1.46 -2.20 -5.05
SF3A1 splicing factor 3a, subunit 1 chr22q12.2  mRNA 3'-splice site recognition mRNA_processing_Reactome // GenMAPP -1.08 1.03 -1.06 1.00 1.01 -1.03 -1.13 -1.05 -1.51 -1.46 -1.36 -1.36
SF3B2 splicing factor 3b, subunit 2chr11q13.1  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.10 1.01 -1.08 -1.05 -1.01 -1.10 1.14 1.01 1.37 1.25 1.22 1.30
SF3B3 splicing factor 3b, subunit 3chr16q22.1  RNA splicing, via transesterification reac--- -1.00 -1.08 -1.05 1.01 1.07 1.07 1.09 1.02 1.00 -1.04 -1.30 -1.26
SF3B3 splicing factor 3b, subunit 3chr16q22.1  RNA splicing, via transesterification reac--- -1.03 -1.13 1.03 1.19 1.18 1.05 1.01 1.11 1.03 -1.04 1.75 1.88
SF3B4 splicing factor 3b, subunit 4chr1q21.2  RNA splicing, via transesterification reacmRNA_processing_Reactome // GenMAPP 1.06 1.00 1.01 1.07 -1.09 1.06 -1.19 -1.18 1.02 -1.24 -1.03 -1.11
SFI1 Sfi1 homolog, spindle assemchr22q12.2  G2 --- 1.29 1.15 1.04 1.25 1.09 -1.07 1.06 -1.00 1.33 1.33 -1.32 -1.34
SFMBT1 Scm-like with four mbt domchr3p21.1  transcription, DNA-dependent --- 1.06 1.20 -1.04 -1.08 1.19 1.01 -1.16 1.03 -1.64 -1.35 -1.12 -1.11
SFMBT2 Scm-like with four mbt domchr10p14  regulation of transcription, DNA-depende--- 1.01 1.06 1.07 -1.07 -1.02 -1.07 1.07 1.02 -1.98 -1.93 -1.59 -1.75
SFR1 SWI5-dependent recombinachr10q25.1  double-strand break repair via homologou--- 1.31 1.30 1.05 -1.31 1.09 -1.01 -1.26 -1.35 -1.16 -1.17 1.54 1.23
SFSWAP splicing factor, suppressor ochr12q24.33  transcription, DNA-dependent mRNA_processing_Reactome // GenMAPP 1.08 1.12 1.11 1.16 1.05 -1.08 1.09 1.19 1.39 1.15 1.47 1.35
SFSWAP splicing factor, suppressor ochr12q24.33  transcription, DNA-dependent mRNA_processing_Reactome // GenMAPP -1.07 -1.08 1.05 1.02 1.04 -1.06 -1.03 1.09 1.35 1.13 1.52 1.45
SFT2D1 SFT2 domain containing 1 chr6q27  transport --- 1.03 1.07 -1.04 -1.05 1.03 1.02 1.03 1.06 1.12 1.13 1.27 1.14
SFT2D1 SFT2 domain containing 1 chr6q27  protein transport --- -1.10 -1.02 -1.05 -1.20 1.11 -1.02 1.02 1.01 1.32 1.18 1.43 1.23
SFT2D1 SFT2 domain containing 1 chr6q27  transport --- 1.05 1.04 -1.07 -1.12 -1.00 1.10 -1.26 -1.11 1.09 1.21 1.15 1.13
SFT2D2 SFT2 domain containing 2 chr1q24.2  transport --- -1.02 -1.03 -1.05 -1.02 -1.01 -1.09 -1.04 1.22 -1.29 -1.08 1.34 1.38
SFT2D3 SFT2 domain containing 3 chr2q14.3  transport --- -1.04 1.09 -1.07 1.08 1.05 1.03 -1.08 -1.08 -1.93 -1.12 -2.55 -2.11
SFT2D3 /// WSFT2 domain containing 3 /chr2q14.3  postreplication repair --- -1.07 1.01 1.14 1.16 -1.03 1.07 1.64 1.28 1.77 1.48 1.78 1.54
SFT2D3 /// WSFT2 domain containing 3 /chr2q14.3  postreplication repair --- 1.05 1.02 -1.01 -1.06 1.16 1.12 1.07 1.12 1.37 1.39 1.96 2.14
SFT2D3 /// WSFT2 domain containing 3 /chr2q14.3  postreplication repair --- 1.66 1.87 1.19 -1.11 1.20 1.13 -1.37 -1.57 -2.00 -4.14 -1.33 -1.43
SFT2D3 /// WSFT2 domain containing 3 /chr2q14.3  postreplication repair --- 1.21 1.14 1.31 1.11 1.16 1.11 -1.26 1.12 -1.95 -1.54 -1.54 -1.24
SFTA3 surfactant associated 3 chr14q13.3 0 --- -6.98 -11.97 4.59 9.53 1.02 1.21 1.53 -2.80 -3.58 -2.92 3.09 5.17
SFTPA1 /// SFsurfactant protein A1 /// sur chr10q22.3  lipid transport --- 1.23 1.05 -1.40 1.55 -1.36 -1.21 1.00 3.01 7.24 13.32 -1.89 1.03
SFTPB surfactant protein B chr2p12-p11.2  response to hypoxia --- -2.20 -1.48 2.87 1.38 -1.40 1.10 1.08 -1.06 1.37 1.74 1.93 1.55
SFXN1 sideroflexin 1 ---  transport --- 1.06 1.02 1.07 1.11 -1.03 1.08 -1.31 -1.06 1.09 1.10 1.17 1.31
SFXN2 sideroflexin 2 chr10q24.32  transport --- 1.04 -1.01 1.02 1.01 1.01 -1.02 -1.14 -1.03 -2.87 -2.59 -3.64 -3.49
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SFXN3 sideroflexin 3 chr10q24.31  negative regulation of transcription from --- -1.08 -1.09 1.00 1.09 -1.06 1.00 1.11 1.14 1.12 1.20 -1.01 1.25
SFXN3 sideroflexin 3 chr10q24.31  transport --- -1.01 -1.00 -1.02 1.02 -1.05 -1.05 1.12 1.06 1.26 1.24 1.03 1.12
SFXN4 sideroflexin 4 chr10q26.11  transport --- -1.04 -1.09 -1.06 -1.02 1.09 1.07 -1.08 -1.06 -1.52 -1.58 -1.20 -1.41
SFXN4 sideroflexin 4 chr10q26.11  transport --- -1.22 -1.12 -1.01 1.02 1.09 -1.09 1.07 1.03 -1.13 -1.37 -1.10 -1.16
SFXN4 sideroflexin 4 chr10q26.11  iron ion homeostasis --- 1.04 -1.18 1.06 1.04 1.32 1.15 1.16 1.01 -1.15 -1.37 -1.13 -1.30
SFXN5 sideroflexin 5 ---  transport --- -1.17 -1.24 -1.05 1.04 1.08 1.01 1.33 1.45 -1.76 -1.87 -1.78 -1.44
SGCB sarcoglycan, beta (43kDa dychr4q12  cytoskeleton organization --- 1.26 1.03 1.05 -1.08 1.19 1.18 1.03 -1.23 -1.55 -1.23 -1.80 -1.94
SGCB sarcoglycan, beta (43kDa dychr4q12  cytoskeleton organization --- 1.06 1.06 1.16 1.12 -1.01 -1.17 1.04 1.16 -2.05 -1.30 -1.79 -1.92
SGCB sarcoglycan, beta (43kDa dychr4q12  cytoskeleton organization --- -1.03 -1.05 1.01 -1.03 -1.10 -1.05 -1.19 -1.04 -1.67 -1.38 -1.55 -1.52
SGCD sarcoglycan, delta (35kDa dchr5q33-q34  cytoskeleton organization --- -1.17 2.82 1.63 1.82 -1.02 -1.21 1.26 -1.24 -1.23 -1.24 4.65 1.30
SGCD sarcoglycan, delta (35kDa dchr5q33-q34  cytoskeleton organization --- -1.89 1.00 -1.79 -2.32 1.62 -2.14 1.10 3.69 -1.64 1.78 12.70 6.49
SGCD sarcoglycan, delta (35kDa dchr5q33-q34  cytoskeleton organization --- -1.30 1.36 2.47 2.07 2.20 5.06 1.09 -1.74 5.33 2.35 7.18 1.90
SGCE sarcoglycan, epsilon chr7q21.3  cell-matrix adhesion --- 1.08 1.13 1.01 -1.18 1.03 -1.07 1.09 1.01 -1.26 -1.34 -1.11 -1.36
SGK2 serum/glucocorticoid regulachr20q13.2  regulation of cell growth --- -1.17 -3.86 2.14 -1.77 -4.14 -1.18 -2.45 -1.34 -1.45 -3.44 2.07 2.42
SGK2 serum/glucocorticoid regulachr20q13.2  regulation of cell growth --- -1.56 -1.99 1.36 -1.09 6.75 15.73 1.50 1.16 -1.85 -2.71 -5.55 -1.15
SGK223 homolog of rat pragma of Rchr8p23.1  protein phosphorylation --- 1.19 1.14 -1.01 1.19 -1.32 -1.18 1.79 1.49 1.24 1.14 -1.91 -1.61
SGK494 uncharacterized serine/threochr17q11.2  protein phosphorylation --- 1.38 1.32 1.34 -1.06 -1.29 -1.09 1.11 1.03 -1.22 -1.32 1.09 1.52
SGMS2 sphingomyelin synthase 2 chr4q25  lipid metabolic process --- -1.00 1.01 -1.03 -1.10 1.02 -1.01 1.23 1.04 1.63 1.51 2.03 1.43
SGMS2 sphingomyelin synthase 2 chr4q25  lipid metabolic process --- -1.08 -1.24 1.26 -1.01 1.16 1.06 -1.03 -1.01 -1.01 1.12 1.38 1.14
SGOL1 shugoshin-like 1 (S. pombe)chr3p24.3  M phase of mitotic cell cycle --- 1.16 1.00 1.08 -1.14 1.11 -1.01 -1.93 -1.41 -1.59 -2.02 -1.68 -2.12
SGPL1 sphingosine-1-phosphate ly chr10q21  luteinization --- 1.30 1.35 1.05 -1.28 -1.14 -1.03 -1.35 -1.14 -2.03 -2.08 -1.48 -2.32
SGPL1 sphingosine-1-phosphate ly chr10q21  luteinization --- 1.13 1.05 -1.09 -1.12 -1.06 -1.04 -1.28 -1.11 -2.49 -2.45 -2.12 -2.26
SGSH N-sulfoglucosamine sulfohychr17q25.3  carbohydrate metabolic process --- -1.17 -1.14 1.26 1.21 1.07 -1.06 1.48 1.41 2.09 1.59 -1.08 1.01
SGSH N-sulfoglucosamine sulfohychr17q25.3  carbohydrate metabolic process --- -1.14 -1.02 1.06 1.06 -1.10 -1.03 1.33 -1.08 1.72 1.31 -1.09 1.14
SGSM2 small G protein signaling mchr17p13.3  regulation of Rab GTPase activity --- 1.04 -1.03 1.00 1.25 -1.07 -1.24 1.42 1.37 1.16 1.03 -1.35 -1.14
SGSM3 small G protein signaling mchr22q13.1-q13.2  cell cycle --- 1.10 1.03 -1.04 1.18 -1.18 -1.01 1.14 1.07 -1.03 1.06 1.06 1.12
SGTB small glutamine-rich tetratrichr5q12.3 0 --- -1.07 -1.09 1.08 -1.11 1.05 -1.00 1.24 1.07 -1.02 1.20 1.18 1.05
SGTB small glutamine-rich tetratrichr5q12.3 0 --- -1.63 -1.20 1.16 1.15 -1.38 1.18 1.07 1.18 -1.53 -1.21 1.12 1.14
SH2B3 SH2B adaptor protein 3 chr12q24  blood coagulation --- -1.16 1.00 -1.01 -1.11 1.35 1.24 1.62 1.19 2.10 1.43 1.74 1.30
SH2D2A SH2 domain containing 2A chr1q21  angiogenesis --- 1.23 -1.06 -1.37 -1.20 1.10 1.31 -1.23 -1.13 -1.08 1.03 -1.35 -1.45
SH2D3A SH2 domain containing 3A chr19p13.3  JNK cascade --- -1.07 1.03 -1.06 1.30 1.26 1.25 1.21 1.46 1.53 1.41 -1.08 1.09
SH2D4A SH2 domain containing 4A chr8p21.2  negative regulation of phosphatase activit--- -1.08 -1.06 -1.01 -1.00 1.02 -1.00 -1.08 -1.00 -1.05 -1.07 1.26 1.24
SH2D4B SH2 domain containing 4B chr10q23.1 0 --- -1.10 -2.43 -3.46 -1.02 -2.81 1.28 -5.73 1.54 10.07 5.80 5.73 3.92
SH2D5 SH2 domain containing 5 chr1p36.12 0 --- 1.05 -1.03 -1.01 1.03 1.28 -1.13 1.06 1.45 2.03 2.22 5.32 4.55
SH3BGR SH3 domain binding glutamchr21q22.3  protein complex assembly --- 1.10 -1.02 1.01 1.13 -1.01 -1.13 1.07 1.09 1.25 1.60 1.99 2.23
SH3BGRL SH3 domain binding glutamchrXq13.3 0 --- -1.00 1.03 -1.06 -1.05 -1.09 1.07 -1.22 -1.14 -1.39 -1.00 -1.65 -1.60
SH3BGRL SH3 domain binding glutamchrXq13.3 0 --- 1.14 1.06 1.03 1.02 -1.01 1.01 1.03 -1.06 -1.19 -1.03 -1.47 -1.57
SH3BGRL2 SH3 domain binding glutamchr6q14.1  cell redox homeostasis --- -1.22 -1.19 -1.12 1.23 -1.17 1.04 1.11 -1.14 -2.14 -1.84 -2.04 -2.47
SH3BGRL3 SH3 domain binding glutamchr1p36.11  cell redox homeostasis --- -1.04 -1.06 -1.12 1.06 -1.05 -1.06 1.37 1.12 2.58 1.98 2.26 2.60
SH3BP2 SH3-domain binding proteinchr4p16.3  signal transduction --- 1.16 -1.04 -1.21 -1.19 1.14 1.11 1.30 1.12 1.52 1.79 1.58 1.76
SH3BP4 SH3-domain binding proteinchr2q37.1-q37.2  endocytosis --- -1.04 -1.04 1.04 1.02 1.21 1.01 1.26 1.12 1.25 1.11 -1.32 -1.18
SH3BP4 SH3-domain binding proteinchr2q37.1-q37.2  endocytosis --- 1.13 1.01 1.12 1.13 -1.62 -1.43 1.22 -1.07 4.01 3.87 2.59 2.15
SH3BP5 SH3-domain binding proteinchr3p24.3  negative regulation of protein kinase activ--- -1.02 -1.07 1.07 1.04 1.01 1.03 1.27 1.02 -1.06 1.12 -1.81 -1.47
SH3BP5 SH3-domain binding proteinchr3p24.3  negative regulation of protein kinase activ--- 1.08 1.03 -1.04 1.11 -1.14 1.14 -1.11 -1.11 -1.29 1.09 -2.14 -2.00
SH3BP5L SH3-binding domain proteinchr1q44 0 --- 1.01 -1.01 -1.05 -1.01 1.04 -1.04 -1.07 1.13 -1.73 -1.76 -1.16 -1.05
SH3D19 SH3 domain containing 19 chr4q31.3  post-Golgi vesicle-mediated transport --- 1.24 1.21 1.00 -1.05 -1.15 1.16 -1.24 -1.27 -1.91 -1.44 -1.72 -1.81
SH3D19 SH3 domain containing 19 chr4q31.3  post-Golgi vesicle-mediated transport --- -1.29 -1.11 1.27 1.04 1.11 -1.00 1.02 1.20 -1.69 -1.50 -1.52 -1.60
SH3GL1 SH3-domain GRB2-like 1 chr19p13.3  endocytosis Integrin-mediated_cell_adhesion_KEGG // G -1.07 -1.15 1.07 1.17 -1.04 1.02 1.21 1.32 1.40 1.55 1.01 1.35
SH3GL2 SH3-domain GRB2-like 2 chr9p22  regulation of receptor internalization --- 1.00 1.01 -1.02 1.01 1.07 1.00 1.22 1.05 -1.21 -1.17 -2.16 -1.91
SH3GL3 SH3-domain GRB2-like 3 chr15q24  endocytosis --- 2.18 2.81 -2.11 -1.54 -1.42 -1.87 -1.53 1.38 1.69 1.20 -2.61 -1.55
SH3GLB1 SH3-domain GRB2-like endchr1p22  protein insertion into mitochondrial mem--- 1.05 1.05 -1.01 -1.09 1.03 -1.01 1.07 1.02 1.03 -1.01 1.43 1.21
SH3GLB1 SH3-domain GRB2-like endchr1p22  protein insertion into mitochondrial mem--- 1.05 1.01 1.08 -1.01 1.03 -1.04 1.14 1.01 1.14 1.10 1.36 1.24
SH3GLB2 SH3-domain GRB2-like endchr9q34 0 --- 1.10 1.06 1.18 1.17 1.10 -1.00 1.30 -1.12 1.07 -1.18 -1.92 -2.18
SH3GLB2 SH3-domain GRB2-like endchr9q34 0 --- -1.74 -1.01 -1.21 -1.08 1.24 1.12 -1.51 1.04 1.03 1.25 -4.61 -2.55
SH3GLB2 SH3-domain GRB2-like endchr9q34 0 --- 1.32 1.14 1.15 1.03 1.09 1.01 1.28 -1.15 -1.33 -1.41 -2.15 -2.81
SH3GLB2 SH3-domain GRB2-like endchr9q34 0 --- 1.05 1.05 -1.07 1.04 1.17 -1.17 1.64 1.39 -1.23 -1.27 -1.98 -2.02
SH3KBP1 SH3-domain kinase bindingchrXp22.1-p21.3  endocytosis --- -1.07 -1.16 1.26 1.22 -1.04 1.01 1.09 1.01 -1.74 -2.14 -2.83 -2.99
SH3KBP1 SH3-domain kinase bindingchrXp22.1-p21.3  endocytosis --- 1.08 1.09 -1.05 -1.13 -1.05 1.15 -1.13 1.04 -1.02 1.11 -1.45 -1.44
SH3PXD2A SH3 and PX domains 2A chr10q24.33  superoxide metabolic process --- 1.33 1.42 1.06 1.09 -1.37 -1.08 -1.62 -1.05 -1.89 -2.53 -1.75 -2.00
SH3PXD2A SH3 and PX domains 2A chr10q24.33  superoxide metabolic process --- -1.08 -1.05 -1.21 -1.28 1.08 1.04 -1.61 -1.18 -2.09 -1.47 -1.87 -1.56
SH3PXD2A SH3 and PX domains 2A chr10q24.33  superoxide metabolic process --- 1.10 1.18 1.10 1.28 -1.03 -1.04 1.11 -1.06 -1.48 -1.54 -1.14 -1.55
SH3PXD2A-ASH3PXD2A antisense RNA--- 0 --- -3.07 -1.48 -1.22 1.04 1.59 1.04 1.19 1.96 2.65 1.52 -2.38 -6.44
SH3RF2 SH3 domain containing ringchr5q32  negative regulation of phosphatase activit--- -1.00 -1.08 1.16 1.03 -1.09 1.05 -1.10 1.01 -1.10 -1.40 1.59 1.09
SH3RF2 SH3 domain containing ringchr5q32  negative regulation of phosphatase activit--- -1.02 -1.01 1.01 1.22 -1.02 -1.08 1.23 1.11 2.47 1.89 2.10 2.00
SH3RF2 SH3 domain containing ringchr5q32  negative regulation of phosphatase activit--- -1.08 -1.09 -1.02 1.02 1.02 1.00 1.07 1.08 -1.17 -1.29 -1.03 1.01
SH3RF3 SH3 domain containing ringchr2q13 0 --- 1.76 -2.63 6.15 1.21 1.59 1.14 1.32 1.40 -1.01 -1.00 1.68 1.88
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SH3TC1 SH3 domain and tetratricop chr4p16.1 0 --- -1.12 -1.75 1.31 1.47 -1.16 -1.40 -1.33 1.21 1.93 1.74 3.88 4.56
SH3YL1 SH3 domain containing, Ys chr2p25.3  phosphatidylinositol biosynthetic process--- 1.31 1.31 1.28 1.31 -1.06 1.14 -1.31 -1.10 -1.29 -1.19 1.16 1.27
SHARPIN SHANK-associated RH domchr8q24.3  mitochondrion organization --- -1.02 -1.00 -1.04 -1.05 -1.02 -1.07 1.04 1.18 -1.20 -1.50 -1.34 -1.43
SHB Src homology 2 domain conchr9p13.2  angiogenesis --- 1.02 -1.21 1.43 1.16 1.13 1.01 1.54 1.43 3.27 2.66 2.01 2.70
SHB Src homology 2 domain conchr9p13.2  angiogenesis --- 1.02 1.08 1.08 1.12 1.19 1.05 1.60 1.20 2.94 2.54 1.19 1.77
SHB Src homology 2 domain conchr9p13.2  angiogenesis --- 1.15 -1.14 -1.05 -1.00 1.15 -1.03 1.36 1.28 2.64 2.66 1.44 1.74
SHB Src homology 2 domain conchr9p13.2  angiogenesis --- -1.02 1.15 1.10 1.21 1.03 1.06 1.56 1.16 5.39 4.52 1.98 2.31
SHC1 SHC (Src homology 2 domachr1q21  MAPK cascade Integrin-mediated_cell_adhesion_KEGG // G -1.07 -1.10 1.08 -1.03 1.10 1.05 1.03 1.16 1.93 1.70 1.42 1.39
SHC1 SHC (Src homology 2 domachr1q21  MAPK cascade Integrin-mediated_cell_adhesion_KEGG // G -1.09 -1.05 -1.00 1.06 1.01 -1.04 1.19 1.09 1.76 1.47 1.43 1.45
SHC1P1 /// SHNULL /// SHC (Src homolo--- 0 --- -1.60 -1.35 -1.17 1.63 -1.94 -1.14 1.25 2.78 2.12 1.31 1.38 1.34
SHC3 SHC (Src homology 2 domachr9q22.1  transmembrane receptor protein tyrosine Integrin-mediated_cell_adhesion_KEGG // G -1.34 -1.70 -2.14 -1.82 1.31 1.26 -1.47 -1.52 -1.21 -1.62 -2.49 -1.75
SHCBP1 SHC SH2-domain binding pchr16q11.2  fibroblast growth factor receptor signalin --- 1.04 -1.09 -1.08 -1.04 -1.17 1.21 -1.23 -1.07 1.19 1.46 1.05 1.21
SHISA3 shisa homolog 3 (Xenopus lchr4p13  multicellular organismal development --- 1.30 1.22 1.81 2.91 -1.29 1.51 -1.21 -1.01 2.27 2.64 1.87 1.42
SHISA4 shisa homolog 4 (Xenopus lchr1q32.1 0 --- 1.22 1.84 -1.34 -1.14 -1.05 1.26 -1.09 -1.01 -1.22 -1.71 1.17 1.30
SHISA5 shisa homolog 5 (Xenopus lchr3p21.31  apoptotic process --- -1.05 -1.02 -1.04 -1.04 -1.04 -1.03 1.08 -1.01 1.38 1.22 1.15 1.14
SHMT1 serine hydroxymethyltransf chr17p11.2  L-serine catabolic process --- -1.14 -1.08 1.03 -1.12 -1.01 -1.03 -1.01 -1.02 -1.45 -1.18 -1.17 -1.21
SHMT1 serine hydroxymethyltransf chr17p11.2  glycine metabolic process --- -1.10 -1.00 -1.03 -1.12 1.02 1.02 1.03 1.02 -1.24 -1.13 -1.19 -1.16
SHMT1 serine hydroxymethyltransf chr17p11.2  glycine metabolic process --- 1.17 1.01 1.23 -2.82 -1.88 1.02 1.46 1.24 -2.02 1.23 -1.22 1.08
SHOC2 soc-2 suppressor of clear hochr10q25  Ras protein signal transduction --- 1.14 1.20 -1.04 -1.08 -1.16 -1.03 -1.20 -1.12 -1.33 -1.24 -1.25 -1.50
SHOX2 short stature homeobox 2 chr3q25.32  negative regulation of transcription from --- 1.10 -1.05 -1.77 -1.35 1.03 1.43 1.11 1.23 1.29 -1.01 1.18 1.32
SHPRH SNF2 histone linker PHD Rchr6q24.3  DNA repair --- 1.44 1.21 1.01 1.08 -1.01 1.18 -1.03 -1.13 -2.01 -1.58 -1.55 -1.62
SHQ1 SHQ1, H/ACA ribonucleopchr3p13  ribonucleoprotein complex assembly --- -1.05 1.03 -1.00 -1.05 -1.04 -1.10 -1.07 -1.05 -1.17 -1.17 1.01 -1.12
SIAE sialic acid acetylesterase chr11q24 0 --- 1.06 -1.04 1.10 1.17 -1.00 1.01 1.07 -1.02 -1.21 -1.12 -1.43 -1.21
SIAE sialic acid acetylesterase chr11q24 0 --- -1.41 -1.17 1.13 -1.01 1.31 -1.03 1.21 1.44 -2.22 -2.63 -14.28 -8.38
SIAH2 siah E3 ubiquitin protein ligchr3q25  ubiquitin-dependent protein catabolic pro--- -1.10 -1.06 1.17 1.05 -1.07 -1.07 -1.09 -1.12 1.30 1.39 1.33 1.48
SIDT2 SID1 transmembrane familychr11q23.3  RNA interference --- -1.03 -1.01 -1.08 -1.02 -1.26 -1.04 1.03 1.24 1.13 1.16 -1.13 1.24
SIDT2 SID1 transmembrane familychr11q23.3  RNA interference --- -1.16 -1.30 -1.11 -1.08 -1.10 1.10 -1.03 1.16 -1.01 1.18 -1.02 1.33
SIGIRR single immunoglobulin and chr11p15.5  negative regulation of cytokine-mediated --- -1.36 -1.36 1.08 -1.01 1.18 -1.04 1.20 1.13 1.66 1.34 1.40 1.45
SIGIRR single immunoglobulin and chr11p15.5  negative regulation of cytokine-mediated --- -1.32 -1.24 -1.06 -1.04 1.18 -1.02 1.07 1.02 1.50 1.25 1.56 1.57
SIGLEC6 sialic acid binding Ig-like lechr19q13.3  cell adhesion --- 3.98 -1.50 -1.73 -2.77 -1.14 -1.30 -5.05 -1.34 -1.13 1.05 2.66 2.16
SIGLEC9 sialic acid binding Ig-like lechr19q13.41  cell adhesion --- 1.04 3.64 1.69 -1.13 -1.37 3.36 -1.23 -1.48 1.77 -1.92 -1.16 -1.37
SIK1 salt-inducible kinase 1 chr21q22.3  negative regulation of transcription from --- -1.32 -1.08 1.70 2.50 -2.96 -1.03 2.24 3.38 12.95 7.96 3.49 3.55
SIK2 salt-inducible kinase 2 chr11q23.1  protein phosphorylation --- 1.02 1.03 1.02 1.15 1.06 1.08 1.27 1.07 1.48 1.37 1.31 1.27
SIK2 salt-inducible kinase 2 chr11q23.1  protein phosphorylation --- 1.11 1.09 1.30 1.21 -1.14 1.24 -1.36 -1.06 -1.76 -1.58 -1.42 -1.65
SIK3 SIK family kinase 3 chr11q23.3  protein phosphorylation --- 1.09 1.22 1.04 -1.10 1.13 1.01 -1.69 -1.39 -3.41 -2.76 -2.59 -2.34
SIK3 SIK family kinase 3 chr11q23.3  protein phosphorylation --- 1.05 1.03 1.03 -1.13 1.00 -1.08 -1.29 -1.09 -3.20 -2.50 -2.85 -3.09
SIK3 SIK family kinase 3 chr11q23.3  protein phosphorylation --- 1.29 1.23 1.07 -1.22 1.03 -1.03 -1.23 -1.20 -6.02 -4.72 -3.26 -3.30
SIKE1 suppressor of IKBKE 1 chr1p13.2  innate immune response --- 1.29 1.11 1.21 -1.04 1.05 1.03 -1.08 -1.01 -1.83 -2.17 -2.10 -2.43
SIKE1 suppressor of IKBKE 1 chr1p13.2  innate immune response --- -1.30 -1.37 1.18 1.14 1.39 1.10 1.12 1.00 -2.41 -1.70 -1.52 -1.53
SIKE1 suppressor of IKBKE 1 chr1p13.2  innate immune response --- -1.09 -1.29 -1.02 1.15 1.18 1.07 1.31 1.17 1.92 1.87 3.09 3.01
SIL1 SIL1 homolog, endoplasmicchr5q31  protein folding --- -1.07 -1.13 -1.08 1.10 1.01 -1.21 1.09 1.19 1.43 1.09 1.51 1.80
SIM1 single-minded homolog 1 (Dchr6q16.3-q21  ureteric bud development --- -1.61 2.05 1.95 1.77 -1.39 2.33 -1.78 -3.37 1.43 -1.03 2.43 3.69
SIM1 single-minded homolog 1 (Dchr6q16.3-q21  ureteric bud development --- 1.26 1.83 1.57 1.24 4.16 2.61 4.32 1.34 3.07 1.32 1.39 1.88
SIM2 single-minded homolog 2 (Dchr21q22.13  negative regulation of transcription from --- -1.00 1.01 1.01 1.03 1.09 1.03 1.06 -1.03 1.31 1.12 1.85 1.71
SIM2 single-minded homolog 2 (Dchr21q22.13  negative regulation of transcription from --- -1.02 -1.17 1.06 1.41 -1.07 -1.29 1.21 1.05 2.45 1.99 1.39 1.54
SIN3A SIN3 transcription regulatorchr15q24.2  negative regulation of transcription from --- 1.09 1.04 1.01 -1.09 -1.00 -1.01 -1.07 1.13 -2.01 -1.78 -2.66 -3.00
SIN3A SIN3 transcription regulatorchr15q24.2  negative regulation of transcription from --- 1.07 1.08 1.03 1.08 -1.01 1.01 -1.20 -1.00 -1.98 -1.83 -2.46 -2.67
SIN3B SIN3 transcription regulatorchr19p13.11  transcription, DNA-dependent --- 1.12 1.21 1.11 1.10 -1.02 1.03 -1.20 -1.04 -1.40 -1.34 -1.12 -1.08
SIN3B SIN3 transcription regulatorchr19p13.11  transcription, DNA-dependent --- 1.03 1.04 1.06 1.07 1.02 1.01 1.05 1.06 -1.37 -1.57 -1.05 1.03
SIPA1 signal-induced proliferation chr11q13  cytoskeleton organization MAPK_Cascade // GenMAPP 1.06 1.11 1.21 1.22 1.05 -1.21 1.20 1.29 2.02 1.63 1.17 1.24
SIPA1L1 signal-induced proliferation chr14q24.2  actin cytoskeleton reorganization --- 1.03 -1.03 1.06 1.15 -1.07 -1.05 1.19 1.13 -1.05 -1.44 -1.08 -1.16
SIPA1L1 signal-induced proliferation chr14q24.2  actin cytoskeleton reorganization --- 1.26 1.03 1.04 -1.05 1.06 1.14 -1.18 -1.04 -1.86 -1.73 -1.96 -2.36
SIPA1L1 signal-induced proliferation chr14q24.2  actin cytoskeleton reorganization --- 1.06 -1.04 1.08 1.16 -1.24 -1.04 -1.39 -1.15 -3.88 -3.33 -2.16 -2.63
SIPA1L2 signal-induced proliferation chr1q42.2  positive regulation of GTPase activity --- 1.11 -1.02 1.11 1.26 1.12 1.18 -1.33 1.12 1.21 1.22 1.72 1.31
SIPA1L2 signal-induced proliferation chr1q42.2  positive regulation of GTPase activity --- -1.24 -1.21 1.08 1.01 1.07 1.05 -1.47 -1.11 1.87 1.34 3.47 3.27
SIPA1L2 signal-induced proliferation chr1q42.2  positive regulation of GTPase activity --- -1.05 1.00 -1.12 -1.24 -1.24 -1.32 -1.16 -1.15 1.73 1.42 2.62 2.66
SIRPA signal-regulatory protein alpchr20p13  cell adhesion --- -1.12 -1.08 -1.08 1.06 1.26 1.31 -1.42 1.01 1.15 -1.32 1.26 1.13
SIRT3 sirtuin 3 chr11p15.5  protein ADP-ribosylation --- 1.38 1.34 -1.07 1.11 1.04 1.05 1.16 1.05 -1.09 -1.19 -2.21 -1.51
SIRT3 sirtuin 3 chr11p15.5  protein ADP-ribosylation --- -1.07 -1.18 1.26 1.47 -1.24 -1.13 1.10 1.17 -1.17 -1.31 -1.51 -1.17
SIRT4 sirtuin 4 chr12q  chromatin silencing --- 2.73 1.32 4.29 2.31 5.25 1.69 -3.41 -3.49 -1.76 -1.62 1.65 1.36
SIRT5 sirtuin 5 chr6p23  chromatin silencing --- 1.12 1.09 -1.06 -1.07 1.29 -1.14 1.14 -1.03 -1.42 -1.37 1.02 1.33
SIRT6 sirtuin 6 chr19p13.3  protein ADP-ribosylation --- -1.03 -1.05 1.11 1.09 1.05 -1.03 1.18 1.14 1.58 1.32 1.72 1.64
SIRT6 sirtuin 6 chr19p13.3  protein ADP-ribosylation --- -1.05 -1.24 -1.01 -1.12 -1.11 -1.03 -1.10 -1.12 1.23 1.08 1.23 1.14
SIRT7 sirtuin 7 chr17q25  negative regulation of transcription from --- -1.01 -1.05 -1.13 -1.12 1.06 1.13 -1.04 -1.25 1.36 1.06 1.13 1.05
SIVA1 SIVA1, apoptosis-inducing chr14q32.33  apoptotic process --- 1.08 1.70 -1.11 1.14 1.03 -1.04 1.55 1.13 -1.12 -1.34 -2.26 -1.78
SIX1 SIX homeobox 1 chr14q23.1  negative regulation of transcription from --- -1.07 -1.11 -1.00 -1.00 -1.17 1.00 -1.10 1.03 -1.19 -1.01 -1.09 -1.23
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SIX2 SIX homeobox 2 chr2p21  metanephros development --- -1.05 -1.14 -1.11 -1.09 1.10 1.01 -1.01 1.01 -1.32 -1.29 -1.45 -1.68
SIX2 SIX homeobox 2 chr2p21  metanephros development --- 1.18 1.16 1.22 1.11 -1.16 1.07 1.23 1.22 1.23 1.03 -1.42 -1.92
SIX4 SIX homeobox 4 chr14q23  regulation of transcription, DNA-depende--- -1.45 -1.42 1.31 -1.10 1.70 1.81 -1.48 -1.21 1.00 -1.36 3.63 1.34
SIX4 SIX homeobox 4 chr14q23  regulation of transcription, DNA-depende--- 1.35 1.27 1.02 -1.18 -1.07 -1.02 -1.03 -1.06 1.20 1.05 1.79 1.74
SKA2 spindle and kinetochore ass chr17q22  M phase of mitotic cell cycle --- -1.00 -1.01 -1.01 1.02 1.01 1.03 1.10 1.18 1.21 1.16 1.24 1.28
SKA2 spindle and kinetochore ass chr17q22  M phase of mitotic cell cycle --- 1.12 1.09 -1.13 -1.10 -1.21 1.00 -1.24 -1.19 -1.39 -1.14 -1.36 -1.44
SKA3 spindle and kinetochore ass chr13q12.11  cell cycle --- 1.13 1.13 1.06 1.08 1.04 1.06 -1.28 -1.15 -1.40 -1.72 -1.08 -1.19
SKAP1 src kinase associated phosphchr17q21.32  positive regulation of transcription, DNA--- 1.53 -1.22 -1.20 -1.02 -3.22 -1.57 -2.95 1.25 -1.40 -1.22 2.13 1.88
SKI v-ski sarcoma viral oncogenchr1p36.33  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP 1.01 1.00 1.04 -1.01 -1.20 -1.11 -1.10 1.01 -1.01 -1.12 -1.29 -1.22
SKIL SKI-like oncogene chr3q26  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP -1.04 -1.05 1.64 2.00 -1.26 -1.11 1.32 1.37 1.68 -1.12 1.74 1.06
SKIL SKI-like oncogene chr3q26  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP 1.02 1.17 1.26 -1.03 1.28 -1.23 1.11 -1.19 -1.08 -1.46 1.76 1.45
SKIL SKI-like oncogene chr3q26  negative regulation of transcription from --- -1.24 -1.30 -1.02 -1.50 1.31 1.35 1.00 -1.16 -1.80 -1.74 -1.21 -1.60
SKIV2L superkiller viralicidic activi chr6p21 0 --- -1.13 -1.07 -1.30 -1.28 1.01 1.22 -1.06 -1.24 1.05 1.26 1.16 1.06
SKIV2L2 superkiller viralicidic activi chr5q11.2  mRNA splicing, via spliceosome --- -1.03 1.02 -1.11 -1.10 -1.08 -1.00 -1.09 1.03 -1.46 -1.22 -1.20 -1.17
SKP1 S-phase kinase-associated pchr5q31  G1 phase of mitotic cell cycle --- 1.02 1.01 -1.01 -1.04 1.01 1.03 1.02 -1.05 1.02 1.02 -1.10 -1.13
SKP1 S-phase kinase-associated pchr5q31  G1 phase of mitotic cell cycle --- 1.01 1.06 -1.05 -1.04 -1.21 -1.09 -1.18 -1.09 -1.45 -1.17 -1.49 -1.70
SKP1 S-phase kinase-associated pchr5q31  G1 phase of mitotic cell cycle --- -1.08 -1.03 -1.05 1.01 -1.11 -1.08 -1.36 -1.09 -1.55 -1.28 -1.41 -1.51
SKP2 S-phase kinase-associated pchr5p13  G1 phase of mitotic cell cycle Cell_cycle_KEGG // GenMAPP 1.11 1.05 -1.09 -1.20 -1.18 -1.15 1.01 -1.08 1.77 1.71 1.72 1.67
SKP2 S-phase kinase-associated pchr5p13  G1 phase of mitotic cell cycle Cell_cycle_KEGG // GenMAPP 1.17 1.18 1.15 -1.11 1.22 1.17 -1.21 -1.08 -1.96 -1.58 -2.57 -2.70
SKP2 S-phase kinase-associated pchr5p13  G1 phase of mitotic cell cycle Cell_cycle_KEGG // GenMAPP -1.02 1.01 -1.01 -1.03 -1.01 -1.07 -1.03 -1.03 -1.04 -1.16 -1.23 -1.28
SLAIN1 SLAIN motif family, membchr13q22.3 0 --- 1.13 -1.04 1.12 -1.13 -1.06 1.22 -2.09 -1.29 -1.89 -1.53 -2.92 -2.54
SLAIN2 SLAIN motif family, membchr4p11  microtubule nucleation --- -1.09 -1.03 1.01 -1.07 1.22 -1.03 -1.02 -1.32 1.02 -1.21 1.57 1.28
SLAIN2 SLAIN motif family, membchr4p11  microtubule nucleation --- 1.73 -1.06 -1.10 -1.09 1.43 1.29 -1.72 2.04 -1.70 1.25 1.02 1.31
SLC11A2 solute carrier family 11 (prochr12q13  transition metal ion transport --- 1.05 1.04 -1.03 1.23 -1.05 1.09 -1.31 1.11 -1.32 -1.06 1.04 -1.01
SLC11A2 solute carrier family 11 (prochr12q13  response to hypoxia --- 1.05 1.09 1.05 1.09 1.02 1.02 -1.15 1.05 -1.14 1.01 1.23 1.29
SLC11A2 solute carrier family 11 (prochr12q13  transition metal ion transport --- -1.20 -1.25 1.00 1.27 -1.09 -1.21 1.04 1.14 1.15 1.20 3.41 3.81
SLC12A2 solute carrier family 12 (sodchr5q23.3  transport --- -1.09 1.01 1.03 -1.05 -1.01 -1.13 1.09 1.10 -1.59 -1.64 -1.31 -1.90
SLC12A2 solute carrier family 12 (sodchr5q23.3  transport --- -1.03 1.05 1.09 1.05 1.15 1.11 -1.09 -1.34 -1.58 -1.43 1.31 -1.06
SLC12A3 solute carrier family 12 (sodchr16q13  transport --- 1.13 1.09 1.07 -1.01 1.01 1.01 1.14 -1.01 -1.75 -1.61 -3.54 -2.91
SLC12A3 solute carrier family 12 (sodchr16q13  transport --- -1.18 -1.05 1.06 -1.15 -1.08 1.24 -1.10 1.12 -2.11 -1.20 -2.39 -2.21
SLC12A3 solute carrier family 12 (sodchr16q13  transport --- 1.00 1.00 -1.01 1.13 -1.66 -1.15 1.05 1.03 -2.43 -2.30 -3.28 -2.20
SLC12A4 solute carrier family 12 (potchr16q22.1  transport --- 1.08 1.29 1.98 1.56 1.11 -1.47 1.51 1.04 1.06 -1.09 1.74 2.22
SLC12A4 solute carrier family 12 (potchr16q22.1  transport --- -1.24 -1.19 1.59 2.47 2.89 2.45 1.42 1.56 1.57 2.37 1.21 1.46
SLC12A4 solute carrier family 12 (potchr16q22.1  transport --- 1.11 1.15 1.05 1.11 1.03 -1.05 1.15 1.16 1.79 1.79 1.41 1.52
SLC12A6 solute carrier family 12 (potchr15q13  angiogenesis --- 1.39 1.25 1.06 -1.02 -1.10 -1.04 -1.22 -1.09 -1.62 -1.69 -1.28 -1.57
SLC12A8 solute carrier family 12 (potchr3q21.2  transport --- 1.14 1.04 -1.07 -1.07 -1.12 -1.10 -1.20 -1.04 1.15 1.26 1.23 1.42
SLC12A9 solute carrier family 12 (potchr7q22  transport --- -1.24 -1.31 1.13 1.06 -1.11 -1.21 1.07 -1.05 -1.52 -1.16 -1.32 1.15
SLC13A2 solute carrier family 13 (sodchr17p13.2  transport --- -1.03 -1.56 1.46 1.11 1.43 3.11 1.31 1.16 2.18 1.22 -1.34 -2.97
SLC13A3 solute carrier family 13 (sodchr20q13.12  transport --- -4.79 -1.13 -1.05 1.37 1.15 -1.77 1.51 -1.06 2.08 -1.86 2.74 2.39
SLC14A1 solute carrier family 14 (urechr18q11-q12  transport --- 1.82 1.13 1.30 -1.54 1.93 1.02 -1.64 -3.80 -1.28 -2.98 -2.99 -4.49
SLC15A2 solute carrier family 15 (H+chr3q13.33  transport --- 1.19 1.14 -1.15 -1.31 1.06 1.10 -1.30 -1.25 -4.27 -2.19 -1.84 -1.47
SLC15A2 solute carrier family 15 (H+chr3q13.33  transport --- 1.37 1.38 1.10 -1.04 -1.08 1.06 -1.05 -1.40 -4.06 -1.68 -3.53 -5.21
SLC15A4 solute carrier family 15, me chr12q24.32  transport --- 1.04 -1.05 1.03 -1.04 1.02 -1.01 1.02 1.02 1.10 1.09 1.72 1.47
SLC16A1 solute carrier family 16, me chr1p12  pyruvate metabolic process --- 1.15 1.16 1.02 1.17 -1.02 1.19 -1.09 -1.04 1.21 1.45 1.29 1.48
SLC16A1 solute carrier family 16, me chr1p12  pyruvate metabolic process --- 1.10 1.01 1.05 1.08 -1.05 -1.03 1.05 1.04 1.25 1.29 1.24 1.40
SLC16A3 solute carrier family 16, me chr17q25  pyruvate metabolic process --- -1.16 -1.18 -1.01 1.02 -1.03 -1.08 1.11 1.13 1.55 1.43 1.32 1.67
SLC16A3 solute carrier family 16, me chr17q25  pyruvate metabolic process --- -1.05 -1.26 1.21 1.28 1.26 1.14 -1.04 1.06 1.68 1.72 1.48 1.90
SLC16A3 solute carrier family 16, me chr17q25  pyruvate metabolic process --- -1.11 -1.09 -1.12 -1.05 -1.22 -1.02 1.11 1.30 1.18 1.37 1.25 1.56
SLC16A4 solute carrier family 16, me chr1p13.3  transport --- -1.03 2.09 1.39 -1.11 1.73 2.25 2.23 1.85 -1.13 -1.75 1.30 -1.29
SLC16A5 solute carrier family 16, me chr17q25.1  transport --- 1.18 -1.01 -1.07 1.10 -1.00 -1.03 1.29 1.11 -1.36 -1.67 -1.74 -1.87
SLC16A5 solute carrier family 16, me chr17q25.1  transport --- -1.10 1.08 -1.04 -1.03 -1.16 -1.18 1.25 1.40 1.35 1.00 1.50 1.75
SLC16A6 solute carrier family 16, me chr17q24.2  transport --- 1.14 1.11 -1.04 1.01 1.05 1.10 1.27 1.09 1.24 1.18 1.14 1.02
SLC16A7 solute carrier family 16, me chr12q13  transport --- 1.06 1.18 1.06 -1.02 -1.02 1.14 1.13 1.11 -1.00 1.12 1.14 1.13
SLC16A9 solute carrier family 16, me chr10q21.2  transport --- -1.23 -1.42 -1.24 -1.10 1.31 1.45 -1.02 -1.13 -2.19 -1.45 -1.69 -1.73
SLC17A2 solute carrier family 17 (sodchr6p21.3  phosphate-containing compound metabol--- -1.77 2.59 -1.26 1.42 1.17 1.34 -1.08 2.11 3.36 3.50 -3.14 1.30
SLC17A5 solute carrier family 17 (anichr6q13  transport --- 1.05 -1.02 1.01 -1.34 -1.10 1.05 -1.17 -1.12 1.04 1.15 1.56 1.35
SLC17A7 solute carrier family 17 (sodchr19q13  transport --- 1.06 -1.19 -1.30 -2.59 1.52 2.04 -1.95 -2.70 1.57 1.13 1.46 1.75
SLC17A9 solute carrier family 17, me chr20q13.33  transport --- 2.27 -1.25 -1.31 -2.24 4.22 4.95 -1.59 1.06 -1.40 -1.86 -1.98 -1.38
SLC18A2 solute carrier family 18 (veschr10q25  response to amphetamine --- 1.32 1.50 1.69 1.54 1.45 1.22 -1.54 1.00 2.08 1.46 1.13 1.62
SLC18B1 solute carrier family 18, subchr6q22.3-q23.3  transport --- 1.05 -1.12 1.01 1.06 -1.31 -1.02 -1.22 -1.30 -1.56 -1.20 -1.20 -1.21
SLC19A1 solute carrier family 19 (fol chr21q22.3  vitamin metabolic process --- 1.13 -1.01 -1.15 1.00 1.20 -1.05 -1.01 1.01 -1.64 -1.53 -1.44 -2.02
SLC19A1 solute carrier family 19 (fol chr21q22.3  vitamin metabolic process --- -1.00 -1.06 -1.03 1.02 1.13 -1.03 1.33 1.50 -1.16 -1.69 -3.26 -1.69
SLC19A1 solute carrier family 19 (fol chr21q22.3  vitamin metabolic process --- 1.06 -1.23 1.13 -1.86 -1.72 -1.13 1.18 -1.30 1.17 -1.16 1.04 -1.06
SLC19A1 solute carrier family 19 (fol chr21q22.3  vitamin metabolic process --- 1.17 -1.01 -1.11 1.23 1.55 1.34 1.08 1.39 -1.03 -1.86 -2.03 -1.90
SLC19A1 solute carrier family 19 (fol chr21q22.3  vitamin metabolic process --- 1.03 -1.10 -1.07 1.00 -1.14 -1.07 1.03 1.22 -1.38 -1.46 -1.59 -1.62
SLC19A3 solute carrier family 19, me chr2q37  vitamin metabolic process --- 1.16 -1.62 1.83 2.45 2.76 2.97 -2.60 -1.26 3.94 -1.10 2.86 1.11
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SLC1A1 solute carrier family 1 (neurchr9p24  transport --- 1.33 1.12 -1.11 -1.36 -1.03 -1.16 1.31 -1.30 1.81 1.49 1.33 1.12
SLC1A1 solute carrier family 1 (neurchr9p24  transport --- 1.10 -1.03 1.15 -1.01 1.33 1.16 -1.01 -1.07 1.08 1.20 1.40 1.37
SLC1A2 solute carrier family 1 (glialchr11p13-p12  transport --- -1.08 -1.20 2.03 1.30 1.79 1.59 1.09 1.22 -9.48 -5.76 -4.41 -4.60
SLC1A3 solute carrier family 1 (glialchr5p13  neurotransmitter uptake --- 1.01 1.04 -1.00 1.01 -1.20 -1.13 1.16 1.11 1.28 1.32 -1.02 -1.01
SLC1A4 solute carrier family 1 (glutachr2p15-p13  ion transport --- -1.75 -1.55 1.04 -1.26 1.15 1.01 -1.45 -1.75 -1.93 -1.59 -1.74 -3.02
SLC1A4 solute carrier family 1 (glutachr2p15-p13  transport --- -1.01 1.08 -1.08 1.05 -1.06 -1.09 -1.08 1.15 -1.29 -1.48 -1.28 -1.05
SLC1A4 solute carrier family 1 (glutachr2p15-p13  transport --- -1.17 -1.06 -1.08 -1.13 1.24 1.06 -1.15 -1.11 -1.57 -1.56 -1.70 -1.44
SLC1A4 solute carrier family 1 (glutachr2p15-p13  transport --- 1.01 -1.02 1.01 1.10 -1.03 -1.25 -1.08 1.07 -1.19 -1.45 -1.32 -1.02
SLC1A5 solute carrier family 1 (neutchr19q13.3  transport --- 1.07 -1.01 -1.00 1.00 1.17 1.27 -1.20 -1.25 1.10 -1.05 1.19 1.29
SLC20A1 solute carrier family 20 (phochr2q13  phosphate-containing compound metabol--- 1.02 -1.02 -1.05 1.08 -1.03 1.07 1.06 -1.02 1.39 1.27 1.16 1.06
SLC20A2 solute carrier family 20 (phochr8p11.21  transport --- 1.06 -1.02 -1.18 -2.03 1.01 -1.17 -1.00 -1.16 1.31 1.17 1.37 1.11
SLC22A18 solute carrier family 22, me chr11p15.5  transport --- -1.05 -1.11 1.04 1.13 -1.00 -1.10 1.40 1.38 1.64 1.56 1.91 2.51
SLC22A18ASsolute carrier family 22 (orgchr11p15.5 0 --- 1.03 1.11 1.00 -1.12 1.14 1.31 -1.22 -1.35 1.33 -1.06 1.49 1.20
SLC22A23 solute carrier family 22, me chr6p25.2  transport --- -1.14 -1.07 1.28 1.42 -1.25 -1.08 -1.29 -1.27 1.89 1.50 1.68 1.91
SLC22A25 solute carrier family 22, me chr11q12.3  transport --- -1.51 -3.61 11.31 -1.19 3.46 1.12 3.03 1.92 1.98 2.88 1.18 2.57
SLC22A3 solute carrier family 22 (extchr6q25.3  transport --- 1.16 1.14 -1.09 -1.33 1.19 -1.05 -1.46 -1.22 -3.08 -1.41 -1.94 -1.31
SLC22A4 solute carrier family 22 (orgchr5q31.1  triglyceride metabolic process --- -1.04 -1.10 -1.07 -1.03 -1.05 1.00 1.13 1.27 -1.46 -1.30 -2.76 -1.63
SLC22A5 solute carrier family 22 (orgchr5q23.3  transport --- 1.07 1.07 1.61 1.48 1.00 -1.49 1.08 1.10 2.52 2.71 3.84 3.81
SLC22A5 solute carrier family 22 (orgchr5q23.3  transport --- -1.04 1.03 -1.06 -1.21 -1.08 1.04 -1.18 -1.15 -1.59 -1.49 -1.67 -1.82
SLC22A7 solute carrier family 22 (orgchr6p21.1  transport --- 1.17 1.79 -1.27 -1.12 -1.03 -1.50 2.76 1.29 7.05 2.95 2.20 2.07
SLC23A2 solute carrier family 23 (nucchr20p13  nucleobase-containing compound metabo--- -1.14 -1.07 1.05 1.10 1.28 -1.00 -1.07 1.06 -1.16 -1.13 -1.60 -2.15
SLC23A2 solute carrier family 23 (nucchr20p13  nucleobase-containing compound metabo--- 1.45 1.36 1.35 1.17 1.19 -1.04 -1.38 1.16 -1.37 -1.42 -1.65 -1.96
SLC24A1 solute carrier family 24 (sodchr15q22  transport --- -1.09 1.13 1.30 1.41 1.25 1.36 -1.37 -1.29 -2.67 -2.58 -1.51 -1.56
SLC24A3 solute carrier family 24 (sodchr20p13  transport --- 1.52 -1.22 -1.75 -1.36 -1.32 1.23 1.63 -1.23 -1.52 -1.49 1.75 2.21
SLC24A6 solute carrier family 24 (sodchr12q24.13  transport --- -1.21 -1.17 -1.11 -1.12 1.21 1.03 1.09 1.37 1.92 1.43 1.21 1.47
SLC25A1 solute carrier family 25 (mitchr22q11.21  carbohydrate metabolic process Fatty_Acid_Synthesis // GenMAPP -1.08 -1.04 -1.02 1.03 1.07 -1.06 1.13 -1.01 1.35 1.34 1.23 1.44
SLC25A10 solute carrier family 25 (mitchr17q25.3  sulfur amino acid metabolic process --- 1.01 -1.04 -1.13 -1.01 1.10 1.02 1.13 1.17 -1.07 -1.04 -1.55 -1.59
SLC25A12 solute carrier family 25 (aspchr2q24  carbohydrate metabolic process --- 1.12 -1.02 -1.04 1.10 1.08 1.04 -1.21 1.04 -1.61 -1.49 -1.44 -1.57
SLC25A12 solute carrier family 25 (aspchr2q24  carbohydrate metabolic process --- 1.02 1.07 -1.01 1.05 1.10 -1.04 1.15 -1.01 -1.33 -1.37 -1.33 -1.35
SLC25A13 solute carrier family 25 (aspchr7q21.3  carbohydrate metabolic process --- -1.10 -1.09 1.02 -1.01 1.11 1.08 -1.31 -1.16 -1.64 -1.45 -2.06 -2.14
SLC25A13 solute carrier family 25 (aspchr7q21.3  carbohydrate metabolic process --- -1.25 -1.22 -1.11 -1.16 1.04 1.14 -1.28 1.19 -1.52 -1.50 -1.87 -2.12
SLC25A13 solute carrier family 25 (aspchr7q21.3  carbohydrate metabolic process --- 1.01 1.05 1.02 1.00 -1.05 1.01 -1.12 1.12 -2.11 -1.81 -2.52 -2.71
SLC25A14 solute carrier family 25 (mitchrXq24  transport Electron_Transport_Chain // GenMAPP -1.04 -1.07 -1.02 1.03 -1.02 -1.01 -1.08 -1.00 -1.19 -1.11 -1.12 -1.08
SLC25A16 solute carrier family 25 (mitchr10q21.3  vitamin metabolic process --- 1.10 1.06 -1.05 1.03 1.09 1.07 1.32 1.15 -1.67 -1.50 -2.11 -1.85
SLC25A16 solute carrier family 25 (mitchr10q21.3  vitamin metabolic process --- 1.01 -1.07 1.06 1.04 1.09 1.08 -1.03 1.02 -1.39 -1.22 -1.44 -1.36
SLC25A20 solute carrier family 25 (carchr3p21.31  transport Fatty_Acid_Degradation // GenMAPP /// Mi -1.12 -1.00 -1.02 1.08 1.03 1.03 1.03 1.15 -1.32 -1.20 -1.21 -1.25
SLC25A21-A SLC25A21 antisense RNA chr14q13.3 0 --- 1.48 -1.01 -1.05 1.91 -1.28 -1.04 -1.50 1.01 -2.30 -2.78 -4.32 -3.55
SLC25A22 solute carrier family 25 (mitchr11p15.5  transport --- 1.05 1.12 -1.18 -1.25 -1.22 -1.17 1.08 1.09 1.53 1.34 1.44 1.32
SLC25A23 solute carrier family 25 (mitchr19p13.3  transport --- -1.06 -1.05 1.01 1.12 -1.05 1.02 1.08 1.05 1.09 1.16 -1.24 -1.00
SLC25A23 solute carrier family 25 (mitchr19p13.3  transport --- 1.28 1.25 -1.06 -1.17 1.39 1.04 1.11 1.39 -1.28 1.01 -1.65 -1.60
SLC25A25 solute carrier family 25 (mitchr9q34.11  transport --- -1.08 -1.07 1.11 1.08 1.10 -1.06 1.14 1.08 1.66 1.13 2.02 1.57
SLC25A26 solute carrier family 25 (S-achr3p14.1  transport --- -1.10 -1.05 1.02 1.01 1.06 -1.06 1.17 1.08 1.23 1.08 1.28 1.31
SLC25A28 solute carrier family 25 (mitchr10q24.2  transport --- -1.15 -1.13 1.04 1.17 -1.02 1.04 1.13 1.08 1.41 1.19 1.05 1.19
SLC25A30 solute carrier family 25, me chr13q14.13  transport --- -1.06 1.06 -1.01 -1.11 1.02 1.05 -1.14 -1.11 1.00 1.24 1.11 1.01
SLC25A33 solute carrier family 25 (pyrchr1p36.22  transport --- 1.09 -1.04 1.03 1.05 -1.07 -1.02 1.08 1.00 1.23 1.08 1.53 1.28
SLC25A34 solute carrier family 25, me chr1p36.21  transport --- 1.10 -1.01 -1.17 1.09 -1.89 1.19 -1.59 -1.06 -2.54 -2.10 -1.44 1.13
SLC25A37 solute carrier family 25 (mitchr8p21.2  transport --- 1.01 1.01 -1.06 1.12 1.18 1.16 1.45 1.52 2.22 2.36 1.76 2.01
SLC25A37 solute carrier family 25 (mitchr8p21.2  small molecule metabolic process --- 1.07 1.02 1.04 1.10 1.14 1.12 1.17 -1.19 1.55 1.44 1.87 1.86
SLC25A37 solute carrier family 25 (mitchr8p21.2  transport --- -1.02 1.04 1.11 1.07 1.16 1.19 1.28 1.04 1.42 1.54 1.26 1.47
SLC25A37 solute carrier family 25 (mitchr8p21.2  small molecule metabolic process --- 1.08 -1.02 1.05 1.02 1.10 1.10 1.34 1.02 1.78 1.59 1.77 1.88
SLC25A37 solute carrier family 25 (mitchr8p21.2  transport --- -1.07 -1.07 1.24 1.35 -1.22 -1.25 1.42 1.54 1.97 2.08 1.32 1.58
SLC25A37 solute carrier family 25 (mitchr8p21.2  transport --- 1.05 -1.02 1.08 1.04 1.18 1.07 1.25 -1.00 1.87 1.53 1.70 1.87
SLC25A37 solute carrier family 25 (mitchr8p21.2  transport --- 1.01 -1.11 1.05 1.07 1.19 1.14 1.14 -1.05 2.05 1.71 1.74 1.76
SLC25A37 solute carrier family 25 (mitchr8p21.2  transport --- 1.05 1.19 1.06 1.03 1.22 1.22 1.04 1.12 1.30 1.66 -1.26 -1.28
SLC25A37 solute carrier family 25 (mitchr8p21.2  transport --- -1.01 -1.11 1.03 -1.05 1.07 1.18 1.05 -1.22 1.64 1.65 1.89 2.04
SLC25A4 solute carrier family 25 (mitchr4q35  mitochondrial genome maintenance Electron_Transport_Chain // GenMAPP 1.05 1.07 1.09 -1.05 1.03 -1.14 1.33 1.03 1.23 1.34 1.03 1.16
SLC25A40 solute carrier family 25, me chr7q21.12  transport --- 1.06 1.04 -1.01 -1.25 1.39 -1.16 1.77 -1.08 1.63 2.11 1.73 1.61
SLC25A42 solute carrier family 25, me chr19p13.11  transport --- 1.38 -1.91 1.05 1.19 -2.73 -1.29 1.85 1.24 1.68 1.31 1.17 2.47
SLC25A42 solute carrier family 25, me chr19p13.11  transport --- -1.08 -1.18 1.16 1.14 1.02 1.14 1.23 1.13 -1.12 1.24 1.28 1.60
SLC25A44 solute carrier family 25, me chr1q22  transport --- -1.05 -1.04 1.03 -1.06 -1.10 1.03 -1.22 -1.11 -1.13 -1.11 -1.12 -1.07
SLC25A45 solute carrier family 25, me chr11q13.1  transport --- -1.09 -1.03 1.08 1.17 -1.02 -1.07 1.28 1.18 -2.27 -1.87 -1.78 -1.89
SLC25A46 solute carrier family 25, me chr5q22.1  transport --- 1.72 1.75 -1.06 -1.22 -1.24 1.00 -1.64 -1.04 -1.78 -1.85 -1.75 -2.19
SLC25A46 solute carrier family 25, me chr5q22.1  transport --- -1.08 -1.09 -1.01 1.04 1.03 1.07 1.01 1.03 -1.56 -1.22 -1.44 -1.47
SLC25A51 solute carrier family 25, me chr9p13.3-p12  transport --- 1.10 1.04 1.03 -1.08 -1.07 -1.21 -1.14 -1.14 -1.17 -1.20 -1.31 -1.88
SLC25A51 solute carrier family 25, me chr9p13.3-p12  transport --- -1.07 -1.13 -1.12 -1.17 -1.22 -1.16 1.26 1.26 1.64 1.60 1.90 2.00
SLC25A53 solute carrier family 25, me chrXq22.2  transport --- 2.05 1.47 1.63 2.48 -1.29 -2.85 1.46 1.29 8.03 14.44 1.06 -1.52
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ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

SLC25A5-AS SLC25A5 antisense RNA 1 --- 0 Electron_Transport_Chain // GenMAPP -1.12 -1.56 -1.02 1.09 -1.32 -1.03 -1.02 -1.12 -2.04 -1.50 -2.90 -1.99
SLC25A6 solute carrier family 25 (mitchrXp22.32 and Yp  energy reserve metabolic process Electron_Transport_Chain // GenMAPP -1.19 -1.18 -1.02 1.03 1.03 -1.02 1.13 1.10 1.20 1.11 -1.28 -1.09
SLC25A6 solute carrier family 25 (mitchrXp22.32 and Yp  energy reserve metabolic process Electron_Transport_Chain // GenMAPP -1.16 -1.08 -1.01 1.01 1.04 -1.06 1.20 1.13 1.38 1.09 -1.08 1.06
SLC26A2 solute carrier family 26 (sul chr5q31-q34  ossification --- -1.03 1.01 1.10 -1.30 -1.21 -1.10 -1.53 -1.14 -2.40 -2.19 -1.80 -1.83
SLC26A2 solute carrier family 26 (sul chr5q31-q34  ossification --- -1.29 -1.15 -1.02 -1.01 1.28 1.22 -1.07 -1.25 -2.23 -2.14 -1.63 -1.77
SLC26A2 solute carrier family 26 (sul chr5q31-q34  ossification --- 1.10 -1.00 1.01 -1.10 1.15 1.23 -1.29 -1.08 -2.45 -2.17 -1.98 -1.98
SLC26A6 solute carrier family 26, me chr3p21.3  transport --- 1.02 -1.10 1.29 1.37 1.08 1.11 1.50 1.29 3.10 2.50 1.88 1.94
SLC26A9 solute carrier family 26, me chr1q32.1  ion transport --- 2.26 2.56 -1.30 -2.41 -1.57 -1.18 1.65 1.66 4.74 1.98 5.53 4.63
SLC27A1 solute carrier family 27 (fattchr19p13.11  medium-chain fatty acid transport --- -1.34 -1.21 -1.29 -1.45 1.14 1.46 -1.27 -1.50 1.14 1.34 -1.05 1.29
SLC27A2 solute carrier family 27 (fattchr15q21.2  very long-chain fatty acid metabolic proc--- 1.12 1.20 1.05 -1.02 1.02 -1.02 1.04 1.03 1.28 1.09 1.66 1.38
SLC27A2 solute carrier family 27 (fattchr15q21.2  very long-chain fatty acid metabolic proc--- 1.08 1.15 -1.03 -1.08 -1.07 -1.12 -1.01 1.03 1.25 1.11 1.46 1.32
SLC27A3 solute carrier family 27 (fattchr1q21.3  lipid metabolic process --- -1.24 -1.16 1.06 1.15 1.01 -1.19 1.27 -1.09 1.36 1.41 1.18 1.51
SLC27A4 solute carrier family 27 (fattchr9q34.11  very long-chain fatty acid metabolic proc--- 1.04 -1.05 1.11 1.07 1.10 1.12 -1.04 -1.14 -1.22 -1.56 -1.94 -1.67
SLC29A1 solute carrier family 29 (nucchr6p21.1  nucleobase-containing compound metabo--- -1.07 -1.05 -1.04 -1.13 1.07 1.01 1.01 -1.02 -1.18 -1.18 -1.22 -1.22
SLC29A3 solute carrier family 29 (nucchr10q22.1  transport --- 1.19 1.02 -1.08 -1.10 1.06 -1.03 1.05 -1.02 -1.48 -2.17 -1.60 -1.54
SLC2A1 solute carrier family 2 (facilchr1p34.2  carbohydrate metabolic process --- -1.04 -1.12 1.04 1.04 -1.11 -1.05 1.15 1.10 2.04 2.41 2.74 3.48
SLC2A1 solute carrier family 2 (facilchr1p34.2  carbohydrate metabolic process --- -1.05 -1.19 1.03 -1.02 1.11 -1.06 1.12 1.06 2.31 3.23 2.85 5.55
SLC2A13 solute carrier family 2 (facilchr12q12  transport --- -1.12 -1.21 1.17 1.43 1.38 1.43 1.03 -1.17 -1.76 -1.41 -1.94 -1.71
SLC2A13 solute carrier family 2 (facilchr12q12  transport --- 1.02 1.04 1.08 1.21 1.71 1.42 1.07 -1.04 -1.03 1.06 1.14 1.21
SLC2A14 /// Ssolute carrier family 2 (facilchr12p13.3 /// chr12 carbohydrate metabolic process --- 1.14 1.21 1.05 -1.06 -1.07 -1.09 1.45 1.14 1.71 1.68 1.94 2.18
SLC2A14 /// Ssolute carrier family 2 (facilchr12p13.3 /// chr12 carbohydrate metabolic process --- 1.10 1.04 1.11 1.00 -1.02 1.02 1.85 1.35 2.36 2.17 3.16 3.41
SLC2A3 solute carrier family 2 (facilchr12p13.3  carbohydrate metabolic process --- 1.52 1.22 -1.04 1.04 -1.03 -1.02 1.32 1.04 1.75 1.61 1.71 2.14
SLC2A3 solute carrier family 2 (facilchr12p13.3  carbohydrate metabolic process --- 1.08 -1.02 1.12 1.01 1.12 1.27 1.35 1.14 1.61 2.07 1.83 1.98
SLC2A3 solute carrier family 2 (facilchr12p13.3  carbohydrate metabolic process --- 1.08 1.09 1.10 1.03 1.03 1.08 1.46 1.17 2.36 2.19 2.58 2.52
SLC2A4RG SLC2A4 regulator chr20q13.33  transcription, DNA-dependent --- 1.15 1.01 1.00 -1.11 1.08 1.00 -1.04 -1.08 1.63 1.48 1.07 1.12
SLC2A4RG SLC2A4 regulator chr20q13.33  transcription, DNA-dependent --- 1.05 -1.04 -1.06 1.01 1.08 -1.19 1.08 1.20 1.34 1.19 -1.00 1.03
SLC2A6 solute carrier family 2 (facilchr9q34  transport --- -1.01 -1.15 -1.18 1.14 1.03 -1.17 1.04 1.25 1.40 -1.09 1.96 1.68
SLC2A8 solute carrier family 2 (facilchr9q33.3  response to hypoxia --- -1.04 -1.21 -1.00 1.12 -1.12 1.01 1.08 1.17 -1.08 -1.30 -1.51 -1.28
SLC30A1 solute carrier family 30 (zinchr1q32.3  in utero embryonic development --- 1.14 1.19 1.07 -1.00 1.03 1.05 1.23 -1.07 2.07 1.88 1.72 1.25
SLC30A4 solute carrier family 30 (zinchr15q21.1|15q21.1  transport --- 1.24 1.21 1.22 1.07 -1.01 1.01 -1.35 -1.02 -1.93 -1.71 -1.36 1.03
SLC30A4 solute carrier family 30 (zinchr15q21.1|15q21.1  transport --- -1.25 -7.29 1.91 -1.15 -2.35 -1.24 2.95 2.84 1.15 2.17 -3.61 -2.42
SLC30A5 solute carrier family 30 (zinchr5q12.1  transport --- -1.00 1.07 -1.01 -1.05 1.04 1.01 1.02 1.03 1.09 1.18 1.48 1.53
SLC30A5 solute carrier family 30 (zinchr5q12.1  transport --- 1.04 1.01 -1.08 -1.02 -1.06 1.06 -1.10 1.02 1.04 1.22 1.25 1.26
SLC30A5 solute carrier family 30 (zinchr5q12.1  transport --- 1.11 1.07 1.02 -1.16 -1.05 -1.08 -1.17 -1.03 -1.04 1.05 1.53 1.39
SLC30A6 solute carrier family 30 (zinchr2p22.3  transport --- 1.12 1.11 1.01 -1.05 1.08 1.00 -1.19 -1.14 -1.66 -1.52 -1.06 -1.12
SLC30A8 solute carrier family 30 (zinchr8q24.11  transport --- -1.25 -1.62 1.22 1.13 1.41 1.32 1.11 -1.06 1.49 1.15 3.21 1.97
SLC30A9 solute carrier family 30 (zinchr4p13  nucleotide-excision repair --- 1.12 1.24 1.04 -1.23 1.04 -1.02 1.20 1.08 -1.23 -1.45 -2.41 -2.18
SLC30A9 solute carrier family 30 (zinchr4p13  nucleotide-excision repair --- 1.03 1.01 -1.10 1.04 -1.04 1.04 -1.09 -1.13 -1.06 1.08 -1.48 -1.44
SLC31A1 solute carrier family 31 (copchr9q32  transport --- -1.07 -1.08 -1.08 -1.08 -1.04 -1.19 1.08 -1.02 1.75 1.58 1.83 2.03
SLC31A1 solute carrier family 31 (copchr9q32  transport --- 1.10 -1.05 -1.01 1.04 1.05 1.09 1.04 -1.00 1.45 1.59 1.58 1.73
SLC31A1 solute carrier family 31 (copchr9q32  transport --- 1.09 -1.03 1.12 -1.03 1.01 -1.17 -1.94 -1.63 1.09 1.25 1.29 1.29
SLC31A2 solute carrier family 31 (copchr9q32  transport --- -1.15 -1.14 -1.14 -1.14 1.05 1.05 -1.23 1.01 -1.13 -1.05 1.09 1.10
SLC33A1 solute carrier family 33 (acechr3q25.31  transport --- 1.16 1.14 1.17 -1.12 -1.03 -1.09 -1.00 -1.01 1.96 1.95 3.40 3.98
SLC34A1 solute carrier family 34 (sodchr5q35  transport --- -2.67 1.57 1.67 -1.86 2.01 3.56 -1.31 -1.52 -1.27 1.03 2.22 -1.30
SLC34A2 solute carrier family 34 (sodchr4p15.2  in utero embryonic development --- -4.85 -1.47 -3.48 -1.31 -1.91 -1.05 2.13 1.34 1.64 1.56 -1.77 -1.55
SLC35A1 solute carrier family 35 (CMchr6q15  carbohydrate metabolic process --- 1.06 -1.02 1.07 -1.00 -1.05 1.08 -1.21 -1.13 -1.61 -1.38 -1.23 -1.26
SLC35A2 solute carrier family 35 (UDchrXp11.23-p11.22  galactose metabolic process --- -1.09 -1.12 1.15 1.15 1.12 -1.02 -1.11 -1.03 1.18 1.07 1.77 2.14
SLC35A2 solute carrier family 35 (UDchrXp11.23-p11.22  galactose metabolic process --- -1.08 1.00 1.01 -1.06 -1.05 1.09 -1.27 -1.21 1.36 1.00 2.36 2.20
SLC35A3 solute carrier family 35 (UDchr1p21  UDP-N-acetylglucosamine metabolic pro--- -1.13 -1.20 1.11 1.02 1.15 1.14 1.04 1.07 1.18 1.37 1.13 1.42
SLC35B1 solute carrier family 35, me chr17q21.33  transport --- -1.13 -1.10 -1.09 -1.13 1.08 -1.02 -1.03 1.06 1.07 1.03 -1.17 -1.13
SLC35B3 solute carrier family 35, me chr6p24.3  carbohydrate metabolic process --- 1.03 -1.31 1.16 -1.10 1.00 1.53 -1.27 1.05 -1.60 -1.59 -2.52 -1.60
SLC35B4 solute carrier family 35, me chr7q33  regulation of gluconeogenesis --- 1.05 -1.16 1.26 -1.05 1.11 1.01 -1.43 -1.19 -1.22 -1.25 -1.53 -1.82
SLC35B4 solute carrier family 35, me chr7q33  regulation of gluconeogenesis --- -1.07 -1.12 1.09 1.02 1.02 1.06 -1.38 -1.14 -2.07 -1.82 -1.86 -1.77
SLC35C1 solute carrier family 35, me chr11p11.2  transport --- -1.03 1.02 -1.00 1.10 1.12 1.18 -1.05 -1.10 1.71 1.32 1.62 1.84
SLC35C1 solute carrier family 35, me chr11p11.2  transport --- -1.04 -1.02 -1.13 -1.01 1.21 1.02 1.08 1.20 2.08 1.64 1.27 1.47
SLC35D1 solute carrier family 35 (UDchr1p32-p31  UDP-glucuronate biosynthetic process --- 1.34 1.59 1.01 1.15 -1.09 -1.09 -2.20 -1.34 -2.01 -2.24 -3.09 -4.38
SLC35D1 solute carrier family 35 (UDchr1p32-p31  UDP-glucuronate biosynthetic process --- 1.05 -1.05 1.22 1.02 1.10 1.00 -1.55 -1.24 -1.91 -1.42 -2.05 -2.19
SLC35D2 solute carrier family 35, me chr9q22.32  carbohydrate metabolic process --- -1.56 -1.54 1.15 1.14 1.35 1.06 1.25 1.14 -1.89 -2.00 -2.41 -1.31
SLC35D2 solute carrier family 35, me chr9q22.32  carbohydrate metabolic process --- -1.06 1.01 -1.03 -1.09 1.21 -1.07 1.06 1.02 1.09 1.01 1.35 1.42
SLC35D2 solute carrier family 35, me chr9q22.32  carbohydrate metabolic process --- 1.08 1.03 1.02 -1.02 -1.00 -1.07 1.04 1.10 1.01 -1.03 1.11 1.11
SLC35D3 solute carrier family 35, me chr6q23.3  transport --- 1.73 2.72 -1.10 2.84 3.15 1.36 -1.68 1.44 1.49 1.34 1.47 1.36
SLC35E1 solute carrier family 35, me chr19p13.11  transport --- -1.06 -1.03 -1.02 -1.07 1.05 -1.06 1.15 1.06 1.27 1.35 1.37 1.62
SLC35E1 solute carrier family 35, me chr19p13.11  transport --- -1.06 -1.11 -1.07 -1.10 -1.01 1.05 1.01 -1.05 1.28 1.33 1.29 1.44
SLC35E1 solute carrier family 35, me chr19p13.11  transport --- -1.06 -1.14 -1.07 -1.05 1.05 1.01 1.12 -1.05 1.31 1.47 1.27 1.50
SLC35E1 solute carrier family 35, me chr19p13.11  transport --- 1.15 -1.07 1.05 -1.25 -1.04 1.15 -1.01 1.02 1.61 1.50 1.27 1.51
SLC35E1 solute carrier family 35, me chr19p13.11  transport --- 1.19 1.16 -1.12 1.19 2.10 2.19 -1.18 -1.24 -1.17 -1.28 -1.32 -1.61
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ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

SLC35E1 solute carrier family 35, me chr19p13.11  transport --- -1.07 1.01 1.06 -1.17 -1.01 -1.06 1.09 -1.02 1.25 1.27 1.44 1.46
SLC35E2 solute carrier family 35, me chr1p36.33 0 --- 1.12 1.79 1.71 1.70 1.70 1.92 -1.61 1.27 -3.15 -3.95 -1.96 -3.83
SLC35E2 /// Ssolute carrier family 35, me chr1p36.33  transmembrane transport --- -1.17 -1.05 1.04 1.02 -1.01 -1.08 -1.02 1.04 -2.43 -1.69 -1.94 -1.60
SLC35E3 solute carrier family 35, me chr12q15 0 --- 1.19 1.14 -1.14 -1.14 -1.09 1.07 1.01 1.10 -2.01 -1.89 -1.73 -1.66
SLC35E4 solute carrier family 35, me chr22q12.2  transmembrane transport --- 1.01 -1.02 1.02 -1.06 1.01 -1.08 -1.32 1.02 1.51 1.50 1.15 1.35
SLC35F2 solute carrier family 35, me chr11q22.3  transport --- 1.05 1.11 -1.04 -1.06 1.04 1.04 1.04 -1.03 1.25 1.26 1.26 1.16
SLC35F3 solute carrier family 35, me chr1q42.2  transport --- 1.08 1.03 1.11 1.02 -1.05 1.05 -1.43 -1.05 -1.75 -2.39 -1.62 -1.59
SLC35F5 solute carrier family 35, me chr2q14.1  transport --- -1.03 -1.14 -1.02 1.08 -1.10 1.10 1.69 1.10 1.09 1.38 -1.60 -2.40
SLC35F5 solute carrier family 35, me chr2q14.1  transport --- 1.15 1.10 -1.02 1.05 -1.10 1.10 -1.14 -1.08 -1.57 -1.28 1.04 -1.10
SLC35F5 solute carrier family 35, me chr2q14.1  transport --- 1.63 1.73 -2.08 -1.33 1.28 -1.14 1.03 -1.94 1.23 1.91 1.79 1.02
SLC35F6 solute carrier family 35, me chr2p23.3  transport --- 1.18 1.16 1.11 1.20 1.03 -1.01 1.09 1.05 1.17 -1.10 1.18 1.15
SLC35G1 solute carrier family 35, me chr10q23.33 0 --- 1.11 -1.03 -1.04 1.03 -1.14 1.00 -1.08 -1.04 -1.29 -1.03 -1.68 -1.56
SLC36A1 solute carrier family 36 (prochr5q33.1  transport --- 1.06 1.06 1.04 -1.11 1.01 1.07 -1.15 -1.20 -1.44 -1.59 -1.59 -1.51
SLC37A1 solute carrier family 37 (glychr21q22.3  transport --- -1.13 -1.31 -1.01 1.08 1.14 1.00 -1.09 1.25 -1.12 1.03 1.30 1.29
SLC37A4 solute carrier family 37 (gluchr11q23.3  carbohydrate metabolic process --- -1.28 -1.18 1.09 1.09 -1.43 -1.34 -1.06 -1.05 1.35 1.23 1.38 1.49
SLC37A4 solute carrier family 37 (gluchr11q23.3  carbohydrate metabolic process --- -1.11 -1.21 -1.04 1.09 1.01 -1.03 -1.02 1.19 1.47 1.28 1.14 1.31
SLC38A1 solute carrier family 38, me chr12q13.11  neurotransmitter uptake --- 1.06 1.11 -1.03 -1.01 1.01 1.03 -1.05 -1.11 -1.05 -1.01 -1.11 -1.14
SLC38A10 solute carrier family 38, me chr17q25.3  transport --- -1.06 -1.18 -1.05 1.09 1.00 1.04 1.10 1.16 -1.27 -1.11 -2.70 -1.79
SLC38A6 solute carrier family 38, me chr14q23.1  transport --- 1.01 -1.02 -1.09 -1.00 -1.04 1.21 -1.56 -1.20 -2.06 -1.84 -1.37 -1.58
SLC38A7 solute carrier family 38, me chr16q21  transport --- -1.02 1.01 1.14 1.04 1.05 -1.14 -1.01 -1.01 -1.18 -1.38 -1.14 -1.80
SLC38A7 solute carrier family 38, me chr16q21  transport --- 1.10 1.03 -1.14 -1.26 1.14 -1.08 -1.16 -1.33 -1.32 -1.69 -1.27 -1.32
SLC38A7 solute carrier family 38, me chr16q21  transport --- 1.06 -1.00 1.15 1.15 1.01 1.01 1.07 1.09 -1.43 -1.48 -1.35 -1.30
SLC38A9 solute carrier family 38, me chr5q11.2  transport --- -1.04 -1.05 -1.01 -1.06 -1.01 1.03 -1.35 -1.05 -2.19 -1.88 -1.63 -1.64
SLC38A9 solute carrier family 38, me chr5q11.2  transport --- -1.29 -1.82 1.17 1.11 1.24 1.59 -1.21 -1.35 -2.60 -1.52 -2.38 -2.42
SLC39A1 solute carrier family 39 (zinchr1q21  transport --- 1.07 -1.05 -1.18 -1.22 -1.12 -1.03 -1.04 1.07 1.12 1.30 1.02 1.08
SLC39A11 solute carrier family 39 (mechr17q21.31  transport --- 1.07 1.12 -1.00 -1.07 1.04 1.00 1.08 1.00 1.05 1.04 1.53 1.40
SLC39A13 solute carrier family 39 (zinchr11p11.2  transport --- 1.03 -1.03 1.12 1.16 1.11 1.09 1.24 1.06 1.21 1.08 1.09 1.15
SLC39A13 solute carrier family 39 (zinchr11p11.2  transport --- 1.14 1.00 1.05 1.21 -1.05 -1.11 1.28 1.08 1.36 1.08 2.01 2.27
SLC39A6 solute carrier family 39 (zinchr18q12.2  transport --- 1.17 1.21 1.56 1.75 1.07 -1.09 1.27 1.28 -1.03 -1.12 1.44 1.27
SLC39A7 solute carrier family 39 (zinchr6p21.3  transport --- 1.03 1.11 1.09 -1.03 -1.09 -1.17 1.13 1.11 1.70 1.79 2.02 1.94
SLC39A8 solute carrier family 39 (zinchr4q22-q24  transport --- 1.00 1.09 1.01 -1.11 -1.02 -1.03 1.08 1.02 1.40 1.37 1.85 1.54
SLC39A8 solute carrier family 39 (zinchr4q22-q24  transport --- -1.05 -1.07 1.12 1.10 -1.14 -1.12 1.02 -1.09 1.73 1.47 2.83 2.34
SLC39A8 solute carrier family 39 (zinchr4q22-q24  transport --- 1.07 1.07 1.06 -1.17 -1.11 1.05 1.04 -1.00 1.44 1.24 1.90 1.49
SLC39A8 solute carrier family 39 (zinchr4q22-q24  zinc ion transport --- 1.01 -1.11 1.45 1.07 -1.51 -1.06 -1.02 -1.16 1.94 1.64 2.90 2.53
SLC39A9 solute carrier family 39 (zinchr14q24.1  transport --- -1.21 1.07 1.60 1.19 1.39 1.49 -1.67 -1.29 -1.08 -1.20 -1.60 1.10
SLC3A1 solute carrier family 3 (cyst chr2p16.3  amino acid transmembrane transport --- 1.10 1.04 1.25 1.15 -1.13 1.00 -1.19 -1.03 -1.18 1.04 1.19 1.15
SLC3A2 solute carrier family 3 (activchr11q13  carbohydrate metabolic process --- 1.04 -1.07 -1.02 1.05 -1.02 -1.01 1.01 1.01 1.50 1.56 1.06 1.24
SLC40A1 solute carrier family 40 (iro chr2q32  lymphocyte homeostasis --- 1.13 1.13 1.13 1.20 1.24 1.10 -1.42 -1.17 -4.53 -3.53 -2.84 -2.78
SLC41A1 solute carrier family 41, me chr1q32.1  transport --- -1.18 -1.05 1.16 1.05 1.16 1.06 1.03 1.08 1.48 1.47 1.59 1.58
SLC41A2 solute carrier family 41, me chr12q23.3  transport --- -1.01 -1.05 1.08 1.03 1.01 1.01 -1.36 -1.19 -2.29 -1.85 -1.85 -1.57
SLC41A2 solute carrier family 41, me chr12q23.3  transport --- -1.03 -1.05 1.29 -1.15 1.03 -1.38 -1.21 -1.20 -3.40 -1.67 -1.31 1.24
SLC41A2 solute carrier family 41, me chr12q23.3  transport --- 1.03 1.00 -1.01 -1.05 -1.00 1.05 -1.11 1.02 -2.59 -1.76 -1.75 -1.72
SLC41A3 solute carrier family 41, me chr3q21.2  cation transport --- 1.05 -1.06 1.01 -1.03 1.35 1.26 1.15 1.24 -1.30 -1.12 -1.57 -1.31
SLC41A3 solute carrier family 41, me chr3q21.2  cation transport --- 1.04 1.10 -1.08 -1.04 1.11 1.10 1.05 -1.09 -1.29 -1.45 -1.47 -1.42
SLC43A1 solute carrier family 43, me chr11q12.1  transport --- 1.09 1.31 1.15 1.18 -1.30 1.07 1.06 -1.03 -2.19 -1.27 -1.74 -1.66
SLC43A3 solute carrier family 43, me chr11q11  transmembrane transport --- -1.04 -1.04 -1.04 1.02 -1.01 -1.02 -1.03 -1.03 1.57 1.37 1.26 1.40
SLC43A3 solute carrier family 43, me chr11q11  transmembrane transport --- 1.11 -1.04 1.02 1.00 1.15 1.05 -1.04 -1.23 1.45 1.43 1.53 1.74
SLC44A1 solute carrier family 44, me chr9q31.2  phospholipid metabolic process --- -1.15 -1.01 -1.02 1.03 -1.12 1.04 -1.29 -1.07 -1.11 -1.02 -1.16 -1.34
SLC44A1 solute carrier family 44, me chr9q31.2  phospholipid metabolic process --- -1.05 1.00 -1.02 -1.06 -1.02 -1.02 1.02 -1.02 -1.11 -1.02 -1.24 -1.24
SLC44A2 solute carrier family 44, me chr19p13.1  phospholipid metabolic process --- 1.01 1.01 1.13 -1.04 1.09 -1.16 1.05 -1.07 1.42 1.55 1.35 1.22
SLC44A3 solute carrier family 44, me chr1p21.3  phospholipid metabolic process --- -1.08 -1.27 -1.05 -1.40 -1.02 -1.14 -1.31 1.03 -1.43 -1.23 -2.01 -2.08
SLC44A5 solute carrier family 44, me chr1p31.1  phospholipid metabolic process --- 1.84 1.80 -1.22 1.32 2.01 1.12 1.07 1.12 -4.07 -1.75 -9.20 -6.99
SLC46A1 solute carrier family 46 (fol chr17q11.2  vitamin metabolic process --- -1.16 -1.10 1.21 1.40 -1.06 -1.23 -1.42 -1.27 -3.50 -3.24 -2.99 -2.33
SLC46A1 solute carrier family 46 (fol chr17q11.2  vitamin metabolic process --- 1.06 -1.34 -1.07 1.17 -1.28 -1.25 -1.20 -1.08 1.09 -1.06 1.42 1.15
SLC46A1 solute carrier family 46 (fol chr17q11.2  vitamin metabolic process --- -1.15 -1.05 1.02 1.05 1.00 1.12 -1.08 1.08 -1.00 1.03 1.58 1.33
SLC47A2 solute carrier family 47, me chr17p11.2  transport --- -1.85 -1.60 -1.03 1.37 -1.13 -1.53 -1.27 -1.01 -2.76 -2.25 -8.80 -7.22
SLC48A1 solute carrier family 48 (hemchr12q13.11  transport --- 1.22 1.09 1.09 1.18 1.00 1.15 1.10 -1.03 1.04 1.04 -1.19 -1.18
SLC4A1 solute carrier family 4, anio chr17q21.31  transport --- 1.19 1.15 1.04 -1.44 1.06 1.22 1.48 1.02 1.76 1.34 -1.44 1.52
SLC4A1 solute carrier family 4, anio chr17q21.31  transport --- -1.48 6.09 -4.60 -4.56 -4.36 -3.61 -2.45 -2.28 2.78 7.05 -1.79 1.29
SLC4A11 solute carrier family 4, sodiuchr20p12  transport --- -1.14 -1.03 -1.06 1.13 1.16 -1.09 1.11 1.12 -1.25 -1.31 -1.52 -1.85
SLC4A2 solute carrier family 4, anio chr7q36.1  transport --- 1.01 -1.05 1.02 1.05 -1.01 -1.00 1.07 1.01 -1.83 -2.10 -2.16 -2.25
SLC4A4 solute carrier family 4, sodiuchr4q21  transport --- -1.14 1.16 -1.96 -1.19 4.66 3.35 -1.15 -1.28 -1.00 1.72 -2.24 -1.07
SLC4A4 solute carrier family 4, sodiuchr4q21  transport --- 1.93 1.12 -1.90 -2.00 -1.61 -1.28 -22.54 -1.80 2.25 -2.08 -1.37 1.22
SLC4A7 solute carrier family 4, sodiuchr3p22  transport --- 1.08 -1.08 1.07 1.23 1.38 1.55 1.56 1.32 1.59 1.75 1.46 1.13
SLC4A7 solute carrier family 4, sodiuchr3p22  transport --- -1.26 -1.33 1.17 1.07 -1.03 -1.08 1.02 1.27 1.28 1.33 1.61 1.69
SLC4A8 solute carrier family 4, sodiuchr12q13.13  transport --- -1.68 -1.26 1.04 1.02 -3.65 -2.49 -1.14 1.58 1.22 5.28 -1.03 4.11
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SLC50A1 solute carrier family 50 (sugchr1q22  DNA recombination --- -1.12 -1.03 -1.04 -1.00 -1.06 -1.02 1.10 -1.04 1.38 1.51 1.97 2.09
SLC52A2 solute carrier family 52, ribochr8q24.3  transport --- 1.04 -1.02 1.16 1.23 1.09 -1.04 -1.09 1.06 1.24 -1.04 1.60 1.60
SLC52A2 solute carrier family 52, ribochr8q24.3  transport --- -1.12 -1.21 -1.02 1.05 -1.06 -1.07 -1.15 -1.01 1.26 1.14 1.40 1.59
SLC5A1 solute carrier family 5 (sodi chr22q12.3  carbohydrate metabolic process --- 2.08 2.41 -1.13 -1.02 -1.57 -1.91 -3.10 -1.04 -2.55 -1.45 -1.27 1.86
SLC5A1 solute carrier family 5 (sodi chr22q12.3  carbohydrate metabolic process --- -1.08 -1.45 -1.68 1.03 1.35 1.43 -1.97 -1.02 1.53 1.17 -1.42 -1.38
SLC5A10 solute carrier family 5 (sodi chr17p11.2  transport --- 1.22 1.27 1.28 4.82 1.28 1.98 1.16 -1.32 -3.33 -1.88 -4.27 -2.64
SLC5A12 solute carrier family 5 (sodi chr11p14.2  transport --- 2.02 2.91 -11.92 -8.66 -2.46 -2.48 -1.99 1.28 -1.57 -1.59 -2.02 2.92
SLC5A2 solute carrier family 5 (sodi chr16p11.2  carbohydrate metabolic process --- -1.13 -1.04 -1.11 1.02 1.06 -1.09 1.23 1.19 1.22 1.19 1.48 1.87
SLC5A3 solute carrier family 5 (sodi chr21q22.12  inositol metabolic process --- -1.28 -1.27 -1.02 -1.04 1.15 1.00 -1.02 -1.09 -1.16 1.01 1.02 1.29
SLC5A3 solute carrier family 5 (sodi chr21q22.12  inositol metabolic process --- -1.08 -1.07 -1.07 -1.09 1.05 1.07 -1.21 -1.22 -1.55 -1.34 -1.21 -1.03
SLC5A3 solute carrier family 5 (sodi chr21q22.12  inositol metabolic process --- 1.48 1.17 1.16 1.09 1.11 1.25 -1.17 -1.04 -2.36 -1.75 -1.76 -1.69
SLC5A3 solute carrier family 5 (sodi chr21q22.12  inositol metabolic process --- 1.07 1.04 1.07 -1.14 -1.05 1.02 -1.27 -1.22 -1.85 -1.51 -1.18 -1.28
SLC6A1 solute carrier family 6 (neurchr3p25.3  transport --- 4.49 5.75 1.02 -1.23 -11.55 -5.71 -1.11 -1.31 1.15 1.21 1.38 -1.60
SLC6A10P /// solute carrier family 6 (neurchr16p11.2 /// chrXq creatine metabolic process --- -1.27 -1.36 1.05 -1.10 -1.30 -1.08 1.14 -1.11 1.42 2.07 1.37 1.60
SLC6A14 solute carrier family 6 (aminchrXq23  amino acid transmembrane transport --- 1.20 -1.08 1.04 -1.24 -1.17 1.07 -1.08 -1.09 -1.88 -1.52 -1.70 -1.48
SLC6A15 solute carrier family 6 (neutchr12q21.3  transport --- 1.62 1.46 1.16 1.19 -1.51 -1.11 1.94 1.57 3.71 4.12 1.91 1.53
SLC6A15 solute carrier family 6 (neutchr12q21.3  transport --- -1.17 1.10 -1.04 1.32 -1.23 -1.32 -1.57 -1.33 1.95 2.46 1.32 1.20
SLC6A15 solute carrier family 6 (neutchr12q21.3  transport --- 1.01 -1.16 1.16 -1.05 -1.03 -1.18 1.13 -1.01 -1.73 -1.52 -1.16 -1.19
SLC6A16 solute carrier family 6, memchr19q13.33  transport --- -8.74 -1.36 1.50 1.58 1.01 1.24 -1.48 1.88 1.21 1.58 1.77 2.04
SLC6A17 solute carrier family 6, memchr1p13.3  transport --- -1.35 1.07 1.76 1.43 1.03 -1.14 -1.23 1.01 2.21 1.90 -1.06 1.53
SLC6A2 solute carrier family 6 (neurchr16q12.2  transport --- -2.73 1.23 -1.45 -2.65 -1.02 -1.03 1.76 1.33 -1.68 1.40 -1.15 -2.62
SLC6A2 solute carrier family 6 (neurchr16q12.2  transport --- 2.12 2.14 -1.28 2.18 -1.09 -1.12 1.03 1.44 2.79 2.85 1.21 2.88
SLC6A20 solute carrier family 6 (prol chr3p21.3  amino acid transmembrane transport --- -1.16 1.49 1.19 3.65 -4.35 -2.79 2.60 1.79 5.79 3.91 1.02 -2.13
SLC6A4 solute carrier family 6 (neurchr17q11.2  response to hypoxia --- 2.11 2.55 -1.53 -1.91 -1.45 -1.26 -11.51 -2.88 1.31 -1.28 1.46 4.29
SLC6A6 solute carrier family 6 (neurchr3p25.1  cellular amino acid metabolic process --- 1.10 1.13 -1.13 -1.03 -1.05 -1.00 -1.14 -1.07 -1.10 -1.13 1.02 -1.16
SLC6A6 solute carrier family 6 (neurchr3p25.1  cellular amino acid metabolic process --- -1.06 -1.09 -1.08 -1.05 1.05 1.02 1.68 1.09 10.62 10.26 5.46 4.73
SLC6A8 solute carrier family 6 (neurchrXq28  creatine metabolic process --- -1.18 -1.18 -1.02 -1.05 1.11 -1.05 1.34 1.05 1.83 2.27 1.27 1.73
SLC6A8 solute carrier family 6 (neurchrXq28  creatine metabolic process --- -1.09 -1.10 1.05 1.14 1.07 -1.07 1.31 1.22 1.74 1.94 -1.09 1.34
SLC6A8 solute carrier family 6 (neurchrXq28  creatine metabolic process --- -1.13 -1.14 1.12 1.03 1.17 -1.00 1.35 1.02 1.80 2.01 1.41 1.83
SLC7A1 solute carrier family 7 (catiochr13q12.3  amino acid transmembrane transport --- -1.43 -1.22 1.04 1.12 1.61 1.26 1.72 1.97 1.11 1.17 2.21 1.81
SLC7A1 solute carrier family 7 (catiochr13q12.3  amino acid transmembrane transport --- -1.05 -1.09 1.04 -1.04 1.30 1.35 1.40 1.18 2.00 1.83 1.91 1.84
SLC7A11 solute carrier family 7 (aniochr4q28-q32  amino acid transmembrane transport --- -1.11 -1.12 1.12 1.10 1.18 1.10 1.03 -1.07 1.28 -1.23 1.87 1.23
SLC7A11 solute carrier family 7 (aniochr4q28-q32  amino acid transmembrane transport --- 1.19 1.17 -1.03 -1.18 -1.04 1.03 -1.28 -1.17 -1.26 -1.40 1.05 -1.22
SLC7A2 solute carrier family 7 (catiochr8p22  nitric oxide production involved in inflam--- 1.04 1.01 1.17 -1.17 1.01 -1.19 1.09 1.22 2.82 2.25 2.50 2.05
SLC7A3 solute carrier family 7 (catiochrXq13.1  amino acid transmembrane transport --- -3.60 1.21 3.43 6.12 -2.33 -1.53 3.00 12.33 7.99 3.31 3.92 4.09
SLC7A5 solute carrier family 7 (aminchr16q24.3  amino acid transmembrane transport --- -1.03 1.01 -1.08 -1.02 -1.03 1.01 1.07 1.04 1.29 1.24 -1.09 -1.07
SLC7A6 solute carrier family 7 (aminchr16q22.1  amino acid transmembrane transport --- 1.05 1.02 -1.07 1.10 -1.06 -1.04 -1.03 1.08 -1.57 -1.87 -1.32 -1.34
SLC7A6 solute carrier family 7 (aminchr16q22.1  amino acid transmembrane transport --- 1.02 1.09 1.03 -1.01 -1.05 -1.05 -1.26 -1.01 -1.71 -1.85 -1.34 -1.69
SLC7A6OS solute carrier family 7, memchr16q22.1  transport --- -1.00 -1.12 -1.06 1.13 -1.03 1.01 1.07 1.12 1.01 -1.09 1.23 1.43
SLC7A6OS solute carrier family 7, memchr16q22.1  transport --- -1.07 -1.01 -1.10 -1.07 -1.03 -1.00 -1.12 -1.02 -1.33 -1.25 -1.12 -1.21
SLC9A1 solute carrier family 9, subf chr1p36.1-p35  response to acid G_Protein_Signaling // GenMAPP 1.03 -1.06 -1.06 -1.04 1.02 -1.08 1.04 -1.10 -1.04 1.04 1.24 1.41
SLC9A1 solute carrier family 9, subf chr1p36.1-p35  response to acid G_Protein_Signaling // GenMAPP 1.03 -1.10 1.21 -1.01 1.16 1.17 -1.14 -1.07 1.04 -1.13 1.15 1.18
SLC9A2 solute carrier family 9, subf chr2q11.2  transport --- -1.42 -1.27 1.09 1.08 1.20 -1.03 1.25 1.07 1.25 1.21 2.89 2.82
SLC9A3R1 solute carrier family 9, subf chr17q25.1  renal sodium ion transport --- -1.07 -1.02 1.01 -1.00 -1.07 -1.04 1.03 1.00 1.20 1.26 1.39 1.52
SLC9A3R2 solute carrier family 9, subf chr16p13.3  protein complex assembly --- -1.08 -1.05 -1.09 1.01 -1.15 -1.15 1.20 1.07 1.11 -1.02 1.18 1.20
SLC9A5 solute carrier family 9, subf chr16q22.1  transport --- 3.36 2.92 -1.26 -1.75 1.27 1.55 1.19 1.47 -2.80 -1.46 -1.70 -3.56
SLC9A5 solute carrier family 9, subf chr16q22.1  transport --- -1.36 -1.64 1.25 1.79 -1.45 -1.29 -1.13 -1.04 2.11 2.09 1.43 1.54
SLC9A7 solute carrier family 9, subf chrXp11.3|Xp11.3  transport --- -1.10 1.13 1.16 1.18 1.60 1.25 1.20 -1.01 1.39 1.19 1.08 1.13
SLC9A7 solute carrier family 9, subf chrXp11.3|Xp11.3  transport --- 1.13 -1.05 -1.11 1.05 1.26 1.30 1.03 -1.00 1.09 1.51 1.00 -1.07
SLC9A9 solute carrier family 9, subf chr3q24  transport --- -1.00 -1.11 1.54 -1.36 -1.20 -1.03 -1.00 -1.22 -1.42 -2.03 -1.32 -2.03
SLCO1B1 solute carrier organic anion chr12p  transport --- 1.38 1.51 -1.41 -1.21 1.35 1.50 -1.13 1.06 -2.06 -1.24 1.67 1.28
SLCO1B3 solute carrier organic anion chr12p12  transport --- -1.01 1.11 1.05 -1.11 1.21 1.11 -1.01 -1.03 -1.05 1.02 1.17 1.20
SLCO2A1 solute carrier organic anion chr3q21  transport --- 1.24 1.29 1.02 1.10 -1.13 -1.10 -1.11 -1.23 -1.52 -1.45 -1.97 -2.25
SLCO3A1 solute carrier organic anion chr15q26  transport --- -1.02 -1.16 1.25 1.14 1.03 1.32 1.40 -1.06 -1.70 -1.56 -2.64 -2.16
SLCO3A1 solute carrier organic anion chr15q26  transport --- 1.06 1.01 1.10 1.09 1.08 -1.03 -1.10 1.08 -1.47 -1.36 -1.98 -2.04
SLCO3A1 solute carrier organic anion chr15q26  transport --- 1.07 1.08 1.08 1.00 -1.09 -1.14 1.17 1.13 -1.04 -1.03 -1.50 -1.43
SLCO3A1 solute carrier organic anion chr15q26  transport --- -1.01 1.14 1.04 1.02 -1.07 1.13 -1.32 -1.16 -1.41 -1.16 -1.83 -1.46
SLCO4A1 solute carrier organic anion chr20q13.33  transport --- -1.08 -1.11 1.08 -1.09 1.14 1.08 1.29 1.34 3.25 2.98 3.25 3.53
SLCO4A1 solute carrier organic anion chr20q13.33  sodium-independent organic anion transp--- 1.00 1.32 1.76 2.21 1.27 1.21 -2.17 -1.16 1.55 1.91 2.97 3.60
SLFN11 schlafen family member 11 chr17q12  defense response to virus --- 1.00 1.06 -1.19 -1.18 -1.06 -1.05 1.07 1.15 1.14 1.38 1.20 1.26
SLFN12 schlafen family member 12 chr17q12 0 --- 1.02 1.03 1.03 -1.01 -1.07 -1.10 -1.19 -1.37 -2.08 -1.83 -1.20 -1.61
SLFN13 schlafen family member 13 chr17q12 0 --- -1.17 -1.33 1.13 1.12 1.04 1.15 1.20 1.21 -1.33 -1.55 -2.14 -1.88
SLFN5 schlafen family member 5 chr17q12  cell differentiation --- -1.03 -1.20 1.11 1.23 1.02 -1.02 1.41 -1.09 1.30 1.04 2.05 1.55
SLFN5 schlafen family member 5 chr17q12  cell differentiation --- -1.19 -1.13 1.09 1.17 -1.04 -1.08 1.43 1.26 1.62 1.25 1.63 1.58
SLFN5 schlafen family member 5 chr17q12  cell differentiation --- 1.12 1.41 1.17 1.00 1.57 1.48 1.18 1.17 1.70 1.45 1.34 1.37
SLFN5 schlafen family member 5 chr17q12  cell differentiation --- 1.05 -1.19 1.01 1.33 1.45 1.05 1.89 1.04 1.02 -1.17 -1.01 1.20
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SLIRP SRA stem-loop interacting Rchr14q24.3  negative regulation of mitochondrial RNA--- -1.04 1.00 -1.09 1.03 -1.03 -1.14 1.22 1.25 1.63 1.23 1.26 1.17
SLIT2 slit homolog 2 (Drosophila) chr4p15.2  metanephros development --- 1.39 1.49 1.16 -1.03 1.02 1.15 -1.36 -1.08 1.10 1.18 1.54 1.34
SLIT2 slit homolog 2 (Drosophila) chr4p15.2  metanephros development --- -1.17 -1.34 1.13 1.09 1.06 1.06 1.28 -1.18 1.33 1.24 1.64 1.64
SLIT2 slit homolog 2 (Drosophila) chr4p15.2  metanephros development --- -1.60 -2.15 1.02 1.46 1.43 1.31 -1.41 -1.72 -1.08 -1.56 2.14 2.24
SLITRK4 SLIT and NTRK-like familychrXq27.3  axonogenesis --- 1.02 -1.06 -1.01 1.02 1.09 1.01 -1.07 1.02 -1.50 -1.47 -1.25 -1.33
SLITRK4 SLIT and NTRK-like familychrXq27.3  axonogenesis --- 1.14 1.19 -1.24 1.20 -1.19 -1.02 -1.21 -1.07 -1.53 -1.62 -1.97 -1.74
SLITRK5 SLIT and NTRK-like familychr13q31.2  synaptic transmission --- -1.01 -1.07 1.13 1.04 1.06 -1.03 -1.14 -1.12 -2.34 -1.93 -2.54 -2.13
SLITRK6 SLIT and NTRK-like familychr13q31.1  axonogenesis --- -1.79 -1.11 -1.24 -1.93 1.67 2.11 1.66 -1.40 1.03 -1.29 2.16 3.61
SLK STE20-like kinase chr10q24.33  protein phosphorylation --- 1.11 1.18 1.08 1.04 -1.03 1.13 -1.08 1.02 -1.40 -1.23 -1.32 -1.72
SLK STE20-like kinase chr10q24.33  protein phosphorylation --- 1.03 -1.08 -1.05 -1.00 1.06 1.09 -1.34 -1.16 -1.19 -1.12 -1.21 -1.10
SLMAP sarcolemma associated prot chr3p21.2-p14.3  protein folding --- 1.13 1.14 1.07 -1.06 1.48 1.16 -1.00 1.07 1.14 1.34 1.57 1.52
SLMO1 slowmo homolog 1 (Drosopchr18p11.21 0 --- -1.09 1.00 -1.00 1.10 1.47 1.59 1.33 1.27 1.03 -1.12 1.46 2.00
SLMO2 slowmo homolog 2 (Drosopchr20q13.32 0 --- 1.09 1.11 -1.08 -1.05 -1.04 1.04 1.01 -1.07 1.15 1.15 1.26 1.12
SLMO2 slowmo homolog 2 (Drosopchr20q13.32 0 --- -1.04 -1.01 -1.03 -1.05 -1.05 1.02 -1.04 -1.06 1.08 1.27 1.35 1.24
SLPI secretory leukocyte peptidaschr20q12  proteolysis --- -1.08 -1.06 -1.03 1.08 1.03 -1.09 1.22 1.02 1.53 1.27 1.30 1.40
SLTM SAFB-like, transcription mochr15q22.1  transcription, DNA-dependent --- -1.04 1.00 -1.00 1.07 1.08 1.08 -1.18 -1.20 -1.52 -1.47 -1.27 -1.27
SLU7 SLU7 splicing factor homolchr5q33.3  RNA splicing, via transesterification reac--- -1.05 -1.02 -1.01 -1.03 -1.05 -1.01 -1.02 1.03 -1.38 -1.13 -1.18 -1.20
SLX4 SLX4 structure-specific endchr16p13.3  double-strand break repair via homologou--- -1.07 -1.09 -1.01 1.05 -1.02 -1.12 -1.05 1.03 1.33 1.37 1.22 1.37
SLX4IP SLX4 interacting protein chr20p12.2 0 --- -1.15 -1.16 1.09 1.05 1.08 -1.02 1.11 1.15 -1.40 -1.31 -1.38 -1.33
SMA4 glucuronidase, beta pseudogchr5q13.2  skeletal system development --- -1.01 -1.16 -1.06 -1.11 1.30 1.17 -1.16 -1.15 -1.68 -1.47 -1.95 -1.30
SMA4 glucuronidase, beta pseudogchr5q13.2  skeletal system development --- 1.41 1.31 1.15 -1.09 1.25 1.22 -1.33 1.04 -1.65 -1.70 -1.89 -1.42
SMAD1 SMAD family member 1 chr4q31  MAPK cascade TGF_Beta_Signaling_Pathway // GenMAPP 1.10 1.22 -1.10 1.06 1.14 1.38 -1.08 -1.18 -2.22 -2.20 -1.87 -1.50
SMAD2 SMAD family member 2 chr18q21.1  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP -1.03 -1.09 1.02 1.07 1.07 1.03 1.19 1.02 1.56 1.42 1.54 1.47
SMAD2 SMAD family member 2 chr18q21.1  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP -1.02 -1.00 -1.06 1.01 1.03 1.09 -1.12 -1.00 -1.40 -1.29 -1.50 -1.66
SMAD5 SMAD family member 5 chr5q31  ossification TGF_Beta_Signaling_Pathway // GenMAPP 1.26 1.14 1.21 -1.15 1.43 1.08 -1.19 -1.02 -1.01 -1.08 2.16 1.51
SMAD5 SMAD family member 5 chr5q31  ossification TGF_Beta_Signaling_Pathway // GenMAPP -1.00 1.02 -1.17 -1.16 -1.11 -1.06 -1.29 -1.22 -1.28 -1.21 -1.26 -1.34
SMAD6 SMAD family member 6 chr15q21-q22  ureteric bud development TGF_Beta_Signaling_Pathway // GenMAPP -1.08 -1.13 1.04 1.13 1.01 1.01 -1.04 1.23 -1.71 -1.76 -1.38 -1.67
SMAD6 SMAD family member 6 chr15q21-q22  ureteric bud development --- -1.01 -1.05 1.03 1.07 -1.26 -1.01 -1.12 1.23 1.11 1.09 -1.06 -1.41
SMAD7 SMAD family member 7 chr18q21.1  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP 1.24 1.11 1.02 -1.21 -1.10 -1.05 -1.19 -1.16 -2.00 -1.78 -1.40 -1.50
SMAD9 SMAD family member 9 chr13q12-q14  ureteric bud development TGF_Beta_Signaling_Pathway // GenMAPP 1.09 -1.01 1.04 -1.04 -1.09 -1.08 -1.01 -1.07 -1.24 1.04 -2.10 -1.96
SMAD9 SMAD family member 9 chr13q12-q14  ureteric bud development TGF_Beta_Signaling_Pathway // GenMAPP 1.00 -2.33 -1.09 -1.53 1.79 1.27 -1.02 1.27 -1.41 -1.26 -1.22 -1.20
SMAGP small cell adhesion glycoprochr12q13.13 0 --- -1.04 -1.53 -1.02 1.29 1.11 -1.02 1.23 1.09 1.52 1.29 1.42 1.16
SMAP2 small ArfGAP2 chr1p35.3-p34.1  regulation of ARF GTPase activity --- -1.05 -1.16 -1.02 -1.10 1.05 1.18 -1.08 -1.06 1.25 1.48 -1.11 1.16
SMARCA1 SWI/SNF related, matrix as chrXq25  DNA strand renaturation --- -1.01 1.11 1.06 -1.14 1.13 1.28 1.08 -1.00 -1.99 -1.70 -1.59 -1.90
SMARCA1 SWI/SNF related, matrix as chrXq25  DNA strand renaturation --- 1.11 1.10 -1.05 -1.15 -1.06 -1.23 -1.05 1.03 -1.76 -1.42 -1.44 -1.70
SMARCA2 SWI/SNF related, matrix as chr9p22.3  negative regulation of transcription from --- 1.13 1.13 1.26 1.11 1.06 1.19 -1.53 -1.36 -1.90 -1.49 -1.35 -1.60
SMARCA2 SWI/SNF related, matrix as chr9p22.3  negative regulation of transcription from --- -1.09 -1.13 -1.00 1.07 1.16 1.22 1.08 -1.02 -1.38 -1.25 -1.35 -1.41
SMARCA2 SWI/SNF related, matrix as chr9p22.3  negative regulation of transcription from --- -1.19 -1.22 1.02 -1.08 1.20 1.19 1.29 -1.07 -1.32 -1.23 -1.21 -1.22
SMARCA2 SWI/SNF related, matrix as chr9p22.3  negative regulation of transcription from --- 1.10 1.20 1.05 1.02 -1.01 -1.01 -1.17 -1.08 -1.59 -1.25 -1.26 -1.40
SMARCA5 SWI/SNF related, matrix as chr4q31.1-q31.2  chromatin silencing at rDNA --- -1.03 1.09 -1.04 1.10 -1.03 -1.02 -1.17 1.02 -1.44 -1.41 -1.32 -1.35
SMARCB1 SWI/SNF related, matrix as chr22q11.23|22q11  blastocyst development --- 1.06 -1.10 -1.10 -1.02 -1.00 -1.06 1.33 1.24 1.02 -1.06 1.01 1.31
SMARCC1 SWI/SNF related, matrix as chr3p21.31  nucleosome disassembly --- 1.07 -1.00 1.12 1.04 1.11 1.04 -1.02 -1.20 -1.50 -1.56 -1.25 -1.21
SMARCC1 SWI/SNF related, matrix as chr3p21.31  nucleosome disassembly --- 1.08 1.02 1.07 -1.08 -1.08 -1.06 -1.03 -1.09 -1.53 -1.44 -1.32 -1.48
SMARCC1 SWI/SNF related, matrix as chr3p21.31  nucleosome disassembly --- 1.02 1.14 -1.02 -1.12 -1.04 1.01 -1.12 -1.04 -1.32 -1.21 -1.28 -1.34
SMARCC2 SWI/SNF related, matrix as chr12q13.2  nucleosome disassembly --- -1.02 -1.00 -1.07 -1.04 -1.01 1.02 -1.06 -1.02 -1.35 -1.24 -1.68 -1.61
SMARCC2 SWI/SNF related, matrix as chr12q13.2  nucleosome disassembly --- 1.53 1.51 1.04 -1.34 -1.30 -1.03 -1.17 1.01 -1.69 -1.77 -2.24 -2.95
SMARCD1 SWI/SNF related, matrix as chr12q13-q14  nucleosome disassembly --- 1.10 1.17 1.07 -1.09 1.02 -1.04 -1.11 -1.07 -1.23 -1.52 -1.24 -1.48
SMARCD3 SWI/SNF related, matrix as chr7q35-q36  positive regulation of neuroblast prolifera--- -1.22 -1.22 1.04 1.21 1.30 -1.05 1.26 1.28 1.01 -1.02 -1.36 -1.10
SMARCE1 SWI/SNF related, matrix as chr17q21.2  nucleosome disassembly --- -1.13 -1.04 -1.07 -1.16 1.09 1.10 -1.40 -1.27 -1.98 -2.13 -2.20 -2.35
SMARCE1 SWI/SNF related, matrix as chr17q21.2  nucleosome disassembly --- -1.23 -1.21 -1.03 -1.04 -1.05 1.00 1.14 1.22 -1.03 -1.02 -1.39 -1.31
SMARCE1 SWI/SNF related, matrix as chr17q21.2  nucleosome disassembly --- -1.22 -1.12 1.06 1.05 1.12 -1.07 1.20 1.06 1.46 1.19 1.25 1.26
SMARCE1 SWI/SNF related, matrix as chr17q21.2  nucleosome disassembly --- 1.07 1.02 -1.10 -1.16 -1.01 -1.01 1.12 1.02 -4.20 -3.31 -9.50 -7.37
SMC1A structural maintenance of chchrXp11.22-p11.21  mitotic sister chromatid segregation Cell_cycle_KEGG // GenMAPP /// mRNA_p -1.05 -1.20 1.06 1.19 -1.11 -1.04 1.01 -1.02 1.56 1.49 1.46 1.76
SMC1A structural maintenance of chchrXp11.22-p11.21  mitotic sister chromatid segregation Cell_cycle_KEGG // GenMAPP /// mRNA_p 1.15 -1.04 1.16 1.28 -1.10 -1.22 -1.03 1.24 1.20 -1.00 1.50 1.74
SMC1A structural maintenance of chchrXp11.22-p11.21  mitotic sister chromatid segregation Cell_cycle_KEGG // GenMAPP /// mRNA_p 1.08 1.04 -1.08 1.01 -1.05 1.09 -1.15 -1.24 -1.09 -1.08 -1.21 -1.28
SMC2 structural maintenance of chchr9q31.1  mitotic cell cycle --- 1.08 1.11 -1.01 1.11 -1.05 1.13 -1.51 -1.27 -1.54 -1.00 -1.37 -1.39
SMC3 structural maintenance of chchr10q25  M phase of mitotic cell cycle --- 1.12 1.18 -1.04 -1.14 -1.33 -1.13 1.00 1.09 -1.37 -1.35 -1.10 -1.22
SMC4 structural maintenance of chchr3q26.1  mitotic sister chromatid segregation --- 1.02 -1.06 1.00 1.04 1.02 1.06 -1.16 -1.15 -1.26 -1.10 -1.43 -1.43
SMC4 structural maintenance of chchr3q26.1  mitotic sister chromatid segregation --- 1.01 -1.27 1.34 1.06 1.15 1.31 -1.29 -1.19 1.21 1.77 2.43 2.39
SMC4 structural maintenance of chchr3q26.1  mitotic sister chromatid segregation --- 1.04 1.09 1.05 1.05 -1.03 -1.06 -1.06 -1.08 1.10 1.15 1.40 1.34
SMC5 structural maintenance of chchr9q21.12  telomere maintenance via recombination --- -1.19 -1.13 1.08 1.08 1.19 1.10 1.07 1.17 1.06 -1.01 1.27 1.38
SMC6 structural maintenance of chchr2p24.2  telomere maintenance via recombination --- -1.01 1.06 -1.03 -1.03 -1.00 -1.03 -1.21 1.16 -2.10 -1.91 -2.07 -2.01
SMCHD1 structural maintenance of chchr18p11.32  dosage compensation by inactivation of X--- 1.23 1.14 -1.02 -1.02 1.03 1.13 -1.07 -1.02 -1.84 -1.82 -1.25 -1.36
SMCHD1 structural maintenance of chchr18p11.32  dosage compensation by inactivation of X--- -1.03 -1.09 1.16 1.01 -1.09 1.08 1.16 1.01 -1.05 -1.06 1.55 1.43
SMCHD1 structural maintenance of chchr18p11.32  dosage compensation by inactivation of X--- 1.20 1.21 1.08 -1.01 1.01 1.08 -1.24 -1.06 -2.01 -1.75 -1.52 -1.52
SMCR7L Smith-Magenis syndrome c chr22q13  mitochondrial fission --- -1.17 -1.09 -1.14 -1.36 -1.04 -1.08 -1.21 -1.11 1.01 1.03 1.29 1.18
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SMCR7L Smith-Magenis syndrome c chr22q13  mitochondrial fission --- -1.01 -1.07 1.14 1.24 1.00 -1.02 -1.07 -1.00 1.37 1.09 1.43 1.56
SMDT1 single-pass membrane protechr22q13.2 0 --- -1.03 -1.07 -1.05 -1.05 -1.14 -1.11 -1.04 1.13 -1.04 -1.06 -1.49 -1.37
SMDT1 single-pass membrane protechr22q13.2 0 --- -1.09 -1.09 -1.06 1.03 -1.02 -1.10 1.17 1.32 1.09 -1.02 -1.33 -1.21
SMEK1 SMEK homolog 1, suppresschr14q32.12  protein dephosphorylation --- -1.04 1.05 1.07 1.03 1.02 -1.03 1.12 1.14 1.03 -1.02 1.40 1.20
SMEK1 SMEK homolog 1, suppresschr14q32.12  protein dephosphorylation --- 1.16 1.22 -1.02 -1.31 1.05 1.08 -1.14 -1.19 1.06 1.11 1.75 1.56
SMEK2 SMEK homolog 2, suppresschr2p16.1  protein dephosphorylation --- 1.54 1.49 1.13 1.21 -1.10 1.05 1.51 1.57 2.49 2.13 4.33 1.86
SMEK2 SMEK homolog 2, suppresschr2p16.1  protein dephosphorylation --- -1.10 1.16 -1.05 -1.05 1.01 -1.07 -1.15 1.02 -1.28 -1.30 -1.78 -1.94
SMEK2 SMEK homolog 2, suppresschr2p16.1  protein dephosphorylation --- -1.04 -1.01 1.06 -1.02 1.02 -1.05 -1.14 -1.06 -1.09 -1.09 -1.06 -1.01
SMG5 smg-5 homolog, nonsense mchr1q21.2  nuclear-transcribed mRNA catabolic proc--- 1.02 -1.05 1.02 1.13 1.04 -1.10 1.13 1.12 1.59 1.18 1.45 1.66
SMG5 smg-5 homolog, nonsense mchr1q21.2  nuclear-transcribed mRNA catabolic proc--- 1.29 1.00 -1.10 1.16 -1.01 -1.07 -1.25 1.06 1.30 1.08 1.48 1.68
SMG6 smg-6 homolog, nonsense mchr17p13.3  nuclear-transcribed mRNA catabolic proc--- 1.03 -1.04 1.29 1.08 -1.27 -1.01 -1.26 -1.20 -1.17 -1.32 -1.02 1.33
SMG6 smg-6 homolog, nonsense mchr17p13.3  nuclear-transcribed mRNA catabolic proc--- -1.08 -1.21 -1.02 1.47 -1.01 -1.45 5.73 5.47 9.84 7.55 -1.43 -1.01
SMG9 smg-9 homolog, nonsense mchr19q13.31  nuclear-transcribed mRNA catabolic proc--- -1.75 -1.56 -1.67 -1.75 -1.30 -1.36 -1.08 -1.13 -3.11 1.21 1.62 2.75
SMG9 smg-9 homolog, nonsense mchr19q13.31  nuclear-transcribed mRNA catabolic proc--- -1.19 -1.26 1.04 1.13 1.04 -1.07 -1.00 1.11 1.15 1.14 1.34 1.60
SMG9 smg-9 homolog, nonsense mchr19q13.31  nuclear-transcribed mRNA catabolic proc--- -1.31 -1.25 1.07 1.01 1.08 -1.08 1.03 1.03 1.21 1.08 1.59 1.67
SMIM1 small integral membrane pr chr1p36.32 0 --- 1.05 1.06 2.01 1.50 -1.19 -1.57 1.87 -1.29 2.75 4.44 2.59 2.19
SMIM11 small integral membrane pr chr21q22.12 0 --- -1.07 -1.08 -1.17 -1.24 1.31 1.04 -1.18 1.00 -1.35 -1.26 1.02 1.07
SMIM11 small integral membrane pr chr21q22.12 0 --- -1.35 -1.28 1.08 -1.19 -1.40 -1.38 1.08 -1.03 -1.03 1.03 -1.16 -1.50
SMIM12 small integral membrane pr chr1p34.3 0 --- -1.07 -1.33 1.16 1.04 -1.16 1.02 -1.63 -1.25 -2.80 -2.06 -4.41 -3.67
SMIM13 small integral membrane pr chr6p24.2 0 --- 1.40 1.40 1.01 -1.08 1.05 -1.22 -1.16 -1.50 1.56 1.38 1.06 -1.16
SMIM13 small integral membrane pr chr6p24.2 0 --- 1.01 1.02 -1.04 -1.06 1.03 1.08 1.01 -1.03 1.20 1.13 1.53 1.30
SMIM14 small integral membrane pr chr4p14 0 --- 1.08 1.04 -1.04 -1.14 -1.25 -1.07 -1.05 -1.15 -1.10 1.11 1.44 1.30
SMIM19 small integral membrane pr chr8p11.21 0 --- -1.07 -1.04 1.11 1.06 1.09 -1.07 1.01 1.03 -1.32 -1.36 -1.36 -1.16
SMIM2 small integral membrane pr chr13q14.11 0 --- 1.03 -1.15 1.02 1.23 -1.06 1.04 -1.27 -1.04 -2.03 -1.85 -2.06 -1.22
SMIM20 small integral membrane pr chr4p15.2 0 --- -1.08 -1.13 1.03 1.06 1.09 1.06 1.14 -1.09 1.12 1.16 1.32 1.33
SMIM21 small integral membrane pr chr18q23 0 --- 2.16 1.41 -1.16 -1.31 2.24 2.26 10.03 5.84 6.86 15.54 -1.12 -1.03
SMIM2-AS1 /SMIM2 antisense RNA 1 ///--- 0 --- -1.10 -1.23 1.16 1.22 1.13 1.01 1.07 1.19 -1.57 -1.50 -1.88 -1.37
SMIM4 small integral membrane pr chr3p21.1 0 --- 1.61 1.14 -1.08 -1.05 1.30 1.11 -1.49 1.01 -1.60 -1.69 -2.23 -1.68
SMIM5 small integral membrane pr chr17q25.1 0 --- -1.14 -1.53 1.78 1.37 1.22 -1.12 -2.48 -1.12 -1.56 -1.98 1.66 -1.11
SMIM7 small integral membrane pr chr19p13.11 0 --- 1.03 1.10 -1.04 -1.09 -1.03 -1.10 1.05 1.08 -1.26 -1.29 -1.45 -1.64
SMIM7 small integral membrane pr chr19p13.11 0 --- 1.15 1.03 -1.05 1.05 -1.08 -1.04 1.02 1.06 -1.10 -1.08 -1.16 -1.19
SMIM7 small integral membrane pr chr19p13.11 0 --- -1.15 -1.20 -1.17 -1.01 1.13 1.12 1.25 1.08 -1.86 -2.21 -1.46 1.16
SMIM7 small integral membrane pr chr19p13.11 0 --- 1.00 1.09 1.02 -1.03 1.03 -1.06 1.05 1.04 1.24 1.16 1.56 1.45
SMIM7 small integral membrane pr chr19p13.11 0 --- 1.00 1.07 1.06 1.04 1.04 -1.14 1.34 1.20 2.43 1.96 2.29 2.35
SMIM8 small integral membrane pr chr6q15-q16.1 0 --- 1.25 1.13 -1.06 -1.15 1.02 -1.06 -1.04 1.02 1.21 1.33 1.42 1.28
SMIM8 small integral membrane pr chr6q15-q16.1 0 --- 1.36 1.02 1.04 1.02 -1.05 1.03 -1.75 -1.44 -1.69 -1.47 -2.00 -1.97
SMN1 /// SMNsurvival of motor neuron 1, chr5q13.2  spliceosomal complex assembly --- 1.17 1.21 1.03 -1.05 -1.13 -1.01 -1.01 -1.03 1.09 1.13 1.23 1.15
SMNDC1 survival motor neuron domachr10q23  RNA splicing, via transesterification reac--- -1.02 1.03 -1.06 -1.05 -1.05 1.09 1.01 1.03 1.10 1.09 1.18 1.09
SMOX spermine oxidase chr20p13  polyamine metabolic process --- -1.10 -1.27 -1.08 -1.26 1.63 1.29 1.47 1.13 2.05 2.29 1.60 1.40
SMOX spermine oxidase chr20p13  polyamine metabolic process --- -1.09 -1.20 1.05 1.25 1.04 1.05 1.41 1.31 3.27 2.45 1.66 1.56
SMPD1 sphingomyelin phosphodieschr11p15.4-p15.1  phospholipid metabolic process Ovarian_Infertility_Genes // GenMAPP -1.06 -1.11 -1.08 1.28 1.13 -1.03 1.12 1.28 -1.22 -1.07 -1.03 1.27
SMPD1 sphingomyelin phosphodieschr11p15.4-p15.1  phospholipid metabolic process Ovarian_Infertility_Genes // GenMAPP -1.12 -1.19 1.03 1.22 1.05 -1.11 1.52 1.21 1.10 1.12 1.15 1.53
SMPD3 sphingomyelin phosphodieschr16q22.1  lipid metabolic process --- -1.07 1.28 -2.61 1.22 -1.45 -4.73 -2.45 -1.97 -1.21 4.28 -1.45 1.84
SMPDL3A sphingomyelin phosphodieschr6q22.31  sphingomyelin catabolic process --- 1.41 1.22 -1.05 1.05 -1.05 -1.02 -1.19 -1.08 -2.96 -2.75 -1.99 -3.26
SMPDL3B sphingomyelin phosphodieschr1p35.3  sphingomyelin catabolic process --- -1.11 -1.26 -1.22 1.01 1.25 -1.42 1.24 1.15 -1.12 -1.01 -2.07 -1.03
SMR3A /// SMsubmaxillary gland androgechr4q13.3 0 --- -1.93 -1.34 1.26 2.34 15.48 4.67 -1.25 1.46 -4.82 -3.06 -8.46 -6.05
SMR3B submaxillary gland androgechr4q13.3 0 --- 1.13 -1.47 -3.63 -1.56 -3.37 -1.98 -2.00 1.02 -2.46 -2.33 -14.91 -10.91
SMS spermine synthase chrXp22.1  methionine metabolic process --- 1.00 1.01 -1.07 1.05 -1.07 -1.10 1.01 -1.02 1.39 1.27 1.27 1.25
SMTN smoothelin chr22q12.2  smooth muscle contraction --- -1.15 -1.21 1.08 1.01 -1.16 -1.21 1.05 1.20 2.84 2.32 2.51 2.40
SMTN smoothelin chr22q12.2  smooth muscle contraction --- 1.05 1.14 1.18 1.26 1.02 -1.14 -1.27 1.07 2.90 1.79 2.66 2.91
SMU1 smu-1 suppressor of mec-8 chr9p12 0 --- -1.05 -1.04 1.04 1.10 1.06 1.05 1.08 -1.00 1.01 -1.07 1.06 1.07
SMU1 smu-1 suppressor of mec-8 chr9p12 0 --- -1.02 -1.06 1.00 -1.13 -1.01 1.06 1.01 1.14 1.25 1.24 1.44 1.26
SMUG1 single-strand-selective mon chr12q13.11-q13.3  DNA repair --- 1.04 -1.04 1.12 -1.05 -1.03 -1.03 -1.13 -1.17 -1.35 -1.23 -1.16 -1.28
SMUG1 single-strand-selective mon chr12q13.11-q13.3  DNA repair --- -1.11 -1.08 1.10 -1.10 1.11 -1.13 -1.07 -1.09 -1.64 -1.43 -1.25 -1.31
SMURF1 SMAD specific E3 ubiquitinchr7q22.1  protein polyubiquitination --- 1.25 1.18 -1.01 1.19 -1.02 -1.10 1.63 1.50 3.73 2.13 1.83 1.52
SMURF1 SMAD specific E3 ubiquitinchr7q22.1  protein polyubiquitination --- 1.04 1.11 -1.02 -1.12 1.06 1.02 1.16 -1.07 -1.10 -1.06 1.50 1.19
SMURF1 SMAD specific E3 ubiquitinchr7q22.1  protein polyubiquitination --- -1.06 -1.15 -1.04 -1.16 -1.13 -1.17 1.31 1.68 3.39 2.42 2.10 1.85
SMURF2 SMAD specific E3 ubiquitinchr17q22-q23  negative regulation of transcription from --- 1.04 1.14 1.08 -1.15 -1.21 -1.17 -1.47 -1.13 -1.48 -1.65 -1.48 -1.69
SMYD1 SET and MYND domain cochr2p11.2  chromatin remodeling --- 2.27 1.15 -2.98 -3.43 4.23 1.16 2.64 1.23 3.63 2.15 2.68 1.68
SMYD5 SMYD family member 5 chr2p13.2  methylation --- -1.17 -1.12 1.04 1.11 -1.02 -1.16 1.20 1.27 1.04 -1.03 1.18 1.33
SNAI1 snail family zinc finger 1 chr20q13.2  negative regulation of transcription from --- 1.61 1.47 -1.13 -1.27 -1.31 -1.38 1.11 -1.44 2.12 1.21 3.37 2.61
SNAI3-AS1 SNAI3 antisense RNA 1 chr16q24.3 0 --- -2.21 -1.48 -1.19 2.58 -1.60 -3.46 1.23 1.04 -1.54 1.49 4.03 4.82
SNAI3-AS1 SNAI3 antisense RNA 1 chr16q24.3 0 --- -2.75 -1.69 -1.04 1.94 1.58 -1.02 1.22 1.94 -1.16 -1.06 -1.18 2.18
SNAP23 synaptosomal-associated pr chr15q14  transport --- 1.07 -1.00 1.05 1.08 1.00 1.06 -1.05 -1.12 -1.06 1.02 1.15 -1.05
SNAP23 synaptosomal-associated pr chr15q14  transport --- -1.06 -1.23 1.44 1.60 -1.18 1.13 -1.01 1.19 1.47 1.08 1.83 1.53
SNAP23 synaptosomal-associated pr chr15q14  transport --- 1.05 -1.01 1.11 -1.24 1.28 1.21 1.49 1.03 -1.16 -1.17 1.48 1.49
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SNAP25 synaptosomal-associated pr chr20p12-p11.2  neurotransmitter uptake --- 1.58 1.37 -1.03 1.00 1.10 -1.06 -1.01 -1.18 -3.31 -4.32 -4.99 -4.70
SNAP25 synaptosomal-associated pr chr20p12-p11.2  neurotransmitter uptake --- 1.13 1.49 1.37 1.09 -1.02 -1.06 1.27 1.09 -1.57 -2.45 -2.85 -6.07
SNAP29 synaptosomal-associated pr chr22q11.21  autophagic vacuole fusion --- 1.05 1.03 -1.02 1.17 -1.06 -1.10 -1.03 -1.06 -1.37 -1.36 -1.63 -1.41
SNAPC1 small nuclear RNA activatinchr14q22  transcription, DNA-dependent --- -1.01 1.05 -1.02 -1.02 -1.00 -1.03 1.03 1.29 1.20 1.09 1.78 1.56
SNAPC3 small nuclear RNA activatinchr9p22.3  transcription, DNA-dependent --- 1.23 1.10 1.28 1.30 1.53 1.20 -1.04 1.22 1.71 1.99 1.69 2.20
SNAPC3 small nuclear RNA activatinchr9p22.3  transcription, DNA-dependent --- -1.04 1.04 -1.03 1.16 1.27 1.46 -1.56 -1.27 -2.53 -2.45 -2.17 -2.18
SNAPC3 small nuclear RNA activatinchr9p22.3  transcription, DNA-dependent --- 1.04 1.21 1.12 -1.03 -1.34 1.12 -1.23 -1.02 1.02 1.61 1.44 1.44
SNAPC3 small nuclear RNA activatinchr9p22.3  transcription, DNA-dependent --- 1.18 1.18 1.09 -1.31 -1.30 -1.25 1.04 1.09 1.03 1.20 1.38 1.44
SNAPC5 small nuclear RNA activatinchr15q22.31  transcription, DNA-dependent --- 1.01 -1.06 1.05 1.05 1.08 1.06 1.03 1.06 1.31 1.17 1.24 1.35
SNAPC5 small nuclear RNA activatinchr15q22.31  transcription, DNA-dependent --- 1.09 1.06 -1.03 -1.08 -1.06 -1.02 1.06 -1.20 1.14 1.02 1.08 1.04
SNAPC5 small nuclear RNA activatinchr15q22.31  transcription, DNA-dependent --- -1.03 -1.10 -1.00 1.10 1.11 1.12 1.04 -1.04 1.17 1.13 1.29 1.40
SNAPIN SNAP-associated protein chr1q21.3  intracellular protein transport --- -1.17 -1.11 -1.02 -1.04 -1.02 -1.08 -1.24 -1.16 -1.44 -1.21 -1.23 -1.08
SNCA synuclein, alpha (non A4 cochr4q21  microglial cell activation --- 1.18 1.17 1.04 -1.16 1.02 -1.00 -1.31 -1.11 -2.00 -1.79 -1.58 -2.03
SNCA synuclein, alpha (non A4 cochr4q21  microglial cell activation --- 1.07 1.16 -1.06 -1.14 -1.04 -1.21 1.09 -1.01 -1.05 -1.14 -1.18 -1.31
SNCA synuclein, alpha (non A4 cochr4q21  microglial cell activation --- -1.04 1.05 -1.01 -1.17 -1.02 -1.04 1.06 -1.07 -1.20 -1.17 -1.35 -1.51
SNCA synuclein, alpha (non A4 cochr4q21  microglial cell activation --- -1.01 1.07 1.03 -1.14 1.02 -1.04 1.04 -1.07 -1.12 -1.16 -1.31 -1.45
SNCA synuclein, alpha (non A4 cochr4q21  microglial cell activation --- 1.01 -1.01 1.00 1.02 1.04 -1.01 -1.25 -1.08 -1.45 -1.35 -1.58 -1.52
SNCG synuclein, gamma (breast cachr10q23.2-q23.3  aggressive behavior --- 1.05 1.10 1.03 -1.07 1.08 -1.15 -1.27 -1.17 -1.11 -1.14 -1.31 -1.40
SND1 staphylococcal nuclease andchr7q31.3  transcription, DNA-dependent --- 1.04 -1.01 -1.04 1.00 -1.03 1.13 -1.01 -1.04 -1.07 1.02 1.05 1.14
SNED1 sushi, nidogen and EGF-likechr2q37.3  cell-matrix adhesion --- 2.13 1.71 1.06 -1.35 -1.94 -2.21 1.37 1.18 -2.11 -1.30 -3.30 -2.79
SNHG1 /// SNsmall nucleolar RNA host gchr11q12.3 /// chr110 --- 1.01 -1.01 -1.01 1.12 -1.03 1.03 1.10 1.05 1.17 1.18 1.26 1.21
SNHG10 small nucleolar RNA host gchr14q32.13 0 --- -1.21 1.01 -1.18 -1.35 1.24 1.11 1.20 -1.15 -1.48 -1.99 -1.16 -1.62
SNHG10 small nucleolar RNA host gchr14q32.13 0 --- 1.20 1.24 1.21 1.27 1.02 1.13 -1.65 -1.15 -2.88 -2.27 -1.58 -1.97
SNHG16 /// SNsmall nucleolar RNA host gchr17q25.1 0 --- -1.09 -1.05 -1.01 -1.02 1.06 -1.01 1.18 -1.00 1.10 -1.05 1.05 1.02
SNHG3 /// SNsmall nucleolar RNA host gchr1p36.1 0 --- -1.29 -1.40 1.15 1.21 1.11 1.04 1.02 1.16 1.02 -1.08 1.26 1.49
SNHG4 small nucleolar RNA host gchr5q31.2 0 --- 1.21 -1.23 1.09 -1.29 1.35 1.14 1.72 1.17 -1.17 -1.33 -2.05 -2.04
SNHG6 /// SNsmall nucleolar RNA host gchr8q13.1 /// chr8q10 --- -1.02 -1.04 -1.03 1.09 -1.11 -1.04 1.08 1.24 1.24 1.11 1.09 1.16
SNHG7 /// SNsmall nucleolar RNA host gchr9q34.3 0 --- 1.37 1.32 -1.10 1.05 -1.09 -1.07 1.51 1.33 1.20 -1.21 1.20 -1.02
SNHG8 /// SNsmall nucleolar RNA host gchr4q26 0 --- 1.05 1.03 1.04 1.06 1.11 1.00 1.61 1.20 1.05 -1.25 1.60 1.31
SNIP1 Smad nuclear interacting pr chr1p34.3  regulation of transcription, DNA-depende--- -1.05 1.04 1.13 -1.16 -1.07 -1.00 1.00 -1.06 1.18 1.13 1.23 1.10
SNIP1 Smad nuclear interacting pr chr1p34.3  regulation of transcription, DNA-depende--- 1.00 1.06 -1.01 1.05 1.20 1.01 1.14 1.09 1.11 1.13 1.30 1.16
SNN stannin chr16p13  response to stress --- 1.02 -1.05 1.11 -1.09 1.17 1.21 -1.33 -1.25 -1.13 -1.28 1.23 1.09
SNORA29 /// small nucleolar RNA, H/ACchr6q25.3 /// chr6q2 protein folding --- -1.01 1.02 -1.07 1.03 -1.07 -1.02 -1.12 -1.03 1.17 1.10 1.63 1.70
SNORA5B /// small nucleolar RNA, H/ACchr7p13  G1 phase of mitotic cell cycle --- -1.23 -1.38 -1.10 1.04 1.22 -1.06 1.24 1.17 1.44 1.56 1.42 1.34
SNORA71B small nucleolar RNA, H/ACchr20q11.23 0 --- -1.02 -1.07 -1.80 -2.19 1.21 3.72 -1.08 -1.02 -1.09 1.00 1.68 1.52
SNORD50A / small nucleolar RNA, C/D bchr6q14.3 0 --- 1.43 1.41 -1.00 1.18 1.20 1.19 -1.11 1.34 -1.56 -1.33 -1.21 -1.76
SNORD8 small nucleolar RNA, C/D bchr14q11.2 0 --- -2.27 -1.83 1.40 -1.21 2.36 3.07 -1.80 -1.43 -1.21 -1.96 1.65 2.03
SNRK SNF related kinase chr3p22.1  protein phosphorylation --- -1.10 1.26 1.11 1.11 2.24 1.28 -1.14 -1.35 -1.09 -1.16 -1.80 -1.63
SNRK SNF related kinase chr3p22.1  protein phosphorylation --- -1.04 -1.02 1.01 1.15 1.10 1.09 -1.03 -1.02 1.21 1.26 1.25 1.26
SNRNP25 small nuclear ribonucleoprochr16p13.3  mRNA processing --- -1.03 -1.03 1.01 1.05 1.01 -1.13 -1.00 1.03 -1.18 -1.43 -2.25 -2.04
SNRNP27 small nuclear ribonucleoprochr2p13.3  mRNA processing --- 1.17 1.07 -1.24 -1.08 -1.11 -1.14 -1.08 1.09 1.58 1.56 1.84 1.66
SNRNP48 small nuclear ribonucleoprochr6p24.3  mRNA processing --- -1.12 1.08 -1.01 -1.15 -1.03 -1.06 -1.13 -1.25 -1.31 -1.48 -1.03 -1.22
SNRNP48 small nuclear ribonucleoprochr6p24.3  mRNA processing --- 1.03 1.01 -1.01 -1.08 1.09 1.10 1.00 -1.03 1.06 -1.18 1.08 1.01
SNRNP70 small nuclear ribonucleoprochr19q13.3  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.07 1.04 1.16 1.20 -1.06 -1.17 1.18 1.13 1.63 1.67 1.17 1.05
SNRNP70 small nuclear ribonucleoprochr19q13.3  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.13 1.92 1.14 -1.02 1.21 3.74 1.02 -1.68 -4.84 -3.32 -1.69 -1.55
SNRPA small nuclear ribonucleoprochr19q13.1  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.03 -1.08 1.14 1.24 1.05 1.03 1.08 -1.08 1.46 1.28 -1.02 1.10
SNRPA1 small nuclear ribonucleoprochr15q26.3  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.00 1.02 -1.02 1.02 1.02 -1.07 1.18 1.08 2.03 1.65 1.95 1.89
SNRPA1 small nuclear ribonucleoprochr15q26.3  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.06 1.05 -1.01 1.06 -1.06 1.09 1.09 1.02 1.72 1.68 1.66 1.57
SNRPA1 small nuclear ribonucleoprochr15q26.3  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.01 1.03 1.00 1.02 -1.00 -1.04 1.22 1.11 1.99 1.62 2.05 2.04
SNRPB small nuclear ribonucleoprochr20p13  spliceosomal snRNP assembly mRNA_processing_Reactome // GenMAPP -1.00 1.00 -1.02 -1.11 -1.01 1.01 -1.09 -1.15 -1.20 -1.20 -1.28 -1.35
SNRPB small nuclear ribonucleoprochr20p13  spliceosomal snRNP assembly mRNA_processing_Reactome // GenMAPP 1.05 1.03 -1.04 1.01 1.04 -1.01 1.11 -1.09 1.15 -1.01 -1.13 -1.21
SNRPD1 small nuclear ribonucleoprochr18q11.2  spliceosomal complex assembly mRNA_processing_binding_Reactome // Ge 1.18 1.14 -1.01 -1.03 1.06 1.02 -1.18 -1.11 -1.58 -1.29 -1.49 -1.84
SNRPF small nuclear ribonucleoprochr12q23.1  spliceosomal snRNP assembly mRNA_processing_binding_Reactome // Ge 1.03 -1.00 -1.01 -1.07 -1.09 -1.03 -1.04 -1.13 1.22 1.11 1.01 -1.18
SNRPN /// SNsmall nuclear ribonucleoprochr15q11.2 /// chr15 RNA splicing mRNA_processing_binding_Reactome // Ge 1.17 1.35 1.43 1.36 -1.17 1.07 -1.22 -1.29 -1.92 -1.83 -3.12 -1.98
SNTA1 syntrophin, alpha 1 chr20q11.2  regulation of heart rate --- -1.02 -1.16 -1.05 -1.11 1.00 -1.09 1.42 1.01 1.47 1.24 1.04 -1.00
SNTB1 syntrophin, beta 1 (dystrophchr8q23-q24  muscle contraction --- 1.04 1.52 -1.70 -1.50 1.65 1.31 2.49 1.97 1.07 -1.10 1.04 1.81
SNTB1 syntrophin, beta 1 (dystrophchr8q23-q24  muscle contraction --- -1.07 -1.15 -1.05 -1.14 1.05 1.02 1.03 -1.01 1.08 1.64 1.15 1.19
SNTB2 syntrophin, beta 2 (dystrophchr16q22.1 0 --- -1.25 -1.15 1.03 -1.04 1.15 1.02 -1.10 -1.07 -1.49 -1.43 -1.06 1.09
SNTB2 syntrophin, beta 2 (dystrophchr16q22.1 0 --- 1.06 1.03 1.06 -1.09 -1.02 1.02 -1.31 -1.17 -2.00 -1.42 -1.77 -1.86
SNTB2 syntrophin, beta 2 (dystrophchr16q22.1 0 --- 1.04 1.06 1.07 1.01 -1.01 -1.06 -1.27 -1.23 -1.91 -1.34 -1.62 -1.44
SNTB2 syntrophin, beta 2 (dystrophchr16q22.1 0 --- -1.03 -1.06 1.24 -1.12 1.03 -1.05 -1.15 -1.32 -1.78 -1.34 -1.25 -1.20
SNW1 SNW domain containing 1 chr14q24.3  negative regulation of transcription from --- -1.15 -1.16 -1.03 1.12 -1.03 -1.05 -1.02 -1.09 -1.05 -1.01 1.21 1.23
SNX1 sorting nexin 1 chr15q22.31  transport --- 1.03 -1.14 2.11 2.16 1.27 1.04 -1.05 -1.06 -1.40 -1.26 -2.53 -1.28
SNX1 sorting nexin 1 chr15q22.31  transport --- 1.06 -1.11 -1.04 1.01 1.13 1.05 1.05 -1.17 -1.35 -1.12 -1.03 1.07
SNX1 sorting nexin 1 chr15q22.31  transport --- 1.15 1.14 1.02 1.05 -1.02 1.01 -1.29 -1.05 -1.20 -1.29 -1.71 -1.80
SNX1 sorting nexin 1 chr15q22.31  transport --- -1.12 -1.11 -1.02 -1.10 1.08 -1.04 1.07 -1.08 -1.31 -1.22 -1.01 -1.07
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SNX11 sorting nexin 11 chr17q21.32  transport --- 1.05 1.02 -1.08 1.08 1.29 -1.03 1.09 1.06 1.04 1.08 1.15 1.31
SNX11 sorting nexin 11 chr17q21.32  transport --- -1.05 -1.09 -1.03 -1.02 1.09 -1.05 -1.10 1.10 1.33 1.13 1.28 1.32
SNX12 sorting nexin 12 chrXq13.1  transport --- -1.11 -1.05 1.01 -1.06 1.07 1.19 1.17 -1.00 1.10 1.28 -1.20 -1.08
SNX12 sorting nexin 12 chrXq13.1  transport --- 1.09 1.05 1.14 1.11 1.07 1.02 1.11 1.08 -1.05 -1.14 -1.38 -1.39
SNX13 sorting nexin 13 chr7p21.1  transport --- -1.34 -2.06 1.07 -2.06 1.21 1.28 6.08 4.33 1.56 1.08 -1.60 -3.02
SNX16 sorting nexin 16 chr8q21.13  protein targeting to lysosome --- 1.36 1.94 1.22 -1.10 1.35 1.59 -1.10 -1.46 1.73 1.13 1.38 1.12
SNX18 sorting nexin 18 chr5q11.2  mitotic cytokinesis --- 5.43 2.07 -1.52 -5.31 -1.09 2.35 3.26 -3.42 2.47 -4.15 1.05 -1.09
SNX18P3 /// Ssorting nexin 18 pseudogen --- 0 --- 1.43 1.62 -1.01 1.12 -1.07 -1.18 1.23 1.08 -2.19 -4.17 -2.00 -1.34
SNX19 sorting nexin 19 chr11q25  transport --- 1.07 1.01 1.06 -1.01 1.12 1.20 1.11 -1.03 -1.67 -1.41 -1.53 -1.70
SNX2 sorting nexin 2 chr5q23  transport --- 1.08 -1.01 -1.13 -1.17 -1.60 -1.40 -1.44 -1.15 -2.16 -2.35 -1.91 -3.70
SNX21 sorting nexin family membechr20q13.12  transport --- -1.04 -1.10 -1.01 -1.03 1.17 1.01 -1.02 -1.03 -1.72 -1.56 -1.11 -1.12
SNX24 sorting nexin 24 chr5q23.2  transport --- -1.21 2.98 3.48 3.60 1.72 -1.01 3.04 1.87 4.09 1.43 -1.02 2.06
SNX24 sorting nexin 24 chr5q23.2  cell communication --- -1.70 -1.50 1.19 1.36 1.18 1.76 -2.33 -2.12 1.15 1.12 1.89 2.15
SNX25 sorting nexin 25 chr4q35.1  cell communication --- 1.01 -1.04 1.18 1.04 1.02 -1.13 -1.39 -1.51 1.36 1.21 1.36 1.66
SNX25 sorting nexin 25 chr4q35.1  transport --- 1.04 1.07 1.04 -1.18 1.06 -1.11 1.04 -1.12 1.11 1.29 1.54 1.52
SNX27 sorting nexin family membechr1q21.3  establishment of natural killer cell polarit --- 1.13 1.06 -1.04 -1.03 1.05 1.08 -1.05 -1.08 -1.16 -1.02 -1.39 -1.72
SNX30 sorting nexin family membechr9q32  transport --- 1.61 1.39 1.17 1.04 -1.06 -1.16 -1.22 -1.17 -1.92 -1.93 -1.36 -1.84
SNX31 sorting nexin 31 chr8q22.3  transport --- -1.01 2.03 -1.24 -2.24 2.93 3.10 -2.50 -1.51 6.20 3.69 2.32 2.62
SNX33 sorting nexin 33 chr15q24.2  mitotic cytokinesis --- 1.19 -1.05 1.05 1.09 -1.04 1.02 1.84 1.40 2.62 2.33 1.89 2.72
SNX33 sorting nexin 33 chr15q24.2  mitotic cytokinesis --- -1.21 -1.39 -1.18 -1.06 -1.00 1.03 1.05 1.13 1.15 1.53 -1.06 1.17
SNX4 sorting nexin 4 chr3q21.2  transport --- 1.20 1.24 -1.18 -1.36 -1.15 1.05 -1.12 -1.03 -1.72 -1.34 -1.39 -1.72
SNX4 sorting nexin 4 chr3q21.2  transport --- -1.19 -1.19 -1.01 1.08 1.07 -1.08 1.10 1.15 1.16 1.07 1.28 1.22
SNX5 sorting nexin 5 chr20p11  transport --- -1.00 1.03 1.01 1.03 -1.01 -1.03 1.21 1.03 1.17 1.12 1.28 1.24
SNX5 sorting nexin 5 chr20p11  transport --- -1.01 1.06 -1.03 -1.06 -1.05 -1.09 1.07 1.08 1.09 1.10 1.15 1.12
SNX5 sorting nexin 5 chr20p11  transport --- -1.28 -1.26 1.06 1.08 1.10 -1.01 1.57 1.25 2.46 1.88 1.40 1.39
SNX5 sorting nexin 5 chr20p11  transport --- -1.08 -1.06 1.09 1.01 1.03 -1.02 1.05 -1.03 -1.28 -1.16 -1.21 -1.27
SNX6 sorting nexin 6 chr14q13.1  transport --- 1.01 -1.18 -1.06 1.14 -1.03 1.08 -1.20 -1.02 -1.27 -1.22 -1.09 -1.35
SNX6 sorting nexin 6 chr14q13.1  transport --- -1.11 -1.04 -1.01 1.04 1.05 -1.02 -1.03 1.04 -1.02 1.02 1.19 1.28
SNX7 sorting nexin 7 chr1p21.3  transport --- 1.12 1.12 1.07 -1.05 -1.07 1.02 -1.05 1.00 -1.66 -1.45 -1.67 -2.12
SNX9 sorting nexin 9 chr6q25.1-q26  mitotic cytokinesis --- -1.11 -1.08 1.02 -1.08 1.00 1.01 1.05 1.09 -1.10 1.02 1.12 1.10
SOAT1 sterol O-acyltransferase 1 chr1q25  lipid metabolic process Statin_Pathway_PharmGKB // GenMAPP 1.13 1.03 1.03 -1.03 -1.06 1.09 -1.15 -1.08 -1.98 -1.57 -1.32 -1.82
SOAT1 sterol O-acyltransferase 1 chr1q25  lipid metabolic process Statin_Pathway_PharmGKB // GenMAPP 1.03 1.02 -1.15 -1.14 -1.01 1.01 -1.18 -1.03 -2.34 -1.71 -1.46 -1.57
SOAT1 sterol O-acyltransferase 1 chr1q25  lipid metabolic process Statin_Pathway_PharmGKB // GenMAPP -1.06 -1.05 -1.06 -1.01 -1.06 1.12 -1.35 -1.10 -1.45 -1.30 -1.49 -1.53
SOBP sine oculis binding protein hchr6q21  sensory perception of sound --- -1.37 1.02 -1.05 -1.06 -1.06 1.13 1.08 -1.08 -1.59 -1.48 -1.62 -3.04
SOCS2 suppressor of cytokine signachr12q  regulation of cell growth --- -1.01 -1.26 1.07 1.07 1.15 1.09 -1.41 -1.52 -1.21 -1.05 2.10 1.59
SOCS2 suppressor of cytokine signachr12q  regulation of cell growth --- -1.12 1.68 -1.83 -1.56 1.49 1.23 -2.91 -1.94 2.88 1.68 2.00 2.00
SOCS2-AS1 SOCS2 antisense RNA 1 chr12q22 0 --- -1.71 -3.30 2.71 2.79 -1.98 -1.04 -3.42 -3.01 4.65 4.12 1.58 1.73
SOCS3 suppressor of cytokine signachr17q25.3  response to hypoxia --- -1.03 -1.18 -1.22 -1.68 -1.19 1.11 1.72 1.38 1.43 1.74 1.09 -1.03
SOCS3 suppressor of cytokine signachr17q25.3  response to hypoxia --- 1.39 1.21 -1.27 -1.17 -1.45 1.00 1.03 1.11 2.08 2.49 -1.10 1.08
SOCS4 suppressor of cytokine signachr14q22.1  negative regulation of epidermal growth f--- 1.10 1.09 1.13 -1.07 1.14 1.15 -1.28 -1.09 -1.22 -1.06 1.42 -1.05
SOCS4 suppressor of cytokine signachr14q22.1  negative regulation of epidermal growth f--- 1.25 1.20 1.02 -1.06 1.07 1.11 -1.38 -1.31 -1.55 -1.30 -1.39 -1.43
SOCS5 suppressor of cytokine signachr2p21  epidermal growth factor receptor signalin--- -1.02 1.01 1.20 1.09 -1.04 -1.02 -1.09 -1.03 1.08 1.23 1.31 1.11
SOCS5 suppressor of cytokine signachr2p21  epidermal growth factor receptor signalin--- 1.23 1.12 1.09 -1.07 -1.07 1.06 -1.05 1.08 -1.14 1.01 1.06 1.10
SOCS6 suppressor of cytokine signachr18q22.2  defense response --- 1.16 -1.08 1.26 1.01 1.07 -1.03 1.49 1.24 1.17 1.03 -1.06 -1.10
SOCS6 suppressor of cytokine signachr18q22.2  defense response --- 1.12 1.14 1.06 -1.02 -1.07 1.05 1.13 1.08 1.13 1.26 1.04 1.00
SOCS6 suppressor of cytokine signachr18q22.2  defense response --- 1.37 1.16 -1.16 -1.13 -1.02 1.22 1.21 1.14 1.17 1.08 -1.17 -1.21
SOCS7 suppressor of cytokine signachr17q12  insulin receptor signaling pathway --- 1.09 1.00 1.06 1.04 -1.06 -1.07 1.03 -1.02 -1.05 -1.08 1.09 1.03
SOD2 superoxide dismutase 2, mitchr6q25.3  response to superoxide --- 1.04 1.10 -1.05 1.02 -1.05 1.04 1.28 1.12 1.77 1.52 1.45 1.35
SOD3 superoxide dismutase 3, ext chr4p15.2  response to hypoxia --- -1.48 -2.37 -2.64 -1.22 1.99 1.38 1.30 1.29 1.22 2.03 1.94 3.85
SOGA1 suppressor of glucose, autopchr20q11.23  regulation of autophagy --- 1.02 1.07 1.20 -1.34 1.16 -1.03 1.43 -1.35 1.73 1.63 1.41 1.24
SOGA2 SOGA family member 2 chr18p11.22  regulation of autophagy --- 1.06 1.06 1.04 1.15 1.08 -1.00 -1.05 -1.03 -1.95 -1.57 -1.59 -1.57
SOLH small optic lobes homolog (chr16p13.3  regulation of transcription, DNA-depende--- -1.02 -1.10 -1.09 1.11 1.11 1.01 1.01 1.29 -2.51 -2.03 -2.58 -2.80
SON SON DNA binding protein chr21q22.11  microtubule cytoskeleton organization --- -1.03 -1.04 1.03 1.06 -1.00 1.08 -1.15 -1.02 -1.03 1.05 -1.09 -1.04
SON SON DNA binding protein chr21q22.11  microtubule cytoskeleton organization --- -1.00 -1.03 1.09 1.04 1.12 1.02 1.21 1.08 1.15 1.07 1.12 1.03
SON SON DNA binding protein chr21q22.11  microtubule cytoskeleton organization --- -1.06 -1.02 1.01 1.00 1.04 1.03 -1.07 -1.07 -1.05 -1.05 -1.01 -1.01
SORBS2 sorbin and SH3 domain conchr4q35.1  protein import into nucleus --- 1.07 1.00 -1.02 -1.08 -1.06 1.02 -1.07 -1.06 -2.22 -1.81 -2.20 -2.32
SORBS2 sorbin and SH3 domain conchr4q35.1 0 --- 1.03 1.17 -1.17 -1.21 1.22 1.27 1.25 -1.07 -4.50 -3.52 -3.89 -3.51
SORBS2 sorbin and SH3 domain conchr4q35.1 0 --- 1.54 1.45 -1.01 1.22 1.30 1.69 1.34 1.26 -2.97 -1.93 -2.52 -2.65
SORBS2 sorbin and SH3 domain conchr4q35.1 0 --- -1.10 -1.18 1.05 -1.07 1.07 1.05 -1.02 -1.01 -2.59 -2.27 -2.44 -2.29
SORBS2 sorbin and SH3 domain conchr4q35.1 0 --- 1.01 -1.08 1.04 1.12 1.34 1.31 1.03 -1.12 -2.17 -1.68 -1.90 -2.28
SORBS2 sorbin and SH3 domain conchr4q35.1 0 --- -1.01 1.01 -1.01 1.05 1.18 1.02 1.12 -1.12 -2.97 -2.52 -2.62 -2.70
SORCS1 sortilin-related VPS10 domachr10q23-q25  neuropeptide signaling pathway --- 2.51 1.83 2.10 -1.32 -1.45 1.52 1.26 2.64 6.56 13.56 14.79 4.69
SORCS3-AS1SORCS3 antisense RNA 1 --- 0 --- -2.93 1.18 -7.30 -2.04 10.53 2.93 -1.45 1.86 1.09 -1.04 -2.31 -1.94
SORL1 sortilin-related receptor, L(Dchr11q23.2-q24.2  protein targeting --- -1.08 -1.02 1.18 1.17 1.22 1.17 -1.03 -1.07 -1.46 -1.22 -1.82 -1.64
SORL1 sortilin-related receptor, L(Dchr11q23.2-q24.2  protein targeting --- 1.04 1.11 1.13 1.17 1.17 1.17 -1.12 -1.07 -1.12 -1.03 -1.51 -1.48
SORT1 sortilin 1 chr1p13.3|1p21.3-p1 ossification --- -1.06 -1.01 1.01 -1.02 1.07 -1.02 1.11 -1.01 -1.44 -1.26 -1.81 -1.59
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SORT1 sortilin 1 chr1p13.3|1p21.3-p1 ossification --- 1.03 -1.12 1.14 1.21 1.03 -1.06 1.23 -1.04 1.14 1.01 1.03 1.20
SOS1 son of sevenless homolog 1 chr2p21  apoptotic process Integrin-mediated_cell_adhesion_KEGG // G -1.15 -1.10 1.17 1.03 -1.01 -1.01 -1.31 -1.10 -1.48 -1.11 -1.35 -1.14
SOS1 son of sevenless homolog 1 chr2p21  apoptotic process Integrin-mediated_cell_adhesion_KEGG // G -1.18 1.44 1.02 -1.35 1.03 1.30 1.27 -1.05 -2.52 -1.70 -3.09 -2.04
SOS1 son of sevenless homolog 1 chr2p21  apoptotic process Integrin-mediated_cell_adhesion_KEGG // G 1.36 1.31 -1.13 -1.17 -1.89 -1.53 -1.20 -1.34 -3.08 -3.48 -1.73 -2.72
SOS1 son of sevenless homolog 1 chr2p21  apoptotic process Integrin-mediated_cell_adhesion_KEGG // G 1.03 -1.05 -1.03 1.06 1.15 1.18 -1.18 -1.06 -1.78 -1.29 -1.20 -1.21
SOS2 son of sevenless homolog 2 chr14q21  apoptotic process --- 1.11 1.29 1.06 -1.00 -1.37 -1.08 -1.19 1.08 -1.64 -1.36 -1.21 -1.25
SOWAHC sosondowah ankyrin repeat chr2q13 0 --- 1.19 1.15 1.11 1.09 1.18 1.21 -1.02 -1.10 1.53 1.38 1.65 1.44
SOWAHC sosondowah ankyrin repeat chr2q13 0 --- 1.05 1.09 1.09 -1.21 1.05 1.07 1.05 -1.10 1.68 1.48 1.66 1.55
SOX12 SRY (sex determining regiochr20p13  transcription, DNA-dependent --- 1.01 -1.04 -1.03 -1.03 -1.04 -1.15 -1.01 -1.05 -1.62 -1.35 -1.50 -1.53
SOX13 SRY (sex determining regiochr1q32  transcription, DNA-dependent --- 1.06 1.08 -1.12 -1.17 -1.11 -1.09 1.30 1.31 1.02 1.10 -1.26 -1.08
SOX17 SRY (sex determining regiochr8q11.23  negative regulation of transcription from --- 1.29 1.23 -1.26 -1.41 -1.08 -1.07 -1.41 1.12 -2.29 -3.21 -1.01 -2.22
SOX2 SRY (sex determining regiochr3q26.3-q27  negative regulation of transcription from --- 1.98 -1.10 -3.26 -1.50 3.42 -1.61 2.02 1.91 -1.16 1.33 -1.34 -1.09
SOX21-AS1 SOX21 antisense RNA 1 (h chr13q32.1 0 --- -1.95 -2.24 -1.49 -1.47 -1.42 1.46 -1.07 1.68 -3.07 1.12 1.57 1.97
SOX4 SRY (sex determining regiochr6p22.3  skeletal system development --- -1.10 -1.08 1.12 1.09 1.23 1.10 -1.21 -1.15 -1.71 -1.86 -1.87 -2.10
SOX4 SRY (sex determining regiochr6p22.3  skeletal system development --- 1.17 1.19 -1.04 -1.03 1.06 1.07 -1.38 -1.37 -2.40 -1.91 -1.61 -2.02
SOX4 SRY (sex determining regiochr6p22.3  skeletal system development --- -1.26 -1.22 1.30 1.13 1.06 -1.05 1.07 1.03 -1.22 -1.31 -1.51 -1.96
SOX4 SRY (sex determining regiochr6p22.3  skeletal system development --- -1.17 -1.14 -1.04 -1.02 1.01 1.08 -1.13 -1.07 -1.44 -1.59 -1.75 -1.53
SOX4 SRY (sex determining regiochr6p22.3  skeletal system development --- -1.19 -1.18 1.10 1.05 1.13 1.16 -1.29 -1.34 -1.96 -1.90 -1.49 -1.63
SOX5 SRY (sex determining regiochr12p12.1  in utero embryonic development --- 2.15 2.29 -1.63 1.08 2.92 1.94 1.92 -1.99 1.38 -1.44 -2.50 -5.22
SOX6 SRY (sex determining regiochr11p15.3  negative regulation of transcription from --- 1.02 3.42 -1.16 2.10 4.47 1.97 1.99 1.22 2.70 -1.19 1.32 2.50
SOX9 SRY (sex determining regiochr17q23  skeletal system development --- -1.04 1.15 1.13 -1.19 1.18 1.04 -1.37 -1.15 1.21 1.26 2.11 1.38
SP100 SP100 nuclear antigen chr2q37.1  negative regulation of transcription from --- 1.35 1.19 1.03 -1.19 1.09 1.18 -1.05 1.05 -4.53 -4.75 -4.17 -3.23
SP100 SP100 nuclear antigen chr2q37.1  negative regulation of transcription from --- 1.01 -1.01 1.03 1.07 -1.03 -1.04 1.40 1.09 1.24 1.09 1.04 -1.09
SP100 SP100 nuclear antigen chr2q37.1  negative regulation of transcription from --- 1.01 -1.03 1.02 1.02 -1.19 -1.02 1.26 1.13 1.29 1.36 -1.15 -1.11
SP100 SP100 nuclear antigen chr2q37.1  negative regulation of transcription from --- -1.11 -1.31 -1.12 -1.01 1.14 -1.02 1.14 1.27 -2.42 -2.55 -1.70 -1.69
SP110 SP110 nuclear body protein chr2q37.1  transcription, DNA-dependent --- -1.09 -1.08 1.02 1.02 1.03 -1.09 1.20 1.09 -1.05 -1.23 1.26 1.11
SP110 SP110 nuclear body protein chr2q37.1  transcription, DNA-dependent --- 1.07 1.04 1.02 -1.05 -1.19 -1.19 -1.12 -1.25 1.07 1.11 2.34 2.12
SP140L SP140 nuclear body protein chr2q37.1 0 --- -1.03 1.03 -1.03 -1.16 1.05 1.07 -1.17 -1.07 -1.55 -1.51 -1.26 -1.30
SP2 Sp2 transcription factor chr17q21.32  in utero embryonic development --- -1.23 -1.40 1.33 1.43 -1.05 1.41 1.31 -1.02 -1.47 -2.36 -1.87 -1.35
SP4 Sp4 transcription factor chr7p15.3  transcription, DNA-dependent --- 1.14 1.07 1.22 1.05 1.02 1.11 -1.17 -1.08 -1.55 -1.48 -1.43 -1.75
SPAG1 sperm associated antigen 1 chr8q22.2  single fertilization --- 1.29 1.29 -1.12 -1.16 -1.13 -1.04 -1.03 -1.13 -1.95 -1.65 -1.18 -1.50
SPAG11A /// sperm associated antigen 11chr8p23.1  defense response --- 1.73 1.74 1.23 1.96 1.32 1.36 -1.24 -1.11 2.16 1.46 -1.05 -1.09
SPAG16 sperm associated antigen 16chr2q34  spermatogenesis --- -1.01 -1.04 1.04 -1.07 1.01 1.19 -1.27 -1.16 -1.41 -1.12 -1.71 -1.74
SPAG4 sperm associated antigen 4 chr20q11.21  spermatogenesis --- -1.04 -1.34 1.07 1.14 1.04 1.04 1.19 1.05 1.71 1.75 5.31 7.33
SPAG5 sperm associated antigen 5 chr17q11.2  mitotic sister chromatid segregation --- -1.07 -1.02 1.04 1.08 1.07 1.04 1.00 -1.03 1.52 1.44 1.62 1.79
SPAG5-AS1 SPAG5 antisense RNA 1 --- 0 --- -1.10 2.04 -1.02 1.55 -1.61 -1.53 -2.42 -1.67 1.36 1.12 2.54 2.18
SPAG5-AS1 SPAG5 antisense RNA 1 --- 0 --- -1.22 -1.14 -1.10 1.44 -1.41 -1.34 -1.32 -1.05 1.12 1.07 2.82 2.22
SPAG7 sperm associated antigen 7 chr17p13.2 0 --- -1.13 -1.12 1.03 -1.00 -1.01 -1.13 1.25 1.09 1.32 1.36 1.37 1.29
SPAG9 sperm associated antigen 9 chr17q21.33  activation of MAPK activity --- 1.03 1.03 -1.00 -1.08 1.03 1.09 1.01 1.07 1.13 1.31 1.19 1.15
SPAM1 sperm adhesion molecule 1 chr7q31.3  carbohydrate metabolic process --- -2.86 -1.03 -2.42 -1.24 2.04 2.24 1.34 1.57 3.98 14.53 2.30 2.88
SPAM1 sperm adhesion molecule 1 chr7q31.3  carbohydrate metabolic process --- 1.46 1.02 1.70 1.69 -1.55 1.24 1.01 2.17 2.39 -1.69 -1.04 -4.05
SPAST spastin chr2p24-p21  microtubule bundle formation --- 1.09 1.02 -1.04 -1.18 -1.13 1.16 -1.40 -1.28 -1.54 -1.20 -1.37 -1.48
SPATA12 spermatogenesis associated chr3p14.3 0 --- 1.18 1.38 -1.28 -1.04 -1.05 -1.04 1.01 -1.27 -1.66 -1.77 -6.73 -3.58
SPATA17 spermatogenesis associated chr1q41 0 --- -1.42 -1.44 1.20 1.08 -1.06 -1.05 -1.01 1.07 -2.26 -1.80 -1.26 -1.37
SPATA17 spermatogenesis associated chr1q41 0 --- 1.04 -1.04 1.13 -1.05 1.24 1.01 1.01 1.39 -1.99 -1.78 -1.34 -1.26
SPATA2 spermatogenesis associated chr20q13.13  multicellular organismal development --- -1.11 -1.11 -1.02 -1.39 -1.11 -1.01 -1.07 1.01 1.12 1.16 1.24 1.22
SPATA2L spermatogenesis associated chr16q24.3 0 --- 1.13 1.22 -1.05 1.19 -1.03 -1.07 1.40 1.32 1.36 -1.06 -1.49 -1.05
SPATA31C2 SPATA31 subfamily C, me chr9q22.1  spermatogenesis --- -2.22 1.11 -4.24 -1.39 -7.39 -2.17 1.12 1.57 4.37 1.15 -14.16 -2.32
SPATA5 spermatogenesis associated chr4q28.1  DNA repair --- -1.06 1.20 1.17 1.26 1.02 -1.14 2.08 1.26 2.21 1.66 2.68 1.59
SPATA5L1 spermatogenesis associated chr15q21.1  DNA repair --- -1.02 1.03 -1.04 1.01 1.06 -1.02 -1.16 -1.06 1.09 1.11 1.45 1.19
SPATA5L1 spermatogenesis associated chr15q21.1  DNA repair --- 1.02 -1.02 1.04 1.05 1.04 -1.01 -1.01 -1.12 1.04 1.06 1.37 1.12
SPATA5L1 spermatogenesis associated chr15q21.1  ubiquitin-dependent protein catabolic pro--- -1.02 -2.88 -1.00 -2.16 2.93 3.02 -1.65 1.04 1.71 -2.29 -1.36 1.15
SPATA6L spermatogenesis associated chr9p24.2 0 --- -1.60 -1.07 1.10 1.51 1.29 1.49 1.46 -1.30 -2.61 -2.93 -4.40 -2.52
SPATS2 spermatogenesis associated,chr12q13.12 0 --- -1.23 -1.28 -1.19 -1.10 -1.20 -1.27 -1.15 1.14 1.04 1.09 -1.28 -1.11
SPATS2L spermatogenesis associated,chr2q33.1 0 --- 1.01 -1.00 -1.00 -1.04 -1.00 -1.04 -1.06 -1.07 -1.30 -1.23 -1.53 -1.51
SPC24 SPC24, NDC80 kinetochorechr19p13.2  M phase of mitotic cell cycle --- 1.06 1.02 -1.04 1.02 -1.07 -1.03 -1.12 1.15 -1.20 -1.06 -1.49 -1.21
SPC24 SPC24, NDC80 kinetochorechr19p13.2  mitotic cell cycle --- -1.83 -1.46 1.33 2.03 1.28 -1.07 1.68 1.34 3.63 2.57 1.95 1.65
SPC25 SPC25, NDC80 kinetochorechr2q31.1  M phase of mitotic cell cycle --- 1.07 1.01 -1.02 1.04 -1.11 1.01 -1.36 1.03 1.05 1.07 1.22 1.23
SPCS2 signal peptidase complex suchr11q13.4  energy reserve metabolic process --- -1.04 -1.03 1.04 -1.07 1.05 1.02 -1.08 1.01 -1.02 -1.04 1.24 1.34
SPCS2 signal peptidase complex suchr11q13.4  energy reserve metabolic process --- -1.01 -1.01 -1.08 -1.02 1.02 1.06 -1.07 -1.10 -1.24 -1.16 -1.27 -1.34
SPCS2 signal peptidase complex suchr11q13.4  energy reserve metabolic process --- 1.70 1.34 1.22 1.07 1.36 1.76 -1.24 -1.17 -1.60 -1.45 -2.00 -2.74
SPCS3 signal peptidase complex suchr4q34.2  energy reserve metabolic process --- 1.20 1.19 -1.01 -1.19 1.00 -1.10 -1.15 -1.19 -1.44 -1.23 -1.13 -1.33
SPCS3 signal peptidase complex suchr4q34.2  energy reserve metabolic process --- -1.33 -1.18 -1.13 -1.23 -1.24 -1.17 -1.08 1.29 1.13 1.31 1.32 1.36
SPCS3 signal peptidase complex suchr4q34.2  energy reserve metabolic process --- -1.00 -1.02 -1.04 -1.09 -1.04 1.08 -1.11 -1.13 -1.29 -1.18 -1.43 -1.44
SPDL1 spindle apparatus coiled-coichr5q35.1  M phase of mitotic cell cycle --- 1.23 1.14 -1.03 -1.03 1.04 -1.05 1.01 1.10 -1.59 -1.80 -1.49 -1.90
SPDYE1 /// SPspeedy/RINGO cell cycle rechr7p13 /// chr7q11.0 --- 1.27 1.10 1.06 1.09 -1.11 1.07 1.15 1.16 -2.17 -2.08 -1.97 -1.96
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SPDYE2 speedy/RINGO cell cycle rechr7q22.1 0 --- 1.51 -1.25 1.37 1.27 -1.16 1.08 1.15 -1.15 -1.39 -1.49 -1.96 -1.23
SPECC1 sperm antigen with calponinchr17p11.2  cell adhesion --- 1.05 1.13 -1.01 -1.01 1.01 -1.02 1.02 1.04 -2.91 -4.18 -3.22 -3.24
SPECC1 sperm antigen with calponinchr17p11.2  cell adhesion --- 1.10 1.06 1.06 -1.10 1.07 1.05 1.02 -1.06 -1.37 -1.14 -1.41 -1.37
SPECC1 sperm antigen with calponinchr17p11.2  cell adhesion --- -1.15 -1.17 1.14 1.04 1.33 1.16 1.07 1.01 -1.42 -1.36 -1.16 -1.08
SPECC1L sperm antigen with calponinchr22q11.23  negative regulation of microtubule depoly--- -1.23 -1.09 -1.06 -1.24 -1.07 -1.09 -1.27 1.01 -1.34 -1.20 -1.36 -1.11
SPEF2 sperm flagellar 2 chr5p13.2  immune system development --- 1.01 -1.16 1.01 1.16 1.18 1.04 1.57 1.02 1.37 1.26 1.15 1.10
SPEM1 spermatid maturation 1 chr17p13.1  multicellular organismal development --- -1.91 -1.21 -1.52 -2.18 -1.48 -1.70 -1.66 -1.24 -1.05 -2.11 -2.02 -2.23
SPESP1 sperm equatorial segment prchr15q23  multicellular organismal development --- 1.24 -1.48 -3.12 -2.17 -1.74 1.17 -1.18 -1.38 -1.23 -1.81 -1.10 1.48
SPG11 spastic paraplegia 11 (autos chr15q14  cell death --- -1.08 -1.22 1.01 1.28 -1.11 1.01 1.19 1.33 1.42 1.29 1.25 1.16
SPG11 spastic paraplegia 11 (autos chr15q14  cell death --- -1.06 -1.04 1.03 1.06 1.12 1.19 1.00 1.11 -1.67 -1.40 -1.72 -1.62
SPG20 spastic paraplegia 20 (Troyechr13q13.3  cytokinesis --- -1.02 -1.01 1.01 1.07 -1.14 1.21 -1.30 -1.13 -1.53 -1.22 -1.36 -1.50
SPG20 spastic paraplegia 20 (Troyechr13q13.3  cytokinesis --- 1.20 1.06 -1.05 -1.03 1.09 1.37 -1.23 -1.15 -1.39 -1.20 -1.46 -1.73
SPG21 spastic paraplegia 21 (autos chr15q21-q22  cell death --- 1.16 1.28 -1.09 -1.12 -1.10 -1.11 -1.14 -1.08 -1.32 -1.06 -1.04 -1.45
SPG7 spastic paraplegia 7 (pure anchr16q24.3  proteolysis --- 1.07 -1.02 -1.26 1.39 1.24 1.24 1.09 1.15 1.80 1.59 1.73 1.81
SPHK1 sphingosine kinase 1 chr17q25.2  blood vessel development S1P_Signaling // GenMAPP -1.29 -1.43 -1.28 -1.21 -1.05 -1.11 1.24 1.29 2.72 1.59 2.65 2.15
SPICE1 spindle and centriole associ chr3q13.2  cell cycle --- 1.07 -1.07 1.21 1.13 1.07 1.19 1.24 1.49 1.14 1.17 1.51 1.48
SPICE1 spindle and centriole associ chr3q13.2  cell cycle --- -1.29 -1.05 -1.30 1.23 1.33 1.57 -1.31 -1.24 1.33 2.01 2.03 2.35
SPIN1 spindlin 1 chr9q22.1  cell cycle --- 1.08 1.12 -1.04 -1.08 -1.15 -1.05 -1.09 -1.03 -1.15 -1.04 -1.18 -1.31
SPIN3 spindlin family, member 3 chrXp11.21  gamete generation --- 1.16 1.09 1.29 1.19 1.15 1.02 1.21 1.08 -1.55 -1.51 -1.15 -1.29
SPIN3 spindlin family, member 3 chrXp11.21  gamete generation --- 1.18 1.15 1.01 -1.03 -1.04 1.09 -1.04 -1.03 -1.79 -1.58 -1.15 -1.16
SPIN4 spindlin family, member 4 chrXq11.1  gamete generation --- 1.06 1.08 1.02 -1.12 -1.21 1.09 -1.40 -1.09 -1.54 -1.36 -1.63 -1.68
SPINK13 serine peptidase inhibitor, Kchr5q32  negative regulation of peptidase activity --- 1.04 1.06 -1.08 -1.09 -1.06 1.00 -1.08 -1.03 1.31 1.25 1.26 1.22
SPINK2 serine peptidase inhibitor, Kchr4q12  male germ cell proliferation --- -8.38 -2.17 -8.76 -18.26 -4.87 2.23 7.37 4.77 -1.08 1.04 1.82 -3.12
SPINK5 serine peptidase inhibitor, Kchr5q32  proteolysis --- -1.12 -1.05 1.06 1.07 -1.01 -1.09 -1.06 1.07 1.57 1.43 1.17 1.21
SPINK6 serine peptidase inhibitor, Kchr5q32  negative regulation of peptidase activity --- -1.07 -1.08 -1.03 -1.07 1.05 1.05 1.06 -1.02 1.38 1.07 1.27 1.21
SPINK7 serine peptidase inhibitor, Kchr5q32  negative regulation of peptidase activity --- 1.18 -1.00 1.43 1.04 1.30 1.01 1.34 1.17 5.47 5.19 9.41 7.43
SPINT1 serine peptidase inhibitor, Kchr15q15.1  embryonic placenta development --- -1.21 -1.23 1.21 1.15 -1.03 -1.07 -1.07 -1.14 1.40 1.08 2.16 1.79
SPIRE1 spire homolog 1 (Drosophil chr18p11.21  transport --- 1.13 1.11 -1.05 -1.10 1.07 1.08 1.07 1.12 -1.48 -1.43 -1.17 -1.50
SPIRE2 spire homolog 2 (Drosophil chr16q24  transport --- -1.19 -1.06 -1.04 1.08 -1.35 -1.19 -1.10 1.07 -2.09 -1.17 -5.69 -3.78
SPOCK3 sparc/osteonectin, cwcv andchr4q32.3  signal transduction --- 1.45 1.04 1.12 1.05 -1.10 -1.18 -1.45 -1.32 -2.44 -1.48 -1.82 -1.81
SPOPL speckle-type POZ protein-lichr2q22.1  protein ubiquitination --- 1.25 1.16 1.08 1.18 1.21 1.22 -1.12 1.09 -1.14 -1.00 1.68 1.52
SPP1 secreted phosphoprotein 1 chr4q22.1  osteoblast differentiation TGF_Beta_Signaling_Pathway // GenMAPP -1.18 -1.03 1.47 1.28 -7.37 1.01 -3.78 -1.45 22.28 13.30 1.05 -1.33
SPP1 secreted phosphoprotein 1 chr4q22.1  ossification TGF_Beta_Signaling_Pathway // GenMAPP 1.89 -1.33 4.38 5.00 -2.96 -1.47 2.90 2.99 18.52 9.93 -4.88 -3.61
SPPL2B signal peptide peptidase likechr19p13.3  proteolysis --- 1.01 -1.01 1.23 1.44 -1.40 -1.30 1.35 1.29 -1.46 -1.65 -1.88 -1.65
SPPL3 signal peptide peptidase likechr12q24.31  proteolysis --- 1.14 1.20 1.02 -1.15 -1.10 1.00 -1.11 -1.01 -1.88 -1.72 -1.56 -1.76
SPPL3 signal peptide peptidase likechr12q24.31  proteolysis --- 1.07 -1.18 1.12 -1.12 1.18 1.09 -1.07 -1.08 -1.74 -1.70 -1.24 -1.14
SPPL3 signal peptide peptidase likechr12q24.31  proteolysis --- -1.04 -1.01 1.08 -1.03 1.01 -1.00 -1.00 -1.05 -1.07 -1.13 1.19 1.19
SPRED1 sprouty-related, EVH1 dom chr15q14  inactivation of MAPK activity --- 1.20 1.14 1.11 -1.04 -1.05 1.14 -1.10 -1.03 -1.33 -1.33 -1.56 -2.06
SPRED1 sprouty-related, EVH1 dom chr15q14  inactivation of MAPK activity --- -1.27 -1.50 1.35 1.13 -1.18 -1.19 1.04 1.34 -1.02 -1.01 -1.19 -1.22
SPRED3 sprouty-related, EVH1 dom chr19q13  inactivation of MAPK activity --- -1.10 1.27 -1.38 1.17 -1.03 -1.18 -1.65 1.01 1.06 1.25 -1.67 1.21
SPRR2C small proline-rich protein 2Cchr1q21-q22  epidermis development --- -2.22 -1.00 -2.14 -2.42 -1.37 -1.02 -1.38 1.94 1.23 1.41 -1.55 -1.37
SPRR3 small proline-rich protein 3 chr1q21-q22  epidermis development --- 1.59 2.23 -3.32 -2.91 -1.28 -2.01 9.24 2.53 3.66 1.53 -1.04 2.39
SPRR4 small proline-rich protein 4 chr1q21.3  peptide cross-linking --- 1.93 3.28 -2.25 -1.11 -1.90 1.05 2.25 2.13 1.27 1.75 -1.03 2.27
SPRTN SprT-like N-terminal domaichr1q42.12-q43  DNA repair --- -1.00 1.07 -1.03 1.02 1.06 1.02 -1.33 -1.19 -1.34 -1.59 -1.24 -1.50
SPRY2 sprouty homolog 2 (Drosop chr13q31.1  epidermal growth factor receptor signalin--- 1.31 1.37 -1.03 -1.05 1.04 1.08 1.22 -1.07 1.38 1.21 1.50 1.12
SPRY4 sprouty homolog 4 (Drosop chr5q31.3  multicellular organismal development --- -1.22 -1.40 -2.08 -1.70 -1.89 -1.05 7.91 5.87 2.96 2.12 2.00 -1.39
SPRYD3 SPRY domain containing 3 chr12q13.13  phosphorylation --- -1.05 -1.05 1.02 -1.08 -1.23 -1.07 -1.05 1.28 1.53 1.48 1.32 1.74
SPRYD4 SPRY domain containing 4 chr12q13.3 0 --- 1.10 -1.00 1.02 1.06 1.00 1.04 1.07 -1.09 -1.75 -1.36 -1.36 -1.38
SPSB3 splA/ryanodine receptor domchr16p13.3  protein ubiquitination --- -1.27 -1.08 -1.07 -1.05 -1.03 -1.08 1.03 1.04 1.17 -1.05 1.32 1.30
SPSB3 splA/ryanodine receptor domchr16p13.3  protein ubiquitination --- -1.05 1.05 -1.27 1.10 -1.09 -1.11 1.13 -1.00 -1.41 -1.70 1.31 1.33
SPTAN1 spectrin, alpha, non-erythro chr9q34.11  apoptotic process --- -1.05 -1.11 1.03 1.23 1.01 -1.07 1.13 1.12 -1.17 -1.54 -1.24 -1.04
SPTAN1 spectrin, alpha, non-erythro chr9q34.11  apoptotic process --- 1.05 1.03 1.02 1.18 -1.02 -1.03 1.10 1.17 -1.21 -1.54 -1.27 -1.14
SPTAN1 spectrin, alpha, non-erythro chr9q34.11  apoptotic process --- 2.70 2.29 -1.69 -1.53 -1.18 -1.25 1.24 -1.36 -1.22 -1.22 4.00 5.88
SPTB spectrin, beta, erythrocytic chr14q23-q24.2  porphyrin-containing compound biosynth--- -1.22 -5.25 -1.19 1.09 -1.34 1.27 -1.05 -1.01 -1.00 1.46 -1.49 -1.39
SPTBN1 spectrin, beta, non-erythrocychr2p21  mitotic cytokinesis --- -1.06 -1.19 1.06 1.02 -1.16 -1.28 -1.33 -1.31 -1.62 -1.39 -1.45 -2.31
SPTBN1 spectrin, beta, non-erythrocychr2p21  mitotic cytokinesis --- -1.17 -1.08 1.12 1.09 1.13 1.09 1.00 -1.18 1.05 1.16 -1.64 -1.49
SPTBN1 spectrin, beta, non-erythrocychr2p21  mitotic cytokinesis --- -1.51 -1.59 1.12 1.06 1.02 -1.33 2.14 2.61 3.70 1.60 1.93 1.49
SPTBN1 spectrin, beta, non-erythrocychr2p21  mitotic cytokinesis --- -1.07 1.01 -1.14 -1.01 -1.08 -1.02 -1.03 -1.00 1.10 1.14 -1.05 -1.06
SPTLC1 serine palmitoyltransferase, chr9q22.2  lipid metabolic process --- -1.12 -1.09 1.06 -1.01 1.29 1.19 -1.04 -1.07 1.21 1.12 1.28 1.31
SPTLC1 serine palmitoyltransferase, chr9q22.2  lipid metabolic process --- 1.05 1.09 -1.14 1.01 -1.18 -1.11 1.00 -1.19 1.09 1.02 1.75 1.57
SPTLC2 serine palmitoyltransferase, chr14q24.3  lipid metabolic process --- -1.00 -1.06 1.08 -1.12 1.03 -1.09 1.16 -1.01 1.09 -1.39 1.37 1.23
SPTLC2 serine palmitoyltransferase, chr14q24.3  lipid metabolic process --- -1.02 -1.09 1.11 1.12 -1.04 -1.20 1.04 1.01 1.28 1.08 1.31 1.25
SPTY2D1 SPT2, Suppressor of Ty, do chr11p15.1 0 --- 1.02 -1.02 1.07 -1.18 1.10 1.22 -1.10 1.01 1.64 1.72 2.35 1.93
SPTY2D1 SPT2, Suppressor of Ty, do chr11p15.1 0 --- -1.02 -1.01 -1.05 -1.07 -1.06 -1.01 -1.18 1.05 1.18 1.34 1.50 1.58
SQLE squalene epoxidase chr8q24.1  cholesterol biosynthetic process Cholesterol_Biosynthesis // GenMAPP 1.02 1.13 -1.04 -1.10 -1.04 -1.08 -1.09 -1.10 1.58 1.54 2.42 2.23
SQLE squalene epoxidase chr8q24.1  cholesterol biosynthetic process Cholesterol_Biosynthesis // GenMAPP -1.07 -1.08 -1.38 -1.11 -1.37 1.27 1.06 -1.83 1.02 1.22 1.84 2.27
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SQLE squalene epoxidase chr8q24.1  cholesterol biosynthetic process Cholesterol_Biosynthesis // GenMAPP 1.34 1.31 1.08 -1.06 -1.15 -1.20 -1.13 -1.13 1.63 1.51 3.88 3.50
SQLE squalene epoxidase chr8q24.1  cholesterol biosynthetic process Cholesterol_Biosynthesis // GenMAPP -1.16 -1.12 -1.05 -1.26 1.11 1.01 -1.01 1.04 1.82 1.84 3.25 3.57
SQRDL sulfide quinone reductase-li chr15q15  sulfur amino acid metabolic process --- -1.06 -1.11 -1.06 -1.02 1.12 1.01 1.61 1.34 3.11 2.19 2.82 2.81
SQSTM1 sequestosome 1 chr5q35  positive regulation of protein phosphoryl --- -1.05 -1.04 1.08 -1.05 -1.03 1.07 1.10 1.03 -1.06 -1.32 -1.28 -1.86
SQSTM1 sequestosome 1 chr5q35  positive regulation of protein phosphoryl --- 1.05 -1.02 -1.06 1.04 -1.00 1.02 -1.18 -1.15 -1.05 -1.25 1.28 1.14
SRA1 steroid receptor RNA activachr5q31.3  transcription, DNA-dependent --- -1.02 -1.07 -1.11 1.01 -1.04 -1.01 1.02 1.08 1.56 1.60 1.50 1.68
SRA1 steroid receptor RNA activachr5q31.3  transcription, DNA-dependent --- -1.09 -1.12 -1.05 1.00 1.04 -1.03 1.11 1.04 2.09 1.70 1.62 1.78
SRBD1 S1 RNA binding domain 1 chr2p21  nucleobase-containing compound metabo--- 1.25 1.19 1.04 -1.10 -1.20 1.02 -1.42 -1.26 -1.46 -1.38 -1.57 -1.97
SRCIN1 SRC kinase signaling inhibichr17q12  exocytosis --- 1.68 -1.24 -1.02 -1.36 -2.40 -1.97 -1.29 -6.72 -1.03 -2.56 4.46 4.41
SRD5A1 steroid-5-alpha-reductase, a chr5p15  urogenital system development --- 1.01 1.04 -1.16 -1.16 -1.14 -1.11 -1.23 -1.11 -1.72 -1.49 -1.33 -1.51
SRD5A1 steroid-5-alpha-reductase, a chr5p15  urogenital system development --- 1.27 1.07 -1.08 -1.12 -1.14 -1.02 -1.01 -1.09 -1.58 -1.33 -1.60 -1.51
SRD5A1 steroid-5-alpha-reductase, a chr5p15  urogenital system development --- 1.07 1.07 -1.10 -1.09 -1.10 1.06 -1.15 -1.11 -1.40 -1.12 -1.40 -1.46
SRD5A2 steroid-5-alpha-reductase, a chr2p23  lipid metabolic process --- -1.24 -1.69 1.55 2.78 1.13 1.25 -1.17 1.01 2.46 1.52 1.61 -1.09
SRD5A3 steroid 5 alpha-reductase 3 chr4q12  protein glycosylation --- 1.00 -1.05 1.27 1.23 -1.10 1.13 -1.24 -1.20 -1.52 -1.01 -2.19 -1.99
SREBF1 sterol regulatory element binchr17p11.2  negative regulation of transcription from --- 1.12 -1.04 -1.06 1.20 -1.02 1.00 1.07 1.12 -1.75 -1.88 -1.90 -1.84
SREBF1 sterol regulatory element binchr17p11.2  negative regulation of transcription from --- 1.30 1.31 -1.01 -1.40 -1.09 -1.06 -1.23 -1.02 -2.98 -4.03 -3.55 -7.59
SREBF2 sterol regulatory element binchr22q13  negative regulation of transcription from --- 1.06 -1.05 1.03 1.13 1.01 1.06 -1.09 -1.07 1.20 1.33 1.18 1.57
SREBF2 sterol regulatory element binchr22q13  negative regulation of transcription from --- -1.03 -1.13 1.04 -1.09 1.03 -1.11 1.06 1.09 1.33 1.27 1.29 1.44
SREK1 splicing regulatory glutaminchr5q12.3  mRNA processing mRNA_processing_Reactome // GenMAPP 1.07 1.09 1.08 1.07 -1.07 1.07 -1.27 -1.10 -1.85 -1.42 -1.37 -1.40
SREK1 splicing regulatory glutaminchr5q12.3  mRNA processing mRNA_processing_Reactome // GenMAPP 1.68 1.61 -1.00 -1.12 -1.07 1.15 1.06 -1.07 -1.89 -1.65 -2.26 -2.23
SREK1IP1 SREK1-interacting protein chr5q12.3  mRNA processing --- 1.10 1.12 -1.04 -1.00 -1.11 -1.08 -1.01 1.15 1.27 1.10 1.11 1.01
SREK1IP1 SREK1-interacting protein chr5q12.3  mRNA processing --- 1.18 1.09 -1.14 -1.11 -1.17 -1.04 -1.21 -1.05 -1.20 -1.19 -1.50 -1.51
SRF serum response factor (c-foschr6p21.1  patterning of blood vessels --- -1.04 -1.07 -1.11 -1.19 -1.06 -1.11 1.24 1.01 -1.09 1.11 1.28 1.26
SRGAP1 SLIT-ROBO Rho GTPase achr12q14.2  fucose metabolic process --- 1.00 1.16 1.15 1.10 1.02 1.22 1.21 1.06 -1.01 -1.26 1.47 1.15
SRGAP1 SLIT-ROBO Rho GTPase achr12q14.2  fucose metabolic process --- 1.09 -1.10 1.05 -1.48 -1.27 -1.03 2.07 1.69 1.24 -1.04 1.59 1.51
SRGAP2 /// S SLIT-ROBO Rho GTPase achr1q32.1  lamellipodium assembly involved in ame--- 1.20 -1.02 1.21 1.32 1.37 1.04 1.19 1.16 1.62 1.72 2.13 1.93
SRGAP2 /// S SLIT-ROBO Rho GTPase achr1q32.1  lamellipodium assembly involved in ame--- -1.03 1.07 1.09 1.08 1.20 -1.02 1.07 -1.13 -1.21 -1.50 -1.30 -1.24
SRGN serglycin chr10q22.1  platelet degranulation --- -1.00 1.11 1.05 -1.12 -1.66 1.16 1.20 -1.27 1.23 1.28 1.39 1.27
SRI sorcin chr7q21.1  regulation of action potential --- 1.07 1.05 1.11 1.11 1.16 1.04 -1.14 -1.14 -1.58 -1.44 -2.00 -1.91
SRMP1 /// SRspermidine synthase pseudo--- 0 --- 1.96 4.62 1.79 3.83 1.05 -1.31 -1.12 -2.28 1.01 1.26 7.90 6.71
SRP14 signal recognition particle 1chr15q22  translation --- -1.04 1.02 -1.04 -1.01 -1.08 -1.03 1.05 -1.02 1.14 1.11 -1.06 -1.03
SRP19 signal recognition particle 1chr5q21-q22  translation --- 1.02 1.07 -1.02 -1.02 -1.03 -1.00 -1.07 1.01 1.03 -1.01 1.27 1.15
SRP54 signal recognition particle 5chr14q13.2  GTP catabolic process --- 1.15 1.16 -1.01 -1.13 -1.04 1.02 -1.16 -1.07 1.07 1.18 1.46 1.34
SRP68 signal recognition particle 6chr17q25.1  translation --- -1.03 -1.03 1.00 1.02 1.05 1.01 1.09 1.06 1.35 1.27 1.24 1.28
SRP72 signal recognition particle 7chr4q11  translation --- 1.02 -1.04 -1.02 -1.06 -1.13 1.03 1.02 1.05 -1.03 1.24 1.27 1.30
SRP72 signal recognition particle 7chr4q11  translation --- 1.03 1.01 1.00 1.07 -1.00 1.02 1.11 -1.03 1.14 1.10 1.14 1.15
SRP72 signal recognition particle 7chr4q11  translation --- -1.21 -1.16 1.03 1.12 1.23 1.09 1.39 1.20 1.63 1.45 2.03 2.15
SRP72 signal recognition particle 7chr4q11  translation --- -1.02 -1.01 1.03 -1.06 1.03 -1.02 1.11 1.02 1.33 1.16 1.31 1.26
SRPK1 SRSF protein kinase 1 chr6p21.31  mRNA processing mRNA_processing_Reactome // GenMAPP 1.08 1.09 -1.13 -1.10 -1.16 1.02 -1.08 -1.07 -1.20 -1.01 -1.16 -1.25
SRPK2 SRSF protein kinase 2 chr7q22-q31.1  spliceosomal complex assembly mRNA_processing_Reactome // GenMAPP -1.16 1.10 -1.10 1.16 -1.06 1.19 1.08 -1.02 1.29 1.15 1.34 1.05
SRPK2 SRSF protein kinase 2 chr7q22-q31.1  spliceosomal complex assembly mRNA_processing_Reactome // GenMAPP -1.12 -1.15 -1.00 -1.14 1.10 -1.07 1.22 1.04 1.25 1.17 1.21 1.39
SRPK2 SRSF protein kinase 2 chr7q22-q31.1  spliceosomal complex assembly mRNA_processing_Reactome // GenMAPP 1.12 -1.14 1.06 1.22 -1.05 -1.05 -1.23 -1.15 1.78 1.52 1.16 1.29
SRPK2 SRSF protein kinase 2 chr7q22-q31.1  spliceosomal complex assembly mRNA_processing_Reactome // GenMAPP 1.14 1.12 1.08 -1.08 -1.14 1.06 -1.05 1.17 -1.01 1.18 1.46 1.34
SRPR signal recognition particle r chr11q24.2  GTP catabolic process --- 1.23 -1.07 1.08 -1.12 -1.02 1.02 2.08 1.19 1.52 1.48 1.97 1.34
SRPR signal recognition particle r chr11q24.2  GTP catabolic process --- -1.04 -1.04 -1.04 -1.00 1.03 1.05 1.03 -1.02 1.53 1.53 1.45 1.58
SRPRB signal recognition particle r chr3q22.1  translation --- -1.02 1.03 -1.09 1.01 -1.07 -1.06 -1.04 -1.03 1.01 1.01 1.07 1.17
SRPRB signal recognition particle r chr3q22.1  translation --- -1.05 -1.03 1.12 -1.02 1.06 -1.09 1.10 -1.01 1.55 1.25 1.62 1.63
SRPX2 sushi-repeat containing protchrXq21.33-q23  angiogenesis --- 1.26 1.33 1.04 1.12 1.00 -1.50 1.20 1.23 1.07 -1.18 -2.55 -1.84
SRR serine racemase chr17p13  cellular amino acid metabolic process --- -1.03 -1.07 -1.04 -1.04 -1.04 1.01 1.02 1.05 1.14 1.35 1.41 1.61
SRR serine racemase chr17p13  L-serine metabolic process --- -1.05 1.03 -1.01 -1.06 -1.08 1.01 1.08 1.05 1.06 1.02 1.61 1.58
SRRD SRR1 domain containing chr22q12.1  rhythmic process --- 1.02 -1.07 -1.02 1.12 1.09 1.02 1.02 1.20 1.07 -1.04 1.22 1.45
SRRM1 serine/arginine repetitive machr1p36.11  RNA splicing, via transesterification reacmRNA_processing_Reactome // GenMAPP 1.10 1.14 -1.07 -1.12 -1.14 -1.02 -1.17 -1.13 -1.01 -1.01 -1.25 -1.56
SRRM2 serine/arginine repetitive machr16p13.3  mRNA splicing, via spliceosome --- -1.03 -1.15 1.12 1.07 1.19 1.14 1.07 -1.04 1.17 1.01 1.85 1.68
SRRM4 serine/arginine repetitive machr12q24.23  mRNA processing --- 2.57 2.60 7.91 4.82 -1.59 1.60 1.39 1.96 -38.00 -18.53 -4.31 -14.94
SRRM4 serine/arginine repetitive machr12q24.23  mRNA processing --- -1.11 -1.32 1.32 -1.10 1.00 1.41 -1.09 1.02 -1.56 -1.41 -2.20 -1.89
SRRT serrate RNA effector molec chr7q21  transcription, DNA-dependent --- -1.12 -1.01 1.21 -1.06 1.05 -1.18 -1.24 -1.26 -1.75 -1.80 -1.20 -1.13
SRRT serrate RNA effector molec chr7q21  transcription, DNA-dependent --- -1.09 -1.08 -1.02 1.03 -1.04 -1.06 -1.08 1.03 -1.16 -1.40 -1.17 -1.16
SRRT serrate RNA effector molec chr7q21  transcription, DNA-dependent --- -1.00 1.07 1.14 -1.17 1.12 -1.04 -1.11 -1.11 -1.38 -1.51 -1.25 -1.63
SRRT serrate RNA effector molec chr7q21  transcription, DNA-dependent --- -1.05 -1.05 -1.02 1.04 -1.03 -1.05 -1.08 1.12 -1.22 -1.38 -1.27 -1.22
SRSF1 serine/arginine-rich splicingchr17q22  mRNA 5'-splice site recognition --- -1.20 -1.20 1.28 -1.20 -1.23 1.13 -1.37 -1.27 -1.39 -1.91 -2.25 -4.54
SRSF1 serine/arginine-rich splicingchr17q22  mRNA 5'-splice site recognition --- -1.07 1.00 -1.05 -1.02 1.02 -1.05 1.10 1.02 1.13 -1.16 -1.05 -1.10
SRSF1 serine/arginine-rich splicingchr17q22  mRNA 5'-splice site recognition --- -1.07 -1.03 -1.09 -1.07 -1.10 -1.01 -1.16 -1.12 -1.70 -1.60 -1.50 -1.62
SRSF1 serine/arginine-rich splicingchr17q22  mRNA 5'-splice site recognition --- 1.09 1.19 1.04 -1.03 -1.01 1.05 -1.42 -1.17 -2.27 -2.85 -2.33 -2.76
SRSF11 serine/arginine-rich splicingchr1p31  mRNA splicing, via spliceosome --- -1.63 -2.38 1.25 1.38 -1.12 1.62 1.84 -1.40 3.01 2.29 1.98 2.44
SRSF11 serine/arginine-rich splicingchr1p31  mRNA splicing, via spliceosome --- 1.06 1.04 1.01 1.10 1.03 1.26 -1.01 -1.09 -1.89 -1.69 -2.27 -2.46
SRSF11 serine/arginine-rich splicingchr1p31  mRNA splicing, via spliceosome --- 1.30 1.20 -1.00 1.18 -1.14 1.20 -1.79 -1.40 1.02 1.28 1.02 1.08
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SRSF12 serine/arginine-rich splicingchr6q15  assembly of spliceosomal tri-snRNP --- 2.18 2.26 1.50 2.90 -2.17 -2.13 1.12 5.36 1.92 4.08 2.73 4.92
SRSF3 serine/arginine-rich splicingchr6p21  mRNA splicing, via spliceosome --- -1.06 -1.01 1.01 -1.05 1.01 -1.02 -1.13 -1.10 -1.37 -1.53 -1.27 -1.55
SRSF3 serine/arginine-rich splicingchr6p21  mRNA splicing, via spliceosome --- -1.00 1.08 -1.07 -1.07 -1.07 -1.08 -1.07 -1.10 -1.14 -1.30 -1.19 -1.41
SRSF3 serine/arginine-rich splicingchr6p21  mRNA splicing, via spliceosome --- 1.66 1.44 -1.03 -1.18 1.10 1.02 -1.19 -1.64 -2.55 -1.36 -1.26 -1.52
SRSF3 serine/arginine-rich splicingchr6p21  mRNA splicing, via spliceosome --- -1.09 -1.14 -1.01 -1.04 1.08 -1.02 -1.54 -1.08 -1.96 -2.03 -1.76 -1.83
SRSF3 serine/arginine-rich splicingchr6p21  mRNA splicing, via spliceosome --- 1.03 1.02 -1.07 -1.04 -1.01 1.07 -1.26 -1.14 -2.31 -2.00 -2.08 -2.32
SRSF4 serine/arginine-rich splicingchr1p35.3  RNA splicing, via transesterification reacmRNA_processing_Reactome // GenMAPP 1.22 1.09 1.07 1.06 1.29 1.26 -1.25 -1.22 -2.02 -1.96 -1.99 -1.44
SRSF5 serine/arginine-rich splicingchr14q24  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.02 1.03 -1.05 -1.01 1.06 -1.01 1.09 1.04 -1.27 -1.30 -1.44 -1.29
SRSF5 serine/arginine-rich splicingchr14q24  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.07 1.06 1.04 1.08 1.23 1.07 1.20 -1.01 -1.10 -1.29 -1.41 -1.34
SRSF6 serine/arginine-rich splicingchr20q12-q13.1  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.02 1.01 -1.00 1.02 1.03 1.04 -1.37 -1.23 -1.42 -1.63 -1.52 -1.52
SRSF7 serine/arginine-rich splicingchr2p22.1  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.05 -1.02 -1.01 -1.01 1.07 -1.10 -1.05 -1.07 1.34 1.13 -1.04 1.04
SRSF7 serine/arginine-rich splicingchr2p22.1  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.14 -1.13 1.31 1.13 1.16 1.16 1.30 1.05 -1.68 -1.84 -1.16 -1.18
SRSF7 serine/arginine-rich splicingchr2p22.1  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.02 -1.00 -1.03 1.02 1.05 1.03 -1.22 -1.19 -1.35 -1.18 -1.62 -1.55
SRSF8 serine/arginine-rich splicingchr11q22  mRNA processing --- -1.09 -1.25 1.01 -1.14 1.03 1.08 -1.49 -1.14 -3.49 -2.99 -3.28 -2.67
SRSF8 serine/arginine-rich splicingchr11q22  mRNA processing --- 1.44 1.34 1.04 -1.20 1.03 1.14 -1.31 -1.09 -1.80 -1.84 -1.44 -1.78
SRSF8 serine/arginine-rich splicingchr11q22  mRNA processing --- 1.18 1.25 1.01 -1.14 -1.09 1.01 -1.32 -1.06 -1.84 -1.80 -1.66 -1.92
SRSF8 serine/arginine-rich splicingchr11q22  mRNA processing --- 1.28 1.15 1.05 -1.05 1.09 1.01 -1.31 -1.20 -3.13 -3.45 -3.13 -3.56
SRXN1 sulfiredoxin 1 chr20p13  response to oxidative stress --- 1.08 1.05 1.04 1.09 1.16 1.13 -1.07 -1.14 1.41 1.27 1.35 1.37
SS18 synovial sarcoma translocat chr18q11.2  microtubule cytoskeleton organization --- 1.01 -1.07 1.04 -1.01 1.01 1.07 1.13 1.18 -1.74 -1.91 -1.56 -1.80
SS18 synovial sarcoma translocat chr18q11.2  microtubule cytoskeleton organization --- -1.46 -1.38 -1.02 1.09 -1.05 -1.14 -1.10 1.06 -1.43 -1.34 1.18 1.02
SS18L1 synovial sarcoma translocat chr20q13.3  transcription, DNA-dependent --- 1.13 1.17 -1.05 -1.10 -1.06 -1.02 -1.19 -1.17 -1.41 -1.47 -1.12 -1.30
SS18L2 synovial sarcoma translocat chr3p21 0 --- -1.04 -1.07 -1.02 -1.11 1.02 1.00 -1.15 -1.16 1.00 -1.03 -1.08 -1.12
SSB Sjogren syndrome antigen Bchr2q31.1  RNA processing --- -1.10 -1.08 -1.02 1.06 -1.02 -1.06 1.02 1.06 1.24 1.03 -1.12 -1.07
SSB Sjogren syndrome antigen Bchr2q31.1  RNA processing --- -1.00 -1.02 1.00 1.08 1.05 1.03 1.04 1.08 1.11 -1.07 -1.11 -1.13
SSBP1 single-stranded DNA bindinchr7q34  DNA replication --- -1.02 1.01 -1.02 1.05 -1.04 -1.04 1.06 1.03 -1.00 -1.01 -1.60 -1.43
SSBP1 single-stranded DNA bindinchr7q34  DNA replication --- 1.08 -1.19 -1.17 -1.02 -1.94 -1.13 -1.01 1.60 -1.04 -1.05 -1.55 -1.72
SSBP1 single-stranded DNA bindinchr7q34  DNA replication --- 1.05 -1.87 1.09 -1.20 1.92 1.98 1.50 1.25 2.23 2.50 2.14 2.73
SSBP2 single-stranded DNA bindinchr5q14.1  regulation of transcription, DNA-depende--- 1.12 1.11 -1.11 -1.04 -1.22 -1.13 -1.32 -1.09 -1.81 -1.24 -1.71 -1.51
SSBP2 single-stranded DNA bindinchr5q14.1  regulation of transcription, DNA-depende--- 1.20 1.07 -1.10 -1.49 -1.32 1.15 -1.82 -1.09 -1.33 -1.04 -2.31 -2.07
SSBP2 single-stranded DNA bindinchr5q14.1  regulation of transcription, DNA-depende--- 1.22 -1.08 -1.05 -1.34 1.19 1.57 -1.69 -1.29 -2.91 -1.68 -3.56 -3.84
SSBP2 single-stranded DNA bindinchr5q14.1  regulation of transcription, DNA-depende--- 1.08 1.20 1.13 1.04 1.38 1.18 -1.08 -1.08 -1.87 -1.51 -1.73 -1.60
SSBP3 single stranded DNA bindinchr1p32.3  transcription, DNA-dependent --- -1.01 -1.02 1.07 1.03 1.16 1.06 1.01 -1.11 -1.10 1.04 -1.31 -1.15
SSBP3 single stranded DNA bindinchr1p32.3  transcription, DNA-dependent --- -1.02 -1.00 -1.04 -1.00 -1.06 -1.10 -1.16 -1.11 -1.81 -1.31 -2.13 -2.01
SSBP3 single stranded DNA bindinchr1p32.3  transcription, DNA-dependent --- -1.03 1.02 1.10 1.09 1.13 1.08 1.12 -1.03 -1.24 1.06 -1.26 -1.21
SSBP4 single stranded DNA bindinchr19p13.1 0 --- 1.12 1.09 1.09 1.35 -1.29 -1.33 1.19 1.11 1.01 -1.17 -1.39 -1.21
SSBP4 single stranded DNA bindinchr19p13.1 0 --- 1.32 1.11 1.07 1.25 -1.12 -1.04 1.09 1.06 1.15 1.01 -1.41 -1.19
SSFA2 sperm specific antigen 2 chr2q31.3 0 --- 1.02 1.02 -1.04 1.02 1.02 1.01 1.11 -1.00 1.40 1.21 -1.07 -1.43
SSH1 slingshot protein phosphataschr12q24.11  cell morphogenesis --- -1.26 -1.27 -1.40 -1.21 1.21 1.18 1.62 1.13 3.02 3.18 2.73 2.22
SSH1 slingshot protein phosphataschr12q24.11  cell morphogenesis --- 1.01 1.15 1.18 1.06 1.01 1.09 1.40 -1.03 1.32 1.33 1.75 1.69
SSH2 slingshot protein phosphataschr17q11.2  protein dephosphorylation --- 1.82 1.38 1.11 1.14 -1.50 1.11 -1.45 1.12 1.35 1.15 1.26 1.92
SSH2 slingshot protein phosphataschr17q11.2  protein dephosphorylation --- 1.02 -1.09 -1.15 1.23 -1.23 -1.09 1.24 -1.01 1.22 1.10 1.66 2.48
SSH2 slingshot protein phosphataschr17q11.2  protein dephosphorylation --- 2.09 1.06 -2.28 1.11 -1.09 -1.78 -1.30 1.71 -1.64 1.39 5.11 3.35
SSPN sarcospan chr12p11.2  muscle contraction --- 1.35 -1.97 -1.33 -3.92 1.57 -1.50 -1.22 1.07 1.90 2.01 1.32 -1.12
SSPN sarcospan chr12p11.2  muscle contraction --- -1.07 1.47 2.17 -2.05 1.64 1.99 -2.33 -2.47 5.52 5.42 1.47 -1.45
SSR1 signal sequence receptor, alpchr6p24.3  translation --- 1.05 1.03 1.04 -1.01 1.01 1.06 -1.19 -1.20 1.22 1.37 1.42 1.69
SSR1 signal sequence receptor, alpchr6p24.3  translation --- -1.03 1.10 -1.03 -1.01 -1.13 1.17 -1.24 -1.04 -1.08 1.22 1.39 1.57
SSR1 signal sequence receptor, alpchr6p24.3  translation --- -1.03 1.02 1.07 -1.02 1.08 1.06 -1.03 -1.07 1.69 1.69 2.00 1.86
SSR1 signal sequence receptor, alpchr6p24.3  translation --- 1.08 1.11 -1.01 -1.06 -1.06 -1.04 -1.09 -1.10 1.14 1.28 1.81 1.66
SSR2 signal sequence receptor, bechr1q21-q23  translation --- -1.06 -1.01 -1.03 1.01 -1.02 -1.10 1.12 1.07 1.60 1.18 1.31 1.30
SSR3 signal sequence receptor, gachr3q25.31  translation --- 1.14 1.11 1.00 -1.08 -1.03 1.05 -1.13 -1.15 1.38 1.35 1.67 1.50
SSR3 signal sequence receptor, gachr3q25.31  translation --- 1.00 -1.11 -1.08 1.11 1.01 -1.05 -1.14 -1.07 1.25 1.22 1.28 1.49
SSR3 signal sequence receptor, gachr3q25.31  translation --- -1.06 -1.02 1.07 1.03 1.05 -1.02 1.18 -1.04 1.34 1.25 1.52 1.58
SSR4P1 signal sequence receptor, dechr21q22.3 0 --- -1.35 -1.68 1.14 -1.02 1.04 -1.07 1.30 -1.04 -3.17 -2.87 -3.02 -2.85
SSRP1 structure specific recognitiochr11q12  DNA replication --- -1.08 -1.09 1.04 1.11 -1.10 -1.03 -1.05 1.05 1.05 1.11 -1.30 -1.15
SSSCA1 Sjogren syndrome/scleroderchr11q13.1  protein depalmitoylation --- -1.06 -1.08 -1.08 -1.00 -1.09 -1.05 1.21 1.16 1.54 1.37 1.33 1.17
SSTR1 somatostatin receptor 1 chr14q13  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM 1.10 1.06 -1.02 -1.12 -1.05 1.07 -1.31 -1.17 1.22 1.24 2.29 1.83
SSTR2 somatostatin receptor 2 chr17q24  regulation of muscle contraction GPCRDB_Class_A_Rhodopsin-like // GenM 1.72 -1.06 -4.62 -1.91 2.15 -1.23 1.43 -1.56 -2.35 -1.75 -1.60 1.38
SSTR4 somatostatin receptor 4 chr20p11.2  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM 1.37 1.21 1.34 1.41 -1.20 -1.12 3.12 1.94 1.28 1.07 2.29 1.13
SSU72 SSU72 RNA polymerase II chr1p36.33  mRNA polyadenylation --- -1.12 -1.13 -1.02 1.12 1.32 1.14 1.21 -1.05 1.41 1.06 1.32 1.47
SSU72 SSU72 RNA polymerase II chr1p36.33  mRNA polyadenylation --- 1.08 -1.03 1.16 1.14 1.08 1.07 1.13 1.26 -1.80 -2.21 -3.16 -2.40
SSX2 synovial sarcoma, X breakpchrXp11.22  transcription, DNA-dependent --- -4.74 -1.30 -1.06 -1.86 -1.19 1.04 1.22 -1.36 -1.05 -1.29 -1.01 -2.43
SSX2 /// SSX2synovial sarcoma, X breakpchrXp11.22  microtubule cytoskeleton organization --- 1.24 -1.08 1.33 1.71 -3.98 1.00 -1.69 1.24 -1.26 -1.92 -1.12 1.10
SSX2IP synovial sarcoma, X breakpchr1p22.3  cell adhesion --- 1.10 1.40 1.20 -1.16 1.10 1.06 1.24 -1.05 1.21 1.08 1.11 -1.04
SSX2IP synovial sarcoma, X breakpchr1p22.3  cell adhesion --- -1.05 -1.03 -1.00 -1.05 1.03 1.03 -1.18 -1.01 -1.48 -1.22 -1.38 -1.40
SSX2IP synovial sarcoma, X breakpchr1p22.3  cell adhesion --- -1.01 1.07 1.06 1.08 1.02 1.13 -1.17 -1.06 -1.34 -1.25 -1.50 -1.68
SSX2IP synovial sarcoma, X breakpchr1p22.3  cell adhesion --- 1.04 1.03 1.02 1.09 1.28 1.09 -1.19 -1.19 -1.10 -1.00 -1.59 -1.55
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SSX4 /// SSX4synovial sarcoma, X breakpchrXp11.23  transcription, DNA-dependent --- -1.65 -1.40 -2.49 1.81 -1.84 -5.63 1.06 3.41 -1.50 -2.04 4.62 3.70
ST13 suppression of tumorigenicichr22q13.2  protein folding --- 1.09 1.12 -1.07 -1.06 -1.06 -1.01 -1.15 -1.20 -1.38 -1.19 -1.34 -1.51
ST13 suppression of tumorigenicichr22q13.2  protein folding --- -1.02 1.05 -1.03 -1.05 -1.06 -1.04 -1.15 -1.04 -1.19 1.00 -1.26 -1.27
ST14 suppression of tumorigenicichr11q24-q25  proteolysis --- 1.05 -1.12 1.03 1.33 -1.07 1.08 1.53 1.34 1.13 1.62 1.12 1.46
ST18 suppression of tumorigenicichr8q11.23  negative regulation of transcription from --- 1.39 1.22 -1.42 -1.45 -1.55 -1.26 -1.52 -1.05 -1.81 -1.28 -3.70 -3.61
ST20 suppressor of tumorigenicitychr15q25.1  regulation of apoptotic process --- 1.30 1.62 1.41 1.08 -1.04 1.13 -1.22 -1.38 -3.38 -2.53 -1.42 -1.43
ST3GAL1 ST3 beta-galactoside alpha-chr8q24.22  carbohydrate metabolic process --- -1.18 1.00 -1.02 -1.15 1.01 1.01 1.12 1.01 1.44 1.40 1.82 1.55
ST3GAL1 ST3 beta-galactoside alpha-chr8q24.22  carbohydrate metabolic process --- 1.11 1.40 1.20 1.13 1.10 1.19 1.76 1.37 1.60 1.41 2.48 1.76
ST3GAL1 ST3 beta-galactoside alpha-chr8q24.22  carbohydrate metabolic process --- -1.15 -1.25 1.08 -1.01 1.04 1.00 1.12 1.07 1.86 1.58 1.30 1.22
ST3GAL3 ST3 beta-galactoside alpha-chr1p34.1  carbohydrate metabolic process --- -1.06 -1.13 1.03 1.15 1.08 1.08 1.04 -1.00 1.10 1.14 1.10 1.27
ST3GAL3 ST3 beta-galactoside alpha-chr1p34.1  carbohydrate metabolic process --- -1.08 -1.24 -1.31 -1.45 1.01 1.16 1.22 1.27 1.11 -1.01 1.02 1.20
ST3GAL4 ST3 beta-galactoside alpha-chr11q24.2  carbohydrate metabolic process --- 1.03 -1.08 1.12 1.21 1.06 1.07 1.27 1.24 1.86 1.40 1.37 1.31
ST3GAL4-ASST3GAL4 antisense RNA 1chr11q24.2 0 --- -1.18 -1.04 -1.11 -1.02 1.41 -1.12 1.58 1.43 1.95 1.51 1.54 1.57
ST3GAL5 ST3 beta-galactoside alpha-chr2p11.2  ganglioside biosynthetic process --- 1.38 1.27 1.07 1.08 1.21 1.07 1.16 1.09 1.25 1.09 -1.33 -1.80
ST3GAL6 ST3 beta-galactoside alpha-chr3q12.1  carbohydrate metabolic process --- -1.03 -1.08 1.01 -1.27 1.12 1.08 1.21 1.18 3.30 2.55 2.59 2.23
ST3GAL6 ST3 beta-galactoside alpha-chr3q12.1  carbohydrate metabolic process --- -1.27 -1.25 1.23 1.16 -1.05 1.06 1.04 1.17 -2.03 -1.76 -1.38 -1.46
ST6GAL1 ST6 beta-galactosamide alp chr3q27-q28  cellular protein modification process --- 1.70 1.38 -2.85 -2.57 -2.91 -1.96 1.03 1.76 -2.58 -2.04 -1.32 -1.81
ST6GAL1 ST6 beta-galactosamide alp chr3q27-q28  cellular protein modification process --- 1.04 1.02 1.08 1.04 1.14 1.06 -1.12 -1.12 -1.35 -1.20 -1.26 -1.23
ST6GALNACST6 (alpha-N-acetyl-neuramchr17q25.1  protein glycosylation --- -1.02 -1.12 1.02 1.08 1.21 1.34 -1.24 -1.28 -1.56 -1.06 1.23 1.19
ST6GALNACST6 (alpha-N-acetyl-neuramchr9q34  protein glycosylation --- -1.27 -1.09 -1.16 -1.03 1.37 1.10 1.27 1.29 1.14 1.09 1.11 1.16
ST6GALNACST6 (alpha-N-acetyl-neuramchr9q34  protein glycosylation --- -1.08 -1.13 1.09 -1.05 1.19 -1.00 1.05 -1.28 1.17 1.15 1.11 -1.02
ST6GALNACST6 (alpha-N-acetyl-neuramchr9q34  protein glycosylation --- -1.17 -1.64 -1.17 -1.33 -1.09 1.02 1.20 -1.15 1.50 1.46 -1.05 1.18
ST6GALNACST6 (alpha-N-acetyl-neuramchr1p31.1  protein glycosylation --- -1.41 -1.09 1.19 -2.36 -1.84 -1.21 1.69 2.51 1.46 -1.01 -1.82 -2.79
ST6GALNACST6 (alpha-N-acetyl-neuramchr9q34.11  ganglioside biosynthetic process --- -1.10 -1.22 1.07 -1.01 -1.12 -1.18 -1.06 1.06 -1.33 -1.27 -1.27 -1.29
ST7 /// ST7-Osuppression of tumorigenicichr7q31.2 /// chr7q30 --- -1.11 -1.04 1.11 1.30 -1.09 1.00 1.06 -1.08 -1.39 -1.32 -1.46 -1.29
ST7-AS1 ST7 antisense RNA 1 chr7q31.2 0 --- 1.14 1.16 1.02 -1.05 -1.37 -1.01 -1.14 -1.02 -1.33 -1.39 -2.37 -2.22
ST7L suppression of tumorigenicichr1p13.2  negative regulation of cell growth --- -1.05 -1.18 1.11 1.31 -1.01 -1.16 1.28 1.13 -2.20 -2.45 -1.48 -1.55
ST7L suppression of tumorigenicichr1p13.2  negative regulation of cell growth --- -1.10 -1.09 1.01 1.24 -1.05 -1.13 1.33 1.35 1.76 1.59 1.76 1.84
ST7L suppression of tumorigenicichr1p13.2  negative regulation of cell growth --- -1.16 -1.16 1.07 -1.01 1.09 1.21 -1.04 -1.04 -2.27 -2.72 -1.56 -1.70
ST7L suppression of tumorigenicichr1p13.2  negative regulation of cell growth --- -1.13 -1.18 1.07 1.12 1.65 1.22 -1.05 1.03 -3.18 -2.31 -1.99 -2.00
ST7L suppression of tumorigenicichr1p13.2  negative regulation of cell growth --- 1.17 1.30 1.00 1.13 -1.10 -1.02 1.17 1.29 -2.55 -1.67 -2.08 -1.71
ST8SIA3 ST8 alpha-N-acetyl-neuramchr18q21.31  ganglioside biosynthetic process --- 5.59 9.46 1.27 1.98 -5.22 -3.87 -1.01 1.10 -1.02 1.09 -5.06 1.08
ST8SIA4 ST8 alpha-N-acetyl-neuramchr5q21  ganglioside biosynthetic process --- 1.07 -1.01 -1.03 1.05 -1.02 1.44 -1.44 -1.12 -3.18 -2.23 -2.95 -3.25
ST8SIA4 ST8 alpha-N-acetyl-neuramchr5q21  ganglioside biosynthetic process --- 1.10 1.04 1.06 1.20 -1.07 1.03 -1.25 -1.15 -1.86 -1.51 -2.02 -1.80
ST8SIA4 ST8 alpha-N-acetyl-neuramchr5q21  ganglioside biosynthetic process --- 1.33 1.24 1.07 -1.05 -1.08 -1.03 -1.54 -1.17 -2.81 -2.10 -2.35 -3.57
STAC SH3 and cysteine rich domachr3p22.3  signal transduction --- -1.09 -1.10 1.01 1.02 -1.06 -1.06 1.02 1.12 1.14 1.34 1.10 1.39
STAC2 SH3 and cysteine rich domachr17q12  intracellular signal transduction --- -1.19 -1.14 1.04 1.12 1.10 1.33 1.44 1.02 1.76 1.79 -1.13 1.10
STAG1 stromal antigen 1 chr3q22.3  M phase of mitotic cell cycle --- 1.06 1.07 1.08 1.13 1.07 1.03 1.08 -1.06 -1.41 -1.63 -1.30 -1.23
STAG1 stromal antigen 1 chr3q22.3  M phase of mitotic cell cycle --- -1.02 1.01 1.04 -1.02 1.06 1.03 -1.09 -1.18 -2.00 -2.00 -1.88 -1.88
STAG3L1 /// stromal antigen 3-like 1 /// schr7q11.23 0 --- 1.03 -1.13 -1.17 1.07 -1.03 1.19 1.04 1.09 -2.27 -2.95 -1.83 -2.07
STAG3L4 stromal antigen 3-like 4 chr7p11.2-q11.2 0 --- -1.23 -1.14 -1.01 -1.03 1.08 -1.03 1.15 1.14 1.16 1.12 1.06 1.20
STAM2 signal transducing adaptor mchr2q23.3  transport --- 1.11 1.02 1.18 -1.02 -1.48 -1.34 -1.07 -1.24 -1.46 -1.83 -1.47 -2.21
STAM2 signal transducing adaptor mchr2q23.3  transport --- 1.07 1.05 -1.10 -1.10 -1.01 -1.07 1.06 1.01 1.60 1.59 1.32 1.55
STAM2 signal transducing adaptor mchr2q23.3  transport --- 1.18 1.18 1.21 1.13 1.05 -1.13 1.04 1.10 1.47 1.81 1.65 1.43
STAM2 signal transducing adaptor mchr2q23.3  transport --- -1.12 -1.07 1.16 1.02 1.04 1.17 -1.18 1.03 -1.55 -1.30 -1.30 -1.27
STAMBP STAM binding protein chr2p13.1  mitotic cytokinesis --- 1.06 1.04 -1.02 1.04 -1.01 1.21 -1.08 -1.02 -2.02 -2.58 -1.79 -1.42
STAMBPL1 STAM binding protein-like chr10q23.31  proteolysis --- 1.11 1.02 1.02 1.01 -1.00 1.01 1.31 1.17 1.35 1.15 1.27 1.15
STAMBPL1 STAM binding protein-like chr10q23.31  proteolysis --- 1.10 1.05 1.06 -1.02 1.04 1.01 1.33 1.21 1.29 1.10 1.33 1.25
STAP2 signal transducing adaptor f chr19p13.3 0 --- -1.09 1.02 -1.03 1.18 1.08 1.14 1.32 1.08 1.78 1.72 1.15 1.27
STARD10 StAR-related lipid transfer (chr11q13  transport --- 1.01 1.11 -1.12 1.08 1.43 1.02 1.04 1.02 1.93 1.31 1.71 1.67
STARD10 StAR-related lipid transfer (chr11q13  transport --- 1.28 -1.16 -1.02 1.17 -1.16 1.05 -1.14 -1.16 1.56 -1.00 1.91 1.42
STARD13 StAR-related lipid transfer (chr13q12-q13  signal transduction --- -1.15 -1.11 1.01 -1.15 -1.08 1.04 -1.16 -1.10 -2.22 -2.06 -1.36 -1.60
STARD13 StAR-related lipid transfer (chr13q12-q13  signal transduction --- 1.67 1.39 1.05 -1.01 -1.47 -1.39 1.15 -1.30 1.71 1.47 1.45 1.66
STARD13-ASSTARD13 antisense RNA --- 0 --- -1.32 1.23 -1.28 1.13 1.15 1.12 1.39 1.20 1.27 -1.41 3.76 4.45
STARD7 StAR-related lipid transfer (chr2q11.2 0 --- -1.13 -1.04 -1.03 1.01 -1.03 -1.03 1.08 -1.01 -1.07 -1.16 -1.18 -1.17
STARD8 StAR-related lipid transfer (chrXq13.1  signal transduction --- 1.22 1.18 -1.33 -1.22 -1.10 -1.61 -1.30 -1.11 -1.08 1.19 1.12 1.14
STARD9 StAR-related lipid transfer (chr15q15.2  microtubule-based movement --- 1.12 -1.09 1.11 1.28 1.03 1.02 -1.22 -1.18 -1.67 -1.61 -1.11 -1.05
STAT1 signal transducer and activa chr2q32.2  negative regulation of transcription from --- -1.21 -1.19 -1.15 -1.19 1.15 1.06 1.47 1.37 1.71 1.45 1.49 1.27
STAT2 signal transducer and activa chr12q13.3  transcription, DNA-dependent --- -1.08 -1.07 -1.29 -1.17 -1.01 -1.13 1.12 1.11 -1.17 -1.20 -1.14 1.09
STAT3 signal transducer and activa chr17q21.31  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP 1.64 1.54 -1.71 -1.12 1.43 1.01 -1.50 -1.58 4.64 1.80 3.99 3.01
STAT3 signal transducer and activa chr17q21.31  negative regulation of transcription from TGF_Beta_Signaling_Pathway // GenMAPP 1.01 -1.01 1.10 -1.13 1.15 1.02 1.06 -1.03 1.46 1.52 1.31 1.24
STAT5A signal transducer and activa chr17q11.2  allantoin metabolic process --- -1.10 -1.01 1.14 1.04 -1.04 -1.11 1.33 1.17 1.41 1.30 1.34 1.54
STAT5B signal transducer and activa chr17q11.2  allantoin metabolic process --- 1.29 -1.06 -1.13 -1.06 1.09 -1.24 1.88 1.52 1.27 1.33 1.06 1.15
STAT6 signal transducer and activa chr12q13  negative regulation of transcription from --- 1.04 -1.03 1.04 1.15 1.13 1.05 1.26 1.24 -1.22 -1.23 -1.28 -1.17
STAT6 signal transducer and activa chr12q13  negative regulation of transcription from --- -1.01 -1.05 -1.11 1.08 -1.10 -1.11 1.08 1.08 -1.14 -1.30 -1.33 -1.22
STAU1 staufen double-stranded RNchr20q13.1  intracellular mRNA localization --- -1.01 1.06 -1.06 -1.00 -1.05 1.03 1.02 -1.02 -1.06 1.02 -1.07 -1.14
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STAU1 staufen double-stranded RNchr20q13.1  intracellular mRNA localization --- 1.09 1.12 -1.00 1.01 1.01 -1.13 1.10 1.01 1.03 1.02 -1.11 -1.18
STAU1 staufen double-stranded RNchr20q13.1  intracellular mRNA localization --- -1.04 1.01 -1.06 -1.07 -1.01 -1.08 1.08 1.02 1.07 -1.01 1.05 1.06
STAU2 staufen double-stranded RNchr8q21.11  transport --- -1.03 -1.06 1.02 1.07 1.02 1.03 -1.16 1.03 -1.95 -1.96 -2.39 -1.75
STAU2 staufen double-stranded RNchr8q21.11  transport --- 1.51 1.23 1.52 1.82 -1.17 -1.16 -1.39 -1.61 -1.01 1.41 1.08 1.73
STAU2 staufen double-stranded RNchr8q21.11  transport --- 1.23 1.17 -1.07 -1.11 1.03 1.07 1.05 -1.00 -1.33 -1.31 -1.27 -1.56
STBD1 starch binding domain 1 chr4q21.1  muscle contraction Circadian_Exercise // GenMAPP -1.24 -1.35 -1.29 1.54 1.64 2.08 1.48 1.57 6.52 4.86 -1.00 1.59
STC1 stanniocalcin 1 chr8p21-p11.2  ossification --- -1.74 -1.82 1.12 1.11 1.33 1.23 1.50 1.19 3.78 3.57 8.73 11.89
STC1 stanniocalcin 1 chr8p21-p11.2  ossification --- 1.17 1.94 1.17 1.61 2.03 1.36 -1.81 1.42 2.98 3.14 2.35 1.49
STC1 stanniocalcin 1 chr8p21-p11.2  ossification --- 1.18 1.06 1.22 -1.09 -1.19 -1.16 1.02 1.09 2.37 2.57 5.63 5.42
STC2 stanniocalcin 2 chr5q35.1  cellular calcium ion homeostasis --- -1.27 -1.14 -1.17 -1.19 -1.13 -1.13 1.05 1.22 1.25 1.36 1.40 1.62
STC2 stanniocalcin 2 chr5q35.1  cellular calcium ion homeostasis --- 1.08 -1.17 1.18 -1.13 1.12 1.34 1.49 1.28 3.36 2.91 4.16 3.87
STEAP1 six transmembrane epitheliachr7q21  ion transport --- -1.40 -1.57 1.27 1.14 1.20 1.05 -1.71 -1.08 1.54 -1.10 1.33 1.08
STEAP3 STEAP family member 3, mchr2q14.2  transport --- 1.12 -1.07 1.18 1.06 -1.01 1.09 1.02 1.09 -1.12 1.26 -1.04 1.26
STEAP4 STEAP family member 4 chr7q21.12  pentose-phosphate shunt --- 1.05 -1.09 1.14 1.18 -1.04 1.12 1.11 1.07 -1.15 -1.08 1.53 1.18
STIM2 stromal interaction moleculechr4p15.2  transport --- 1.05 -1.15 1.08 -1.02 -1.03 1.10 -1.16 1.07 -1.63 -1.28 -1.39 -1.59
STK10 serine/threonine kinase 10 chr5q35.1  protein phosphorylation --- -1.01 -1.18 -1.02 1.13 1.06 1.05 1.01 1.13 1.27 1.06 -1.13 -1.11
STK10 serine/threonine kinase 10 chr5q35.1  protein phosphorylation --- -1.16 -1.10 -1.08 -1.02 -1.06 -1.04 -1.00 -1.00 1.25 1.25 -1.13 -1.27
STK11 serine/threonine kinase 11 chr19p13.3  regulation of cell growth --- -1.00 1.08 1.02 1.04 1.19 1.01 1.21 1.10 1.15 1.05 1.47 1.52
STK16 serine/threonine kinase 16 chr2q35  protein phosphorylation --- 1.00 -1.05 -1.07 1.17 -1.06 -1.16 1.05 1.23 1.38 1.36 1.42 1.72
STK17A serine/threonine kinase 17a chr7p13  protein phosphorylation --- 1.05 -1.12 -1.00 -1.15 -1.08 -1.16 -1.15 -1.01 1.17 1.06 1.39 1.07
STK17A serine/threonine kinase 17a chr7p13  protein phosphorylation --- -1.05 -1.02 1.05 1.07 1.00 -1.08 1.39 1.25 2.15 1.64 2.40 2.25
STK17B serine/threonine kinase 17b chr2q32.3  protein phosphorylation --- 1.19 1.14 -1.07 -1.25 -1.09 -1.13 -1.61 -1.25 -1.06 -1.22 1.71 1.33
STK17B serine/threonine kinase 17b chr2q32.3  protein phosphorylation --- 1.35 1.43 -1.11 -1.02 -1.04 -1.15 1.30 1.08 1.40 -1.06 1.98 1.08
STK17B serine/threonine kinase 17b chr2q32.3  protein phosphorylation --- 1.16 1.35 1.03 1.29 1.01 1.01 1.14 -1.01 1.82 1.72 3.09 2.31
STK17B serine/threonine kinase 17b chr2q32.3  protein phosphorylation --- -1.05 -1.57 1.09 1.14 -1.25 1.60 1.59 1.09 6.15 4.78 3.45 2.97
STK19 serine/threonine kinase 19 chr6p21.3  protein phosphorylation --- -1.23 -1.18 1.11 1.01 1.12 1.04 1.29 1.14 1.59 1.53 1.53 1.86
STK19 serine/threonine kinase 19 chr6p21.3  protein phosphorylation --- -1.17 -1.17 1.01 1.08 1.13 -1.07 1.35 1.31 1.53 1.48 1.57 1.87
STK24 serine/threonine kinase 24 chr13q31.2-q32.3  protein phosphorylation --- 1.22 1.06 1.12 1.05 -1.46 -1.02 -1.44 1.13 -1.51 -1.17 -1.91 -1.44
STK3 serine/threonine kinase 3 chr8q22.2  neural tube formation --- 1.03 1.14 1.24 1.09 -1.21 -1.09 1.00 1.09 -1.09 1.08 1.86 1.82
STK32A serine/threonine kinase 32Achr5q32  protein phosphorylation --- 1.56 1.08 -1.42 -3.72 -1.17 1.31 2.12 1.05 4.63 3.95 -1.09 -1.42
STK32A serine/threonine kinase 32Achr5q32  protein phosphorylation --- 1.06 -1.02 1.02 1.47 -1.34 -1.25 1.09 1.14 -1.31 -1.09 -3.00 -2.47
STK32C serine/threonine kinase 32Cchr10q26.3  protein phosphorylation --- 1.12 -1.07 1.20 1.27 1.20 1.07 1.75 1.36 2.39 2.00 2.43 2.65
STK33 serine/threonine kinase 33 chr11p15.3  protein phosphorylation --- 1.12 1.12 -1.10 -1.21 -1.07 -1.03 -1.23 -1.01 -2.38 -2.07 -3.42 -3.43
STK36 serine/threonine kinase 36 chr2q35  epithelial cilium movement --- -1.05 -1.08 1.10 1.28 1.00 1.01 -1.18 1.02 -2.85 -1.85 -4.42 -2.79
STK36 serine/threonine kinase 36 chr2q35  epithelial cilium movement --- 1.01 -1.05 1.18 1.08 -1.03 -1.01 -1.14 -1.05 -2.10 -1.92 -3.64 -2.41
STK36 serine/threonine kinase 36 chr2q35  epithelial cilium movement --- -1.02 -1.11 1.04 1.26 -1.07 1.10 -1.18 -1.02 -2.77 -1.90 -3.66 -2.76
STK38 serine/threonine kinase 38 chr6p21  cellular protein modification process --- 1.07 1.00 1.10 1.20 1.66 1.25 -1.26 -1.17 -2.67 -1.48 -1.44 -1.30
STK38 serine/threonine kinase 38 chr6p21  cellular protein modification process --- 2.79 1.36 -1.20 1.90 -1.02 2.52 2.10 5.68 2.90 1.68 1.76 3.78
STK38 serine/threonine kinase 38 chr6p21  cellular protein modification process --- 1.03 -1.07 -1.03 -1.03 1.04 1.06 -1.17 1.02 -1.75 -1.49 -1.18 -1.06
STK39 serine threonine kinase 39 chr2q24.3  protein phosphorylation --- 1.18 1.07 1.05 1.15 -1.01 1.11 -1.00 -1.05 -1.05 1.17 1.14 1.16
STK4 serine/threonine kinase 4 chr20q11.2-q13.2  cell morphogenesis --- 1.36 1.32 -1.17 -1.12 -1.11 1.06 1.30 1.04 1.26 -1.03 -1.30 1.18
STK40 serine/threonine kinase 40 chr1p34.3  protein phosphorylation --- 1.01 -1.13 1.17 1.29 -1.10 -1.08 1.23 1.01 1.69 1.44 1.14 1.37
STMN1 stathmin 1 chr1p36.11  microtubule depolymerization --- 1.04 1.03 -1.01 1.06 -1.03 -1.07 -1.08 -1.13 -1.24 -1.25 -1.28 -1.37
STMN3 stathmin-like 3 chr20q13.3  nervous system development --- -1.23 1.03 -1.02 -1.02 1.33 -1.05 -1.06 1.54 3.08 1.61 1.51 1.40
STON1 stonin 1 chr2p16.3  intracellular protein transport --- 1.28 1.20 1.14 -1.50 -1.07 1.06 -1.19 -1.01 -1.97 -1.48 -1.56 -1.88
STON2 stonin 2 chr14q31.1  intracellular protein transport --- -1.07 -1.00 1.16 -1.16 1.04 -1.06 -1.27 1.34 -2.34 -1.98 -2.14 -2.20
STON2 stonin 2 chr14q31.1  intracellular protein transport --- 1.18 1.26 1.06 -1.03 -1.15 1.04 -1.48 -1.18 -2.12 -1.73 -2.11 -2.38
STOX1 storkhead box 1 chr10q22.1 0 --- -1.02 -1.43 -1.26 -1.28 1.39 1.70 -1.48 1.06 -2.68 -1.89 -2.10 -3.79
STOX1 storkhead box 1 chr10q22.1 0 --- -1.21 1.08 -1.90 -1.22 1.98 1.36 -1.34 -1.38 -3.55 -1.77 -2.64 -2.82
STOX2 storkhead box 2 chr4q35.1  maternal placenta development --- -1.23 -1.20 -1.05 1.20 -1.07 -1.02 -1.06 -1.00 -1.27 -1.20 -1.64 -1.39
STOX2 storkhead box 2 chr4q35.1  maternal placenta development --- 1.11 -1.02 1.06 1.11 1.28 1.36 1.09 1.14 -1.72 -1.56 -1.77 -1.78
STRA13 stimulated by retinoic acid 1chr17q25.3  resolution of meiotic recombination inter --- 1.03 -1.03 -1.01 1.16 1.09 -1.03 1.23 1.18 1.93 1.43 1.31 1.27
STRA6 stimulated by retinoic acid 6chr15q24.1  retinoid metabolic process --- 1.26 1.01 1.07 -1.06 1.13 -1.04 1.24 1.41 1.07 -1.44 -1.50 -1.47
STRADB STE20-related kinase adapt chr2q33.1  cell morphogenesis --- 1.05 1.02 -1.03 -1.16 -1.13 1.00 -1.46 -1.31 -1.66 -1.30 -1.65 -1.89
STRBP spermatid perinuclear RNA chr9q33.3  cellular component movement --- 1.03 1.06 -1.00 -1.03 -1.04 1.05 -1.20 -1.02 -1.38 -1.14 -1.01 -1.16
STRBP spermatid perinuclear RNA chr9q33.3  cellular component movement --- 1.17 1.08 1.08 1.08 -1.26 1.06 -1.52 -1.22 -2.02 -1.48 -1.95 -1.61
STRBP spermatid perinuclear RNA chr9q33.3  cellular component movement --- -1.05 -1.07 -1.13 -1.11 1.02 1.05 -1.14 1.01 -1.44 -1.10 -1.19 -1.25
STRC stereocilin chr15q15.3  sensory perception of sound --- -1.46 1.79 -1.35 -1.37 1.39 1.21 1.19 1.54 -1.07 -1.05 1.60 2.56
STRIP1 striatin interacting protein 1 chr1p13.3  regulation of cell morphogenesis --- -1.02 -1.05 -1.12 -1.16 -1.01 -1.05 -1.08 1.03 -1.40 -1.63 -2.02 -1.87
STRIP2 striatin interacting protein 2 chr7q32.1  cytoskeleton organization --- 1.37 1.34 1.10 1.17 -2.05 -1.18 1.06 -1.07 1.58 1.51 -2.70 -2.08
STRN striatin, calmodulin binding chr2p22.2  locomotory behavior --- 1.24 1.20 1.05 1.02 -1.04 1.15 -1.22 -1.22 -1.50 -1.36 -1.29 -1.49
STRN striatin, calmodulin binding chr2p22.2  locomotory behavior --- 1.36 1.23 1.04 -1.23 -1.19 -1.17 -1.13 1.20 -1.69 -1.82 -1.87 -1.85
STRN striatin, calmodulin binding chr2p22.2  locomotory behavior --- 1.14 1.00 1.61 1.30 -1.28 1.06 -1.12 -1.32 -2.03 -1.53 -3.55 -2.10
STRN striatin, calmodulin binding chr2p22.2  locomotory behavior --- -1.16 -1.10 1.39 1.12 1.58 1.33 -1.34 -1.11 -2.58 -1.83 -3.18 -2.96
STRN3 striatin, calmodulin binding chr14q13-q21  negative regulation of transcription from --- -1.23 -1.67 -1.17 -1.45 -2.06 -1.16 -1.52 -1.35 1.18 -1.01 -1.51 -1.77
STS steroid sulfatase (microsom chrXp22.32  lipid metabolic process --- 1.02 -1.05 1.02 -1.13 1.52 1.39 1.38 -1.08 1.35 1.11 6.30 3.13
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STS steroid sulfatase (microsom chrXp22.32  lipid metabolic process --- -1.05 -1.03 1.05 -1.22 1.03 1.03 1.08 -1.09 1.17 1.16 1.17 1.08
STS steroid sulfatase (microsom chrXp22.32  lipid metabolic process --- 1.14 -1.01 1.21 1.23 1.03 1.08 1.15 1.11 1.12 1.16 1.58 1.43
STS steroid sulfatase (microsom chrXp22.32  lipid metabolic process --- -1.15 -1.17 1.19 1.07 1.26 1.23 1.01 1.13 1.60 1.42 2.06 2.00
STT3A STT3A, subunit of the oligochr11q23.3  protein glycosylation --- 1.26 1.26 1.11 1.08 -1.01 -1.10 -1.09 -1.06 1.24 1.19 1.34 1.30
STT3B STT3B, subunit of the oligochr3p23  protein glycosylation --- 1.03 1.09 -1.07 -1.09 -1.09 1.00 -1.12 -1.07 -1.25 -1.08 -1.17 -1.26
STX11 syntaxin 11 chr6q24.2  transport --- 1.59 1.60 1.46 -1.03 -1.02 1.82 1.11 3.09 -1.07 -1.09 1.99 -1.06
STX12 syntaxin 12 chr1p35.3  transport --- -1.05 -1.11 -1.06 1.14 -1.05 -1.06 -1.13 -1.08 -1.03 1.10 1.11 1.23
STX12 syntaxin 12 chr1p35.3  transport --- 1.10 1.00 1.14 1.19 -1.01 1.11 -1.06 -1.07 -1.24 -1.01 1.29 1.29
STX16 syntaxin 16 chr20q13.32  transport --- -1.04 -1.12 1.12 -1.02 1.01 1.15 -1.60 -1.25 -1.18 -1.02 1.87 1.37
STX16 syntaxin 16 chr20q13.32  transport --- 1.02 1.04 1.04 -1.21 1.27 1.20 -1.15 -1.08 1.27 1.38 1.35 1.43
STX17 syntaxin 17 chr9q31.1  autophagic vacuole fusion --- 1.07 -1.13 -1.07 1.11 -1.40 -1.00 -1.01 1.06 -1.90 -1.33 -1.93 -2.09
STX17 syntaxin 17 chr9q31.1  autophagic vacuole fusion --- -1.13 1.04 1.29 1.01 -1.01 -1.16 -1.18 -1.13 -1.56 -1.61 -1.24 -1.48
STX17 syntaxin 17 chr9q31.1  autophagic vacuole fusion --- -1.13 1.00 1.11 1.10 -1.06 1.05 -1.06 -1.03 -1.69 -1.21 -1.33 -1.13
STX17 syntaxin 17 chr9q31.1  autophagic vacuole fusion --- 1.18 1.06 1.19 -1.00 -1.24 1.04 -1.18 -1.09 -1.91 -1.41 -1.33 -1.32
STX18 syntaxin 18 chr4p16.3-p16.2  transport --- -1.07 -1.05 -1.03 -1.01 -1.04 -1.12 1.13 1.07 -1.00 -1.37 -1.14 -1.11
STX1A syntaxin 1A (brain) chr7q11.23  positive regulation of neurotransmitter se --- -1.26 1.14 -1.14 1.19 1.18 1.34 -1.24 1.08 -1.65 -1.47 -1.11 -1.17
STX2 syntaxin 2 chr12q24.33  intracellular protein transport --- 1.14 1.12 1.13 -1.15 1.14 1.13 -1.32 -1.24 -1.37 -1.30 -1.21 -1.34
STX3 syntaxin 3 chr11q12.1  transport --- -1.21 1.08 -1.01 -1.03 1.10 -1.00 1.34 1.06 1.55 1.27 1.92 1.69
STX4 syntaxin 4 chr16p11.2  transport --- 1.08 1.06 -1.06 1.19 -1.08 -1.07 1.86 1.67 2.30 1.89 1.43 1.40
STX4 syntaxin 4 chr16p11.2  protein complex assembly --- 1.00 -1.01 1.16 1.11 1.23 1.04 1.32 1.22 1.66 1.22 1.50 1.52
STX5 syntaxin 5 chr11q12.3  transport --- -1.04 -1.14 -1.05 -1.04 -1.05 1.12 -1.12 -1.06 1.03 1.12 1.18 1.47
STX7 syntaxin 7 chr6q23.1  intracellular protein transport --- -1.05 -1.13 1.05 -1.13 1.00 -1.01 -1.01 1.09 -1.20 1.01 -1.56 -1.46
STX7 syntaxin 7 chr6q23.1  intracellular protein transport --- -1.01 1.01 1.08 -1.02 1.16 -1.09 1.13 -1.10 -1.22 -1.32 -1.18 -1.39
STXBP1 syntaxin binding protein 1 chr9q34.1  platelet degranulation --- 1.04 1.02 -1.02 -1.13 -1.00 -1.02 1.02 -1.06 1.12 1.25 1.12 1.24
STXBP2 syntaxin binding protein 2 chr19p13.3-p13.2  leukocyte mediated cytotoxicity --- 1.06 -1.04 1.08 1.14 1.09 1.08 1.12 1.19 1.21 1.10 1.30 1.28
STXBP3 syntaxin binding protein 3 chr1p13.3  transport --- -1.12 -1.46 -1.16 -1.16 1.12 1.17 1.39 1.00 -1.05 -1.14 1.24 -1.13
STXBP4 syntaxin binding protein 4 chr17q22  protein targeting --- 1.07 -1.11 1.15 -1.08 1.30 1.52 -1.16 -1.03 -1.84 -1.85 -2.27 -2.39
STXBP4 syntaxin binding protein 4 chr17q22  protein targeting --- 1.03 -1.10 -1.17 -1.14 -1.27 -1.02 -1.07 1.08 -1.55 -1.81 -2.48 -2.41
STXBP5 syntaxin binding protein 5 ( chr6q24.3  transport --- 1.06 -1.17 1.11 1.17 1.02 1.23 -1.13 -1.19 -2.09 -1.93 -2.25 -1.28
STXBP5 syntaxin binding protein 5 ( chr6q24.3  transport --- 1.59 1.27 1.05 -1.10 -1.43 -1.63 -1.31 1.15 -1.99 -1.62 -1.75 -2.12
STXBP5-AS1STXBP5 antisense RNA 1 chr6q24.3 0 --- 1.93 2.06 1.44 1.14 -1.32 1.72 -2.12 -1.58 4.66 3.88 2.72 2.83
STXBP5L syntaxin binding protein 5-l chr3q13.33  transport --- 1.52 1.44 -1.20 1.21 1.11 1.29 -1.03 1.09 -1.94 -2.48 -1.98 -1.31
STXBP5L syntaxin binding protein 5-l chr3q13.33  transport --- 1.15 -1.02 1.10 1.24 -1.21 -1.04 -1.12 -1.08 -3.46 -2.93 -3.05 -2.39
STYK1 serine/threonine/tyrosine kinchr12p13.2  protein phosphorylation --- 1.31 1.15 1.21 1.91 1.72 1.48 1.29 -1.01 1.34 1.47 -2.53 -2.04
STYX serine/threonine/tyrosine int---  protein dephosphorylation --- 1.01 1.03 -1.03 1.04 -1.08 1.13 -1.16 1.00 -1.35 1.00 -1.29 -1.25
STYX serine/threonine/tyrosine int---  protein dephosphorylation --- 1.11 1.05 1.20 1.37 1.16 1.09 -1.11 -1.03 1.55 1.40 1.23 1.18
STYXL1 serine/threonine/tyrosine intchr7q11.23  protein dephosphorylation --- -1.11 -1.29 -1.05 -1.14 -1.03 -1.04 1.01 1.13 1.29 1.14 1.14 1.28
SUB1 SUB1 homolog (S. cerevisiachr5p13.3  transcription, DNA-dependent --- 1.33 1.26 -1.07 -1.18 -1.11 1.05 -1.65 -1.30 -1.46 -1.38 -1.99 -2.32
SUB1 SUB1 homolog (S. cerevisiachr5p13.3  transcription, DNA-dependent --- 1.01 1.03 -1.15 -1.09 -1.11 1.07 -1.23 -1.11 -1.36 -1.12 -1.71 -1.71
SUCLA2 succinate-CoA ligase, ADP chr13q12.2-q13.3  tricarboxylic acid cycle Krebs-TCA_Cycle // GenMAPP -1.06 -1.01 -1.05 -1.02 -1.08 -1.01 1.01 -1.02 -1.03 1.10 -1.12 -1.18
SUCLA2-AS1SUCLA2 antisense RNA 1 --- 0 --- 1.37 1.15 -1.32 1.21 -1.47 1.09 1.22 1.00 -3.65 -3.01 -2.72 -2.30
SUCNR1 succinate receptor 1 chr3q25.1  signal transduction GPCRDB_Class_A_Rhodopsin-like // GenM 1.13 1.00 -1.07 -1.40 -1.60 -1.20 1.73 -1.46 -1.40 1.16 -1.96 -3.38
SUCO SUN domain containing osschr1q24  ossification --- 1.06 1.11 -1.06 1.07 -1.06 1.07 -1.01 1.03 1.02 1.24 1.28 1.40
SUDS3 suppressor of defective silenchr12q24.23  negative regulation of transcription from --- -1.06 1.04 -1.05 -1.08 -1.28 -1.10 -1.23 -1.17 -1.36 -1.18 -1.37 -1.56
SUFU suppressor of fused homolo chr10q24.32  negative regulation of transcription from --- 1.14 1.01 -1.18 -1.12 -1.11 1.14 -1.38 -1.12 -1.17 -1.06 -1.23 1.05
SUGP1 SURP and G patch domain chr19p13.11  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.18 1.17 -1.11 1.04 1.01 1.02 -1.17 1.05 -1.04 -1.14 -1.68 -1.03
SUGP2 SURP and G patch domain chr19p12  RNA processing mRNA_processing_Reactome // GenMAPP -1.15 -1.19 1.13 1.27 1.02 -1.01 1.02 1.08 1.18 1.07 1.54 1.54
SUGT1 SGT1, suppressor of G2 allechr13q14.3  mitosis --- 1.33 1.14 1.14 1.09 -1.10 1.18 -1.34 -1.16 -1.57 -1.30 -1.14 -1.20
SUGT1P1 suppressor of G2 allele of S chr9p13.3 0 --- -1.11 -1.25 1.07 1.16 -1.05 1.03 -1.00 1.17 -1.43 -1.24 -1.41 -1.24
SULF2 sulfatase 2 chr20q12-q13.2  kidney development --- -1.21 -1.29 -1.13 -1.02 1.10 -1.06 -1.02 1.12 -1.28 -1.21 -1.36 -1.16
SULF2 sulfatase 2 chr20q12-q13.2  kidney development --- 1.23 -1.03 1.03 1.11 1.16 -1.06 -1.14 -1.00 -1.44 -1.57 -1.74 -1.27
SULT1A1 sulfotransferase family, cytochr16p12.1  catecholamine metabolic process --- -1.30 -1.10 -1.08 1.03 1.16 -1.18 -1.06 -1.15 -1.59 -1.38 -1.76 -1.34
SULT1A2 sulfotransferase family, cytochr16p12.1  catecholamine metabolic process --- 1.16 -1.03 1.18 1.39 1.06 -1.05 -1.02 1.05 -1.76 -1.33 -1.57 -1.34
SULT1A2 sulfotransferase family, cytochr16p12.1  catecholamine metabolic process --- -1.07 -1.25 1.11 1.38 1.05 1.04 -1.05 -1.02 -1.19 -1.03 -1.49 -1.49
SULT1C2 sulfotransferase family, cytochr2q12.3  xenobiotic metabolic process --- -1.02 -1.39 -1.77 -13.22 1.08 2.57 1.38 -1.89 2.39 1.35 1.80 1.88
SULT1C4 sulfotransferase family, cytochr2q12.3  xenobiotic metabolic process --- -1.04 3.30 -2.00 -1.39 -2.04 1.06 -1.00 1.09 -1.29 -1.10 2.37 2.40
SULT2A1 sulfotransferase family, cytochr19q13.3  lipid metabolic process --- 3.94 2.73 1.10 -1.91 -2.63 1.15 -2.01 -6.24 -4.91 2.83 2.41 2.18
SUMF1 sulfatase modifying factor 1chr3p26.1  phospholipid metabolic process --- -1.06 -1.07 -1.05 1.03 -1.07 1.04 -1.35 -1.03 -1.56 -1.14 -1.64 -1.44
SUMO1 small ubiquitin-like modifiechr2q33  DNA repair --- 1.23 -1.00 1.09 1.11 -1.15 1.14 -1.07 1.07 -1.86 -1.55 -1.85 -2.38
SUMO1 small ubiquitin-like modifiechr2q33  DNA repair --- -1.03 1.02 -1.11 -1.10 -1.05 -1.01 -1.13 -1.09 -1.08 1.05 -1.10 -1.22
SUMO3 small ubiquitin-like modifiechr21q22.3  protein sumoylation Circadian_Exercise // GenMAPP -1.01 1.00 1.02 -1.01 1.07 -1.04 -1.03 -1.04 1.05 1.07 -1.16 -1.24
SUMO3 small ubiquitin-like modifiechr21q22.3  protein sumoylation Circadian_Exercise // GenMAPP 1.11 1.17 -1.08 1.07 -1.18 -1.04 -1.03 -1.09 1.50 1.34 1.34 1.31
SUN1 Sad1 and UNC84 domain cochr7p22.3  nuclear envelope organization --- -1.28 -1.23 -1.07 1.10 1.00 1.04 1.37 1.07 2.45 2.02 1.93 1.70
SUN2 Sad1 and UNC84 domain cochr22q13.1  nuclear envelope organization --- 1.09 1.00 1.22 1.10 -1.27 1.02 1.01 -1.08 1.28 1.34 1.88 2.07
SUN5 Sad1 and UNC84 domain cochr20q11.21  spermatogenesis --- 3.17 1.78 -2.24 3.15 2.12 -2.12 1.52 1.12 2.88 1.55 -2.37 -2.08
SUOX sulfite oxidase chr12q13.2  sulfur amino acid metabolic process --- -1.03 -1.09 1.09 1.01 1.09 -1.19 -1.48 -1.43 -1.50 -1.87 -1.90 -1.88
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SUOX sulfite oxidase chr12q13.2  sulfur amino acid metabolic process --- 1.06 1.16 -1.14 -1.06 -1.12 -1.02 -1.26 1.00 -2.59 -2.83 -2.52 -2.31
SUPT20H suppressor of Ty 20 homolochr13q13.3  autophagy --- 1.00 1.01 1.21 1.11 1.00 1.03 -1.11 1.15 -2.56 -1.42 -1.64 -1.55
SUPT3H suppressor of Ty 3 homologchr6p21.1-p21.3  transcription, DNA-dependent --- 1.02 1.09 -1.10 1.00 -1.10 -1.16 1.08 1.13 -1.21 -1.34 -1.78 -1.63
SUPT4H1 suppressor of Ty 4 homologchr17q21-q23  negative regulation of transcription from --- -1.02 -1.08 -1.04 -1.02 1.09 1.09 -1.10 -1.01 -1.23 -1.08 -1.19 -1.09
SUPT7L suppressor of Ty 7 (S. cerevchr2p23.3  transcription, DNA-dependent --- 1.04 1.07 1.05 -1.03 1.15 1.09 1.01 1.01 -2.08 -1.96 -1.70 -1.52
SUPV3L1 suppressor of var1, 3-like 1 chr10q22.1  mitochondrial mRNA catabolic process --- 1.06 1.04 1.04 1.00 1.09 1.03 1.00 -1.02 1.06 -1.01 1.16 1.11
SURF2 surfeit 2 chr9q34.2 0 --- -1.03 -1.09 -1.08 -1.10 -1.06 -1.17 1.11 1.15 -1.18 -1.51 -1.29 -1.11
SURF4 surfeit 4 chr9q34.2  Golgi organization --- -1.06 -1.06 1.07 -1.06 1.13 1.08 -1.13 -1.12 1.33 1.27 1.60 1.61
SURF4 surfeit 4 chr9q34.2  Golgi organization --- -1.34 -1.17 -1.27 -1.34 -1.18 -1.12 -1.09 -1.05 -1.29 -1.17 1.43 1.79
SURF4 surfeit 4 chr9q34.2  Golgi organization --- -1.08 -1.03 1.01 -1.09 1.05 1.03 -1.06 -1.09 1.27 1.15 1.34 1.36
SURF6 surfeit 6 chr9q34.2  ribosome biogenesis --- -1.14 -1.34 1.08 1.24 1.04 -1.09 1.20 1.25 1.61 1.41 1.62 1.74
SUV39H1 suppressor of variegation 3-chrXp11.23  chromatin silencing at rDNA --- -1.06 -1.14 1.01 1.15 1.06 -1.04 1.03 1.01 1.50 1.24 1.21 1.47
SUV420H1 suppressor of variegation 4-chr11q13.2  transcription, DNA-dependent --- 1.09 1.22 1.03 -1.07 -1.12 1.02 -1.19 -1.10 -2.37 -2.17 -1.51 -1.57
SUV420H1 suppressor of variegation 4-chr11q13.2  transcription, DNA-dependent --- -1.05 -1.11 1.11 1.18 1.12 1.05 1.18 1.08 1.79 1.83 1.55 1.58
SUV420H1 suppressor of variegation 4-chr11q13.2  transcription, DNA-dependent --- -1.04 1.06 1.03 -1.09 1.13 1.01 -1.11 -1.18 -2.07 -2.00 -1.47 -1.66
SUZ12 SUZ12 polycomb repressivechr17q11.2  negative regulation of transcription from --- -1.07 -1.06 -1.03 -1.04 -1.00 -1.02 -1.20 -1.18 -1.47 -1.30 -1.22 -1.24
SV2B synaptic vesicle glycoproteichr15q26.1  transport --- 1.16 1.08 1.45 1.74 1.05 -1.15 -1.18 -1.01 -2.62 -2.27 -3.35 -4.21
SVEP1 sushi, von Willebrand facto chr9q32  cell adhesion --- -1.19 1.26 1.12 1.20 1.32 -1.15 -1.06 1.19 -4.42 -3.82 -8.20 -2.05
SVEP1 sushi, von Willebrand facto chr9q32  cell adhesion --- 2.12 -1.19 -1.75 1.27 -1.20 1.74 -1.27 1.24 -2.25 1.40 -1.21 -2.29
SVEP1 sushi, von Willebrand facto chr9q32  cell adhesion --- -1.63 -1.26 -1.10 1.00 -1.22 1.10 1.39 -1.14 -3.29 -2.56 -3.36 -2.73
SVEP1 sushi, von Willebrand facto chr9q32  cell adhesion --- 3.81 -1.08 1.01 -1.44 -1.65 -1.76 -1.57 -1.35 -3.67 -2.46 -5.43 -4.38
SVEP1 sushi, von Willebrand facto chr9q32  cell adhesion --- 1.49 1.44 1.11 -1.25 1.03 1.07 1.02 1.02 -2.65 -2.27 -3.13 -3.51
SVIL supervillin chr10p11.2  cytoskeleton organization --- -1.04 -1.06 -1.10 1.02 -1.06 -1.07 1.20 1.14 -1.43 -1.22 -1.65 -1.38
SVIL supervillin chr10p11.2  cytoskeleton organization --- -1.24 -1.23 -1.06 1.16 1.12 -1.09 1.28 -1.01 -1.20 -1.00 -1.36 -1.06
SVIL supervillin chr10p11.2  cytoskeleton organization --- 1.02 -2.02 -2.04 2.21 2.59 1.24 -4.10 -6.67 9.13 2.20 3.20 2.88
SVIP small VCP/p97-interacting pchr11p14.2 0 --- -1.10 -1.00 1.14 -1.01 1.17 1.01 -1.38 -1.14 -1.53 -1.23 -1.50 -1.73
SVIP small VCP/p97-interacting pchr11p14.2 0 --- 1.30 1.15 -1.10 1.31 -1.22 1.28 -1.19 -1.41 -1.48 -1.25 -2.20 -1.88
SVIP small VCP/p97-interacting pchr11p14.2 0 --- 1.07 1.06 1.03 -1.01 -1.17 -1.19 -1.16 -1.05 -1.56 -1.26 -1.92 -1.78
SWAP70 SWAP switching B-cell comchr11p15  somatic cell DNA recombination --- 1.33 1.43 1.09 -1.04 -1.05 -1.14 -1.05 1.30 1.64 1.53 1.55 -1.10
SWAP70 SWAP switching B-cell comchr11p15  somatic cell DNA recombination --- 1.20 1.11 1.12 1.01 -1.17 -1.04 -1.43 -1.27 -1.58 -1.57 -1.26 -1.45
SWAP70 SWAP switching B-cell comchr11p15  somatic cell DNA recombination --- 1.09 1.04 1.01 1.01 -1.02 1.08 1.08 1.05 1.09 1.13 1.16 1.17
SWSAP1 SWIM-type zinc finger 7 aschr19p13.2  double-strand break repair via homologou--- -1.16 -1.12 -1.07 1.03 1.09 -1.10 1.14 1.21 1.14 -1.21 -1.30 -1.04
SYAP1 synapse associated protein 1chrXp22.2 0 --- -1.10 -1.03 1.07 1.08 1.17 -1.03 1.25 1.03 1.32 1.03 1.43 1.44
SYBU syntabulin (syntaxin-interacchr8q23.2 0 --- 1.11 1.06 1.09 -1.09 -1.08 -1.01 1.06 1.04 -1.25 -1.09 -1.17 -1.63
SYCE3 synaptonemal complex centchr22q13.33  apoptotic process --- 1.81 1.27 -1.52 -3.11 3.89 8.64 4.03 1.18 2.97 3.27 3.10 3.85
SYCP2 synaptonemal complex prot chr20q13.33  apoptotic process --- 1.74 1.30 1.85 4.76 1.19 1.26 -1.28 -1.03 -2.20 -1.29 -1.79 -2.23
SYCP2L synaptonemal complex prot chr6p24.2 0 --- 1.85 2.69 -1.52 1.14 -1.17 -3.60 3.87 1.53 1.35 1.34 -1.08 1.43
SYCP3 synaptonemal complex prot chr12q  cell cycle --- -1.04 1.03 -1.05 1.15 1.17 1.74 1.10 1.13 -1.36 1.39 -1.78 -1.93
SYDE1 synapse defective 1, Rho GTchr19p13.12  signal transduction --- 1.01 -1.09 1.01 1.20 1.05 -1.08 1.52 1.53 2.11 1.91 1.37 1.95
SYDE1 synapse defective 1, Rho GTchr19p13.12  signal transduction --- 1.08 -1.04 -1.04 1.08 -1.01 -1.09 1.60 1.35 2.17 2.03 1.35 1.77
SYDE1 synapse defective 1, Rho GTchr19p13.12  signal transduction --- 1.04 -1.10 1.08 1.31 -1.01 1.23 1.38 1.40 2.21 2.25 1.36 1.83
SYDE1 synapse defective 1, Rho GTchr19p13.12  signal transduction --- -1.26 -1.20 1.81 1.26 1.13 1.44 3.36 1.25 2.38 1.69 1.64 2.04
SYMPK symplekin chr19q13.3  mRNA polyadenylation --- 1.07 -1.08 1.22 1.30 1.03 1.09 1.04 1.21 1.08 -1.15 1.00 1.20
SYN1 synapsin I chrXp11.23  synaptic transmission --- 1.14 1.01 1.09 1.13 -1.36 -1.21 -1.17 -2.18 1.02 1.24 -1.46 -1.71
SYN2 synapsin II chr3p25  synaptic transmission --- -1.77 1.45 -2.50 1.57 4.01 3.07 -3.52 1.93 1.83 7.73 1.02 6.35
SYN2 synapsin II chr3p25  synaptic transmission --- 1.83 1.50 1.60 -2.36 3.38 2.26 -2.44 1.07 1.69 1.82 1.81 1.19
SYNC syncoilin, intermediate filamchr1p35.1  intermediate filament-based process --- -1.00 1.06 1.00 -1.15 1.11 1.21 -1.29 -1.27 -1.96 -1.30 -1.37 -1.42
SYNCRIP synaptotagmin binding, cytochr6q14-q15  mRNA splicing, via spliceosome --- 1.12 1.07 -1.02 -1.10 -1.04 -1.04 -1.36 -1.12 1.06 1.06 1.28 -1.00
SYNCRIP synaptotagmin binding, cytochr6q14-q15  mRNA splicing, via spliceosome --- 1.04 1.03 -1.01 1.06 -1.07 -1.02 1.05 1.02 -1.36 -1.17 -1.49 -2.07
SYNCRIP synaptotagmin binding, cytochr6q14-q15  mRNA splicing, via spliceosome --- 1.03 1.08 1.07 -1.03 -1.08 -1.14 1.40 1.08 -1.13 -1.31 -1.51 -1.67
SYNCRIP synaptotagmin binding, cytochr6q14-q15  mRNA splicing, via spliceosome --- -1.10 -1.07 -1.05 1.00 -1.09 1.06 -1.13 -1.04 -1.20 -1.07 -1.21 -1.09
SYNE1 spectrin repeat containing, nchr6q25  nucleus organization --- -2.22 -1.90 -1.11 -2.47 -1.16 -1.20 1.35 1.56 2.11 1.69 -1.66 -2.46
SYNE1 spectrin repeat containing, nchr6q25  nucleus organization --- -1.28 -1.48 -1.04 1.19 -1.12 -1.43 1.62 1.01 1.39 1.10 1.63 1.29
SYNE1 spectrin repeat containing, nchr6q25  nucleus organization --- -1.07 -1.10 1.14 1.07 1.09 1.02 -1.04 -1.14 -3.14 -2.96 -2.44 -2.70
SYNE2 spectrin repeat containing, nchr14q23.2  nuclear envelope organization --- -1.14 -1.15 1.16 1.16 1.18 1.03 -1.01 -1.11 1.09 1.18 1.20 1.50
SYNE2 spectrin repeat containing, nchr14q23.2  nuclear envelope organization --- -1.05 1.04 1.29 1.03 1.15 1.13 1.02 1.08 -1.94 -1.58 -2.07 -1.62
SYNE2 spectrin repeat containing, nchr14q23.2  nuclear envelope organization --- -1.15 -1.27 1.08 -1.05 1.39 1.08 1.44 1.01 2.90 3.02 2.34 2.62
SYNE2 spectrin repeat containing, nchr14q23.2  nuclear envelope organization --- -1.09 1.05 1.79 1.41 1.31 1.13 -1.07 -1.09 -1.77 -1.75 -1.58 -1.42
SYNGAP1 synaptic Ras GTPase activa chr6p21.3  signal transduction --- -1.16 -1.49 -1.46 -1.38 -2.33 -1.91 -2.25 1.09 1.43 1.27 -1.04 -1.42
SYNGR2 synaptogyrin 2 chr17q25.3  protein targeting --- -1.05 -1.09 1.03 1.10 1.02 1.03 1.09 1.05 1.47 1.27 1.38 1.41
SYNGR3 synaptogyrin 3 chr16p13  positive regulation of transporter activity --- -1.40 -1.05 1.05 1.23 1.46 1.60 1.04 1.16 2.26 1.85 2.37 2.45
SYNJ1 synaptojanin 1 chr21q22.2  phospholipid metabolic process --- 1.03 1.10 -1.03 -1.01 1.03 1.02 -1.33 -1.07 -1.56 -1.31 -1.13 -1.22
SYNJ1 synaptojanin 1 chr21q22.2  phospholipid metabolic process --- 1.13 1.06 -1.19 1.44 1.10 -1.23 -2.07 1.02 4.17 2.30 1.19 1.56
SYNJ2 synaptojanin 2 chr6q25.3  phospholipid metabolic process --- -1.11 -1.16 1.02 1.02 1.02 -1.17 1.24 1.24 -1.76 -1.54 -1.41 -1.12
SYNJ2 synaptojanin 2 chr6q25.3  phospholipid metabolic process --- -1.07 -1.10 1.10 -1.08 -1.02 -1.04 1.05 -1.06 -1.88 -1.63 -1.45 -1.31
SYNJ2 synaptojanin 2 chr6q25.3  phospholipid metabolic process --- 1.04 1.07 1.13 -1.02 1.01 1.06 1.00 -1.02 -2.04 -1.55 -1.77 -1.74
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SYNJ2BP synaptojanin 2 binding prot chr14q24.2  positive regulation of receptor internaliza--- -1.03 -1.04 1.04 1.04 1.13 1.12 -1.12 -1.06 -1.39 -1.17 -1.26 -1.33
SYNJ2BP /// Ssynaptojanin 2 binding prot chr14q24 /// chr14q2 positive regulation of receptor internaliza--- 1.06 1.03 1.02 -1.19 -1.17 1.09 -1.35 -1.07 -1.86 -1.38 -1.13 -1.37
SYNM synemin, intermediate filamchr15q26.3  intermediate filament cytoskeleton organ --- -1.01 1.10 -1.01 -1.06 -1.02 -1.11 -1.02 -1.02 -1.67 -1.44 -1.21 -1.18
SYNPO synaptopodin chr5q33.1  positive regulation of actin filament bund--- -1.02 -1.08 1.14 1.10 1.03 -1.05 -1.19 1.04 -1.82 -1.70 -1.50 -1.40
SYNPO synaptopodin chr5q33.1  positive regulation of actin filament bund--- 1.17 1.05 1.07 1.14 -1.08 -1.07 -1.06 1.08 -2.13 -1.89 -3.15 -1.58
SYNPO2 synaptopodin 2 chr4q26 0 --- -1.04 -1.54 -1.04 1.67 1.17 1.19 -1.67 -1.55 -1.78 -1.42 -3.41 -3.67
SYNPO2 synaptopodin 2 chr4q26 0 --- -3.92 -3.48 -2.15 1.37 2.84 2.16 6.38 4.48 5.26 10.56 -4.53 -3.24
SYNPO2 synaptopodin 2 chr4q26 0 --- 2.27 3.86 -1.33 -1.59 1.24 -1.52 1.05 -1.25 -3.88 -2.16 1.33 1.10
SYNPR synaptoporin chr3p14.2  transport --- 1.25 1.17 11.39 7.76 2.09 -1.49 2.69 1.20 -4.04 -4.04 1.42 2.83
SYNRG synergin, gamma chr17q12  transport --- 1.10 1.05 1.11 -1.01 1.21 1.35 -1.08 -1.14 -1.06 1.22 1.37 1.59
SYNRG synergin, gamma chr17q12  transport --- -4.13 -2.97 1.04 -1.66 -1.20 -3.05 17.46 3.01 3.50 2.03 1.99 1.67
SYNRG synergin, gamma chr17q12  transport --- -1.03 1.08 1.10 1.05 -1.05 1.00 -1.07 1.26 -1.82 -1.58 -1.64 -1.80
SYNRG synergin, gamma chr17q12  transport --- -1.04 -1.04 1.32 1.04 1.23 1.07 1.14 1.14 -1.79 -1.47 -1.64 -1.62
SYNRG synergin, gamma chr17q12  transport --- 1.00 1.08 1.11 1.11 -1.04 -1.27 1.34 1.07 -1.56 -2.38 -1.90 -1.94
SYNRG synergin, gamma chr17q12  transport --- -1.13 -1.08 1.02 -1.00 -1.01 -1.06 -1.07 -1.07 -1.17 -1.06 1.31 1.39
SYP synaptophysin chrXp11.23-p11.22  transport --- 1.16 1.75 1.63 1.42 1.49 1.23 1.03 1.32 -1.90 -2.09 -2.75 -1.30
SYPL1 synaptophysin-like 1 chr7q22.3  transport --- 1.17 1.08 -1.07 -1.13 -1.04 -1.08 -1.11 -1.08 -1.27 -1.12 -1.23 -1.63
SYPL1 synaptophysin-like 1 chr7q22.3  transport --- 1.02 1.01 1.11 1.03 1.07 1.08 1.14 -1.06 1.30 1.18 1.39 1.47
SYPL2 synaptophysin-like 2 chr1p13.3  transport --- -1.02 1.05 -1.42 -1.77 1.41 -1.14 -1.90 -1.76 -3.65 -1.61 -1.87 -1.65
SYS1 SYS1 Golgi-localized integ chr20q13.12  transport --- -1.09 -1.06 -1.02 -1.02 1.17 -1.04 1.14 1.01 1.18 1.10 1.23 1.36
SYT11 synaptotagmin XI chr1q21.2  transport --- -1.15 -1.20 1.14 1.17 1.13 -1.01 -1.04 -1.21 -1.70 -1.37 -1.52 -1.59
SYT12 synaptotagmin XII chr11q13.2  transport --- 1.37 -1.08 -1.12 1.11 -1.24 -1.02 -1.03 1.39 -3.24 -1.71 -1.96 1.00
SYT12 synaptotagmin XII chr11q13.2 0 --- 1.13 1.23 1.10 -1.16 1.05 -1.15 1.31 1.74 -1.27 -1.24 -2.01 -2.17
SYT15 synaptotagmin XV chr10q11.1 0 --- 1.12 1.33 1.17 -1.11 -1.04 1.11 1.00 1.07 1.75 1.67 2.29 2.05
SYT17 synaptotagmin XVII chr16p12.3  transport --- 1.22 1.12 1.10 1.17 -1.09 -1.21 1.31 1.18 1.40 1.35 1.56 2.21
SYT17 synaptotagmin XVII chr16p12.3  transport --- -1.03 -1.13 1.24 -1.05 -1.14 -1.49 1.20 1.08 1.16 1.60 1.24 1.81
SYT6 synaptotagmin VI chr1p13.2  transport --- 1.52 1.08 1.10 1.20 1.34 1.23 -1.01 -1.02 2.13 1.63 1.89 1.42
SYT7 synaptotagmin VII chr11q12-q13.1  plasma membrane repair --- 1.15 1.74 -3.54 -1.80 -2.05 -1.03 -1.77 -1.90 1.21 -1.34 2.06 4.41
SYTL2 synaptotagmin-like 2 chr11q14  transport --- 2.28 2.56 -3.23 -1.04 -1.38 1.21 -1.20 -7.00 -2.63 -1.54 -2.74 3.46
SYTL2 synaptotagmin-like 2 chr11q14  transport --- -1.41 -1.01 1.42 -1.18 1.09 1.69 1.11 1.28 10.95 18.73 2.10 2.93
SYTL3 synaptotagmin-like 3 chr6q25.3  intracellular protein transport --- 1.24 1.02 1.35 -1.02 -1.11 -1.18 1.12 -1.48 1.63 1.17 1.91 1.41
SYTL4 synaptotagmin-like 4 chrXq21.33  transport --- -1.35 -1.73 1.56 -1.17 -1.48 -1.40 -1.14 1.24 -1.36 -1.25 -1.70 -1.97
SYTL4 synaptotagmin-like 4 chrXq21.33  transport --- -1.01 -1.05 1.13 1.24 -1.01 -1.01 1.16 1.16 1.09 1.02 -1.19 -1.27
SYTL5 synaptotagmin-like 5 chrXp21.1  intracellular protein transport --- -1.14 -1.07 1.12 -1.00 1.00 -1.10 -1.10 -1.00 -2.09 -1.31 -2.01 -1.48
SZRD1 SUZ RNA binding domain chr1p36.13 0 --- -1.08 -1.14 -1.08 -1.04 1.22 1.09 1.18 1.02 1.36 1.02 1.14 1.09
SZRD1 SUZ RNA binding domain chr1p36.13 0 --- -1.05 -1.08 1.03 1.06 1.01 -1.02 1.09 -1.03 1.26 1.16 1.09 1.07
SZT2 seizure threshold 2 homologchr1p34.2  central nervous system development --- -1.05 -1.28 -1.07 1.14 -1.18 -1.02 1.04 1.26 -1.75 -1.26 -2.01 -1.57
SZT2 seizure threshold 2 homologchr1p34.2  central nervous system development --- 1.09 -1.07 1.01 1.50 -1.06 -1.17 1.51 1.27 -1.72 -1.70 -2.25 -2.13
TAB3 TGF-beta activated kinase 1chrXp21.2  activation of MAPK activity --- 1.86 4.06 -1.24 -1.07 1.70 1.13 1.02 -1.64 2.00 2.94 -1.42 -1.01
TAB3 TGF-beta activated kinase 1chrXp21.2  activation of MAPK activity --- 1.06 1.06 -1.00 1.01 -1.08 1.04 -1.13 -1.13 -1.34 -1.20 -1.46 -1.68
TAC3 tachykinin 3 chr12q13-q21  tachykinin receptor signaling pathway --- -1.37 2.01 -1.17 -2.86 2.61 1.27 2.56 3.71 6.28 4.29 8.74 1.60
TACC1 transforming, acidic coiled- chr8p11.22  microtubule cytoskeleton organization --- -1.06 -1.33 -1.06 1.12 1.03 1.09 -1.21 -1.03 -1.63 -1.43 -1.86 -1.53
TACC1 transforming, acidic coiled- chr8p11.22  microtubule cytoskeleton organization --- 1.05 1.11 1.10 -1.03 -1.02 -1.07 -1.08 -1.08 -1.77 -1.74 -1.70 -1.95
TACC1 transforming, acidic coiled- chr8p11.22  microtubule cytoskeleton organization --- -1.13 -1.07 -1.08 -1.08 -1.02 -1.02 -1.76 -1.38 -1.63 -1.17 -1.53 -1.39
TACC1 transforming, acidic coiled- chr8p11.22  microtubule cytoskeleton organization --- -1.01 1.28 1.29 1.04 -1.06 -1.17 1.23 -1.11 -3.52 -2.72 -1.66 -2.91
TACC2 transforming, acidic coiled- chr10q26  microtubule cytoskeleton organization --- -1.02 -1.07 1.05 -1.01 -1.03 1.03 -1.02 -1.04 -1.04 -1.05 -1.30 -1.31
TACC3 transforming, acidic coiled- chr4p16.3  microtubule cytoskeleton organization --- 1.06 1.06 1.00 -1.13 1.00 1.11 -1.28 -1.08 1.19 1.11 1.25 1.13
TACR1 tachykinin receptor 1 chr2p12  aggressive behavior Peptide_GPCRs // GenMAPP 1.07 -1.08 1.72 1.36 1.50 1.10 1.19 1.45 -1.65 1.67 -1.77 -1.36
TACSTD2 tumor-associated calcium sichr1p32  re-entry into mitotic cell cycle --- -1.00 -1.04 1.06 1.08 1.14 1.09 -1.03 1.01 -1.38 -1.43 -1.28 -1.39
TADA2A transcriptional adaptor 2A chr17q12-q21  regulation of protein phosphorylation --- 1.12 1.09 1.02 -1.18 -1.03 1.14 -1.42 -1.21 -2.92 -2.33 -3.60 -3.12
TADA2A transcriptional adaptor 2A chr17q12-q21  regulation of protein phosphorylation --- -1.25 -1.20 1.02 1.58 1.15 1.20 1.28 1.33 -2.16 -3.56 -2.20 -1.80
TADA2A transcriptional adaptor 2A chr17q12-q21  regulation of protein phosphorylation --- -1.15 -1.06 1.06 -1.02 -1.12 1.02 -1.06 1.13 -1.90 -2.00 -1.72 -1.78
TADA2B transcriptional adaptor 2B chr4p16.1  transcription, DNA-dependent --- 1.07 -1.01 1.03 1.01 1.13 1.10 1.18 -1.01 1.31 1.27 1.67 1.65
TADA2B transcriptional adaptor 2B chr4p16.1  transcription, DNA-dependent --- -1.13 -1.06 -1.15 1.07 -1.11 -1.29 -1.11 -1.07 -1.34 -1.30 -1.61 -1.42
TAF1 TAF1 RNA polymerase II, chrXq13.1  G1 phase of mitotic cell cycle --- -1.20 -1.10 1.06 -1.03 1.10 -1.07 -1.12 1.05 -1.50 -1.07 -1.42 -1.40
TAF10 TAF10 RNA polymerase II chr11p15.3  transcription, DNA-dependent --- 1.00 1.02 -1.02 1.05 -1.01 -1.11 1.18 1.13 1.60 1.25 1.24 1.20
TAF10 TAF10 RNA polymerase II chr11p15.3  transcription, DNA-dependent --- -1.24 -1.06 1.03 1.17 1.06 -1.21 1.37 1.16 -1.22 -1.19 -1.73 -1.76
TAF12 TAF12 RNA polymerase II chr1p35.3  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP -1.04 1.01 1.08 -1.06 1.08 -1.04 1.10 -1.05 1.02 -1.05 1.50 1.35
TAF13 TAF13 RNA polymerase II chr1p13.3  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP 1.27 1.18 1.07 1.01 -1.14 1.10 -1.31 -1.11 1.61 1.33 1.58 1.26
TAF13 TAF13 RNA polymerase II chr1p13.3  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP 1.16 1.28 1.15 1.46 -1.06 -1.20 1.66 2.65 1.60 1.14 2.19 2.35
TAF15 TAF15 RNA polymerase II chr17q11.1-q11.2  positive regulation of transcription, DNA--- -1.07 -1.08 1.06 1.04 1.08 1.02 -1.05 1.05 -1.35 -1.37 -1.59 -1.46
TAF15 TAF15 RNA polymerase II chr17q11.1-q11.2  positive regulation of transcription, DNA--- 2.18 1.17 1.22 1.10 -1.26 1.15 -1.43 -1.17 -3.14 -1.98 -2.42 -2.52
TAF15 TAF15 RNA polymerase II chr17q11.1-q11.2  positive regulation of transcription, DNA--- 1.27 1.01 -1.02 -1.07 1.01 1.07 1.03 -1.11 -1.81 -1.56 -1.85 -1.71
TAF1A TATA box binding protein chr1q42  transcription, DNA-dependent --- 1.44 1.42 -1.12 1.02 -1.18 -1.13 1.25 1.14 1.41 1.13 1.51 1.15
TAF3 TAF3 RNA polymerase II, chr10p15.1  negative regulation of transcription from --- 1.19 1.05 -1.03 1.10 1.03 -1.04 -1.14 1.06 -1.05 -1.11 1.23 1.46
TAF4B TAF4b RNA polymerase II chr18q11.2  transcription, DNA-dependent --- 1.34 1.65 1.03 -1.58 -1.04 -1.22 -1.02 -1.57 1.13 1.37 2.42 2.03
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TAF5L TAF5-like RNA polymerasechr1q42.13  transcription, DNA-dependent --- -1.00 -1.02 1.04 -1.07 1.05 -1.02 1.04 1.09 1.23 1.23 1.58 1.62
TAF7L TAF7-like RNA polymerasechrXq22.1  transcription, DNA-dependent --- 1.00 1.10 1.19 1.07 1.01 -1.00 -1.13 -1.21 -1.77 -1.65 -3.40 -3.69
TAF7L TAF7-like RNA polymerasechrXq22.1  transcription, DNA-dependent --- 1.10 -1.37 1.18 -1.02 1.01 -1.11 -1.39 1.01 -2.07 -1.42 -3.43 -3.25
TAF8 TAF8 RNA polymerase II, chr6p21.1  inner cell mass cell proliferation --- -1.32 -1.03 1.03 1.25 1.08 -1.03 1.34 1.26 1.65 1.67 1.70 1.57
TAF9 TAF9 RNA polymerase II, chr5q11.2-q13.1  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP -1.04 -1.01 -1.03 -1.02 1.04 -1.02 1.02 -1.06 1.02 -1.02 -1.04 -1.11
TAF9 TAF9 RNA polymerase II, chr5q11.2-q13.1  transcription, DNA-dependent RNA_transcription_Reactome // GenMAPP -1.09 -1.00 1.03 -1.07 1.20 -1.07 1.19 1.00 1.67 1.54 1.63 1.46
TAF9B TAF9B RNA polymerase IIchrXq13.1-q21.1  negative regulation of transcription from --- 1.06 1.00 -1.01 1.11 -1.04 1.02 -1.15 -1.14 -1.94 -1.62 -5.50 -4.90
TAF9B TAF9B RNA polymerase IIchrXq13.1-q21.1  negative regulation of transcription from --- -1.09 -1.02 1.19 -1.52 -1.05 -1.32 -1.40 -1.35 2.05 2.45 2.26 3.40
TAF9B TAF9B RNA polymerase IIchrXq13.1-q21.1  negative regulation of transcription from --- 1.13 1.01 1.07 -1.00 1.01 1.20 -1.16 -1.11 1.85 2.31 1.81 2.69
TAF9B TAF9B RNA polymerase IIchrXq13.1-q21.1  negative regulation of transcription from --- 1.10 -1.08 1.05 1.00 1.16 -1.05 1.01 -1.01 1.01 1.57 -1.07 1.24
TAGAP T-cell activation RhoGTPaschr6q25.3  signal transduction --- 2.70 2.88 3.34 2.20 -1.78 -1.49 1.61 1.52 1.66 1.43 1.26 2.14
TAGLN transgelin chr11q23.2  muscle organ development --- -1.09 1.05 -1.05 1.06 1.05 1.05 1.30 -1.04 2.65 2.65 1.59 1.80
TAGLN transgelin chr11q23.2  muscle organ development --- -1.08 -1.06 -1.13 -1.02 1.14 1.09 1.20 1.19 1.87 1.70 1.37 1.41
TAGLN2 transgelin 2 chr1q21-q25  muscle organ development --- -1.06 -1.11 -1.09 -1.12 -1.00 -1.02 1.06 1.01 1.20 1.24 1.05 1.15
TAMM41 TAM41, mitochondrial tran chr3p25.2  transport --- 1.03 1.05 1.04 1.08 1.09 -1.01 -1.19 -1.15 1.23 -1.02 1.39 1.44
TAMM41 TAM41, mitochondrial tran chr3p25.2  transport --- -1.30 -1.04 1.06 1.05 -1.40 1.09 1.49 1.32 -1.04 1.07 -1.72 1.11
TANC1 tetratricopeptide repeat, ankchr2q24.2  myoblast fusion --- 1.23 1.14 1.06 1.02 1.02 1.15 -1.05 -1.02 -1.31 -1.26 -1.27 -1.57
TANC2 tetratricopeptide repeat, ankchr17q23.3  in utero embryonic development --- -1.11 -1.07 1.10 1.00 1.07 1.13 1.05 -1.21 1.14 1.57 1.21 1.15
TANGO2 transport and golgi organizachr22q11.21 0 --- 1.07 1.10 -1.05 1.17 -1.24 -1.13 1.15 1.11 -1.11 1.01 1.35 1.18
TANK TRAF family member-assocchr2q24-q31  signal transduction --- -1.05 1.05 1.22 1.12 1.14 1.01 -1.14 -1.16 1.16 1.32 1.22 1.21
TANK TRAF family member-assocchr2q24-q31  signal transduction --- -1.18 -1.08 1.05 -1.08 1.10 1.09 1.27 1.32 1.47 1.33 1.71 1.48
TANK TRAF family member-assocchr2q24-q31  signal transduction --- 1.80 2.20 1.20 1.54 1.26 1.56 -1.52 -1.22 1.17 1.18 1.24 1.21
TAOK1 TAO kinase 1 chr17q11.2  M phase of mitotic cell cycle --- 1.04 1.00 1.02 1.02 1.01 -1.01 -1.19 -1.12 -1.16 -1.04 -1.04 -1.03
TAOK2 TAO kinase 2 chr16p11.2  activation of MAPKK activity --- 1.85 1.34 -1.43 -1.05 -1.16 -1.10 -1.38 1.04 -1.10 -1.09 -1.85 -1.27
TAOK2 TAO kinase 2 chr16p11.2  activation of MAPKK activity --- 1.29 1.47 -1.03 -1.30 -1.15 -1.03 1.13 -1.13 -2.69 -2.42 -1.17 -1.53
TAP1 transporter 1, ATP-binding chr6p21.3  positive regulation of T cell mediated cyt --- 1.01 1.03 -1.01 1.04 1.15 1.01 1.19 1.06 1.64 1.24 1.64 1.74
TAP2 transporter 2, ATP-binding chr6p21.3  positive regulation of T cell mediated cyt --- -1.12 -1.03 -1.04 -1.02 1.02 -1.07 1.04 1.13 1.37 -1.12 1.09 -1.05
TAPBP TAP binding protein (tapasichr6p21.3  antigen processing and presentation of pe--- -1.13 -1.07 -1.05 -1.00 1.02 -1.07 1.12 1.11 1.35 1.20 1.17 1.32
TAPBP TAP binding protein (tapasichr6p21.3  antigen processing and presentation of pe--- -1.34 -1.11 1.08 -1.06 -1.33 -1.01 1.39 1.04 1.23 1.38 1.67 1.60
TAPBP TAP binding protein (tapasichr6p21.3  antigen processing and presentation of pe--- -1.51 1.08 1.96 1.94 1.72 -2.61 3.18 2.28 1.45 -1.07 3.18 2.43
TAPBPL TAP binding protein-like chr12p13.31  antigen processing and presentation of en--- 1.10 -1.01 -1.11 1.11 1.00 1.02 1.18 1.17 -1.09 1.00 -1.36 -1.07
TAPT1 transmembrane anterior poschr4p15.32  in utero embryonic development --- -1.22 -1.13 -1.20 -1.30 1.15 1.14 1.38 1.19 1.19 -1.04 1.64 1.46
TAPT1 transmembrane anterior poschr4p15.32  in utero embryonic development --- -1.10 -1.03 1.11 1.02 1.04 -1.03 -1.02 1.06 -1.10 -1.19 1.17 1.14
TAPT1-AS1 TAPT1 antisense RNA 1 (h chr4p15.32 0 --- 1.44 1.48 -1.16 1.07 1.03 1.19 1.02 1.06 -1.95 -1.94 -1.86 -1.58
TARBP1 TAR (HIV-1) RNA bindingchr1q42.3  RNA methylation --- 1.22 1.23 1.05 -1.08 -1.02 -1.05 -1.15 -1.03 -1.66 -1.73 -1.61 -2.06
TARDBP TAR DNA binding protein chr1p36.22  transcription, DNA-dependent --- 1.32 1.32 1.03 -1.05 -1.03 1.03 -1.23 -1.31 -1.57 -1.51 -2.23 -2.41
TARDBP TAR DNA binding protein chr1p36.22  transcription, DNA-dependent --- -1.06 1.02 -1.08 -1.06 -1.01 1.03 1.07 1.00 -1.01 1.01 -1.08 -1.08
TARP TCR gamma alternate readi chr7p15-p14  immune response --- 1.67 2.80 1.47 4.82 3.94 2.40 1.10 1.20 -1.67 -3.24 -1.03 4.65
TARS threonyl-tRNA synthetase chr5p13.2  translation --- -1.08 1.01 -1.06 -1.05 -1.01 -1.04 1.05 1.06 1.19 1.07 1.03 1.01
TARS threonyl-tRNA synthetase chr5p13.2  translation --- 2.71 4.12 1.29 1.15 1.48 1.13 1.36 -1.72 2.07 2.74 2.42 1.30
TARSL2 threonyl-tRNA synthetase-l chr15q26.3  translation --- 1.10 1.08 -1.02 -1.01 -1.04 -1.04 -1.13 -1.09 -1.65 -1.48 -1.19 -1.21
TAS2R1 taste receptor, type 2, membchr5p15  signal transduction --- 1.71 2.27 2.26 1.29 -4.79 -2.34 2.06 4.62 1.53 -2.08 -2.38 1.34
TAS2R14 taste receptor, type 2, membchr12p13  detection of chemical stimulus involved i--- -1.04 -1.11 -1.20 1.03 -1.05 1.14 -1.17 -1.02 -2.00 -1.95 -1.28 -1.66
TASP1 taspase, threonine aspartase chr20p12.1  proteolysis --- 1.08 1.05 1.02 1.03 -1.06 1.03 -1.16 1.00 -1.96 -1.34 -1.71 -1.66
TAT tyrosine aminotransferase chr16q22.1  2-oxoglutarate metabolic process --- -1.16 -1.27 -1.09 1.05 1.10 -1.01 -1.10 -1.59 1.66 1.26 1.01 1.01
TATDN1 TatD DNase domain containchr8q24.13  apoptotic DNA fragmentation --- 1.06 -1.03 1.04 1.04 -1.04 -1.01 -1.12 1.01 1.12 1.22 1.41 1.46
TATDN2 TatD DNase domain containchr3p25.3  activation of signaling protein activity inv--- -1.02 1.02 1.02 1.06 1.20 1.07 1.05 -1.12 -1.01 -1.12 -1.13 -1.29
TATDN3 TatD DNase domain containchr1q32.3  nucleic acid phosphodiester bond hydroly--- 1.20 1.25 -1.00 -1.01 1.04 -1.01 -1.14 -1.05 -1.66 -1.65 -1.33 -1.52
TAX1BP1 Tax1 (human T-cell leukemchr7p15  apoptotic process --- 1.12 1.08 1.05 1.14 1.11 1.14 -1.01 -1.09 1.27 1.32 1.17 1.32
TAX1BP1 Tax1 (human T-cell leukemchr7p15  apoptotic process --- 1.11 1.06 -1.04 1.04 -1.03 -1.02 1.13 1.18 1.20 1.25 1.32 1.31
TBC1D1 TBC1 (tre-2/USP6, BUB2, chr4p14  cellular membrane organization --- -1.03 1.00 1.07 -1.01 -1.07 -1.17 1.02 1.04 1.20 1.26 1.30 1.15
TBC1D1 TBC1 (tre-2/USP6, BUB2, chr4p14  cellular membrane organization --- 1.27 1.19 1.12 1.00 1.22 1.13 1.34 1.21 -1.18 -1.37 -1.52 -2.01
TBC1D1 TBC1 (tre-2/USP6, BUB2, chr4p14  cellular membrane organization --- -1.91 -2.02 2.18 1.64 -1.14 -1.34 1.50 -1.03 -1.29 1.03 1.96 1.81
TBC1D10A TBC1 domain family, membchr22q12.2  regulation of Rab GTPase activity --- -1.23 1.29 1.03 1.08 1.14 1.15 1.68 1.27 1.70 1.65 1.57 1.87
TBC1D12 TBC1 domain family, membchr10q23.33  regulation of Rab GTPase activity --- 1.39 1.13 -1.36 -1.20 1.22 1.22 2.05 1.88 -1.14 -1.47 1.87 -1.35
TBC1D15 TBC1 domain family, membchr12q21.1  regulation of Rab GTPase activity --- 1.03 1.09 -1.12 -1.03 -1.02 1.02 -1.32 -1.10 -1.66 -1.21 -1.09 1.02
TBC1D15 TBC1 domain family, membchr12q21.1  regulation of Rab GTPase activity --- -1.05 -1.05 1.04 1.04 -1.07 1.02 -1.06 -1.03 -1.08 -1.01 1.36 1.39
TBC1D19 TBC1 domain family, membchr4p15.2  regulation of Rab GTPase activity --- 1.05 1.08 1.13 1.11 -1.05 1.04 -1.16 -1.07 -1.52 -1.58 -2.40 -2.10
TBC1D2 TBC1 domain family, membchr9q22.33  regulation of Rab GTPase activity --- -1.11 -1.20 -1.04 1.08 1.10 -1.02 1.66 1.45 2.17 1.40 1.77 1.76
TBC1D20 TBC1 domain family, membchr20p13  virus-host interaction --- 1.03 1.00 1.02 -1.01 1.42 1.15 1.25 -1.08 1.46 -1.02 1.45 1.63
TBC1D22A TBC1 domain family, membchr22q13.3  regulation of Rab GTPase activity --- 1.12 1.16 1.15 1.33 -1.06 1.02 1.06 1.12 -1.14 1.04 -1.45 -1.31
TBC1D22B TBC1 domain family, membchr6p21.2 0 --- 1.25 -1.63 1.51 1.16 -1.01 -1.25 1.42 1.58 -1.51 -1.10 -2.48 -1.13
TBC1D23 TBC1 domain family, membchr3q12.2  regulation of Rab GTPase activity --- 1.06 1.01 1.01 -1.08 -1.04 -1.06 -1.04 -1.03 -1.08 1.04 1.34 1.32
TBC1D24 TBC1 domain family, membchr16p13.3  neuron projection development --- 1.16 1.11 1.62 1.43 -1.12 1.13 1.18 -1.19 -1.05 -1.09 -1.62 -2.23
TBC1D25 TBC1 domain family, membchrXp11.23  autophagy --- -1.04 -1.04 1.00 -1.14 1.10 -1.05 1.41 1.21 1.32 -1.02 1.23 1.19
TBC1D2B TBC1 domain family, membchr15q24.3-q25.1  regulation of Rab GTPase activity --- -1.02 -1.06 1.16 1.30 1.03 1.01 -1.09 -1.11 -1.70 -1.68 -1.53 -1.34
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TBC1D30 TBC1 domain family, membchr12q14.3  regulation of Rab GTPase activity --- -1.11 -1.15 -1.18 1.01 1.30 1.20 -1.22 -1.04 -1.61 -1.57 -3.15 -2.42
TBC1D30 TBC1 domain family, membchr12q14.3  regulation of Rab GTPase activity --- 1.13 -1.05 1.12 1.25 1.25 1.52 -1.03 1.05 -1.23 -1.16 -1.33 -2.12
TBC1D4 TBC1 domain family, membchr13q22.2  cellular membrane organization --- 1.09 1.15 1.07 -1.08 -1.06 -1.03 -1.13 -1.09 -1.58 -1.41 -1.23 -1.39
TBC1D5 TBC1 domain family, membchr3p24.3  regulation of Rab GTPase activity --- 1.10 1.09 -1.11 -1.13 -1.06 1.04 -1.12 -1.24 -1.71 -1.44 -1.60 -1.59
TBC1D5 TBC1 domain family, membchr3p24.3  regulation of Rab GTPase activity --- -1.07 -1.07 1.22 1.04 1.02 -1.21 -1.15 -1.18 -2.15 -1.32 -1.65 -1.31
TBC1D8B TBC1 domain family, membchrXq22.3  regulation of Rab GTPase activity --- -1.25 -1.39 -1.15 -1.43 -1.54 -1.49 -1.16 1.55 -1.11 1.22 1.64 1.91
TBC1D9B TBC1 domain family, membchr5q35.3  regulation of Rab GTPase activity --- 1.02 1.03 1.11 1.20 1.21 1.07 1.07 1.09 1.22 1.33 1.03 1.25
TBC1D9B TBC1 domain family, membchr5q35.3  regulation of Rab GTPase activity --- 1.22 1.19 1.13 1.18 1.13 1.04 1.14 1.08 1.33 1.35 1.19 1.14
TBC1D9B TBC1 domain family, membchr5q35.3  regulation of Rab GTPase activity --- 1.07 -1.04 -1.01 -1.02 1.09 -1.00 1.08 1.06 1.15 1.29 1.20 1.20
TBC1D9B TBC1 domain family, membchr5q35.3  regulation of Rab GTPase activity --- 1.35 1.25 1.02 1.15 -1.09 -1.21 1.04 1.07 1.45 1.51 1.09 1.21
TBCB tubulin folding cofactor B chr19q13.11-q13.12 multicellular organismal development --- -1.02 -1.04 -1.09 -1.03 -1.05 -1.08 -1.10 -1.06 1.07 1.09 -1.45 -1.54
TBCB tubulin folding cofactor B chr19q13.11-q13.12 multicellular organismal development --- 1.03 1.01 -1.03 -1.00 -1.05 -1.08 1.04 -1.03 1.09 1.18 -1.41 -1.46
TBCB tubulin folding cofactor B chr19q13.11-q13.12 multicellular organismal development --- -1.03 -1.03 1.01 -1.01 1.00 -1.04 1.04 -1.05 1.11 1.02 -1.44 -1.41
TBCCD1 TBCC domain containing 1 chr3q27.3  cell morphogenesis --- 1.07 1.07 -1.01 -1.07 -1.04 1.12 -1.28 -1.14 -1.39 -1.19 -1.40 -1.49
TBCD tubulin folding cofactor D chr17q25.3  protein folding --- 1.04 -1.01 1.07 1.27 1.04 -1.13 1.22 1.23 1.11 -1.02 -2.09 -1.64
TBCD tubulin folding cofactor D chr17q25.3  protein folding --- -1.18 -1.33 -1.01 1.08 -1.19 -1.37 1.10 1.03 -1.16 -1.34 -2.68 -2.20
TBCD tubulin folding cofactor D chr17q25.3  protein folding --- -1.00 -1.09 1.15 1.46 1.22 -1.14 1.02 1.24 -1.21 -1.40 -1.64 -1.30
TBCE tubulin folding cofactor E chr1q42.3  microtubule cytoskeleton organization --- 1.03 -1.00 1.07 1.13 1.12 -1.03 1.14 1.12 -1.12 -1.29 -1.02 -1.00
TBCEL tubulin folding cofactor E-lichr11q23.3 0 --- 1.34 1.20 1.05 1.19 1.25 1.25 -1.37 -1.05 -2.94 -1.94 -1.54 -2.11
TBCEL tubulin folding cofactor E-lichr11q23.3 0 --- 1.18 1.03 1.16 -1.00 -1.05 -1.01 -1.07 -1.09 -2.10 -2.17 -1.45 -1.62
TBCK TBC1 domain containing kichr4q24  protein phosphorylation --- 1.06 -1.02 1.07 1.10 1.03 -1.03 -1.02 1.08 -2.34 -1.80 -4.75 -3.53
TBKBP1 TBK1 binding protein 1 chr17q21.32  innate immune response --- 1.21 -1.17 1.64 1.48 -1.32 -1.66 1.02 1.16 1.51 1.36 1.69 1.57
TBL1X transducin (beta)-like 1X-linchrXp22.3  negative regulation of transcription from --- -1.13 -1.17 1.01 -1.01 1.10 1.03 -1.15 -1.07 -1.13 -1.10 -1.29 -1.12
TBL1X transducin (beta)-like 1X-linchrXp22.3  negative regulation of transcription from --- -1.02 -1.02 1.08 -1.05 1.09 1.03 -1.20 -1.08 -1.53 -1.31 -1.59 -1.37
TBL1X transducin (beta)-like 1X-linchrXp22.3  negative regulation of transcription from --- -1.05 -1.08 1.06 -1.00 1.03 1.03 -1.16 -1.09 -1.33 -1.18 -1.49 -1.25
TBL1X transducin (beta)-like 1X-linchrXp22.3  negative regulation of transcription from --- -1.05 1.01 1.07 -1.05 1.05 -1.07 -1.03 1.02 -1.12 -1.31 -1.51 -1.36
TBL1XR1 transducin (beta)-like 1 X-lichr3q26.32  negative regulation of transcription from --- 1.27 1.35 -1.04 -1.18 -1.16 1.15 -1.98 -1.65 -1.46 -1.24 -1.97 -3.02
TBL1XR1 transducin (beta)-like 1 X-lichr3q26.32  negative regulation of transcription from --- -1.10 -1.02 -1.04 -1.01 -1.03 -1.03 -1.11 -1.01 -1.11 -1.02 -1.22 -1.26
TBL2 transducin (beta)-like 2 chr7q11.23 0 --- -1.01 -1.02 1.13 -1.39 2.03 1.72 -1.10 -1.16 -1.05 1.21 1.94 2.58
TBL2 transducin (beta)-like 2 chr7q11.23 0 --- 1.03 -1.08 -1.08 -1.02 -1.07 1.03 -1.09 1.06 1.10 1.18 1.21 1.36
TBL3 transducin (beta)-like 3 chr16p13.3  rRNA processing --- 3.52 2.92 -1.29 -1.38 1.85 2.74 -1.95 -1.46 -6.75 -1.88 -2.98 -3.69
TBRG1 transforming growth factor chr11q24.2  DNA replication --- -1.02 1.01 1.09 -1.03 1.02 -1.01 -1.15 1.01 1.32 1.26 2.08 1.82
TBRG1 transforming growth factor chr11q24.2  DNA replication --- 1.20 1.05 -1.06 1.01 1.05 1.18 -1.07 1.02 -1.38 -1.31 -2.07 -1.85
TBRG1 transforming growth factor chr11q24.2  DNA replication --- 1.23 1.10 -1.02 1.14 1.13 1.24 1.07 1.02 -1.62 -1.56 -2.11 -1.70
TBRG4 transforming growth factor chr7p13  G1 phase of mitotic cell cycle --- -1.11 -1.27 -1.00 1.16 1.16 1.32 -1.26 -1.14 -2.29 -2.78 -1.54 -1.72
TBX1 T-box 1 chr22q11.21  angiogenesis --- 1.73 1.51 -1.14 -1.05 -1.14 1.39 1.12 1.10 -1.17 1.13 -2.19 -2.20
TBX15 T-box 15 chr1p11.1  negative regulation of transcription from --- -1.03 -1.02 -1.15 -1.32 -1.35 -1.39 -1.07 1.01 1.07 -1.01 -1.76 -1.73
TBX3 T-box 3 chr12q24.1  negative regulation of transcription from --- 1.27 1.12 -1.03 -1.08 -1.06 1.12 -1.25 1.06 -1.53 -1.31 -1.10 -1.29
TBX3 T-box 3 chr12q24.1  negative regulation of transcription from --- 1.09 1.08 -1.04 1.05 -1.10 1.10 -1.33 -1.19 -1.37 -1.46 -1.13 -1.25
TBX5-AS1 TBX5 antisense RNA 1 chr12q24.21 0 --- 1.28 -1.94 1.34 1.90 3.89 3.09 3.59 4.53 8.65 6.04 5.92 2.95
TBX6 T-box 6 chr16p11.2  negative regulation of transcription from --- 1.19 1.71 4.03 -1.13 1.54 1.38 1.14 -1.58 -1.79 -1.56 1.36 2.55
TBXA2R thromboxane A2 receptor chr19p13.3  inflammatory response GPCRDB_Class_A_Rhodopsin-like // GenM 1.06 1.00 -1.13 -1.06 1.06 1.13 1.35 1.25 1.67 1.26 1.41 1.11
TBXA2R thromboxane A2 receptor chr19p13.3  inflammatory response GPCRDB_Class_A_Rhodopsin-like // GenM 1.04 -1.09 -1.10 -1.09 1.12 1.12 1.22 1.19 1.48 1.20 1.29 1.10
TBXAS1 thromboxane A synthase 1 (chr7q34-q35  prostaglandin biosynthetic process Eicosanoid_Synthesis // GenMAPP /// Prosta 1.21 1.83 1.64 1.08 -1.59 -2.05 -5.22 -1.04 1.10 -1.67 -1.71 1.07
TC2N tandem C2 domains, nuclea chr14q32.12 0 --- 1.11 -1.03 -1.17 -1.05 -2.45 1.51 -3.18 1.67 1.31 1.73 1.36 1.01
TC2N tandem C2 domains, nuclea chr14q32.12 0 --- 1.97 1.59 -1.04 1.11 -1.09 1.14 -1.07 1.20 1.56 1.77 1.18 -1.09
TC2N tandem C2 domains, nuclea chr14q32.12 0 --- 1.00 -1.00 1.10 1.08 1.13 -1.05 1.26 1.12 2.24 2.15 1.91 1.89
TCAIM T cell activation inhibitor, mchr3p21.31 0 --- 1.15 1.17 -1.08 -1.19 1.00 -1.03 1.02 -1.30 -2.33 -1.77 -1.26 -1.99
TCAIM T cell activation inhibitor, mchr3p21.31 0 --- 1.03 -1.08 -1.02 -1.46 -1.27 1.41 -1.55 -1.00 -1.09 1.54 1.52 1.50
TCEA1 transcription elongation factchr8q11.2  DNA repair --- 1.06 1.06 1.01 -1.11 -1.04 1.05 -1.01 -1.06 -1.24 -1.05 -1.24 -1.34
TCEAL1 transcription elongation factchrXq22.1  negative regulation of transcription from --- 1.26 1.13 -1.03 -1.14 -1.14 -1.12 -1.45 -1.16 -1.91 -1.84 -1.35 -1.48
TCEAL3 transcription elongation factchrXq22.2  transcription, DNA-dependent --- 1.10 -1.03 1.06 1.06 -1.02 -1.10 1.06 1.34 1.33 1.22 1.53 1.54
TCEAL4 transcription elongation factchrXq22.2  transcription, DNA-dependent --- 1.03 1.01 1.01 1.09 1.10 1.02 1.09 1.04 1.04 -1.03 -1.28 -1.19
TCEANC transcription elongation factchrXp22.2  transcription, DNA-dependent --- 1.09 1.11 -1.12 1.30 -1.29 -1.07 -1.13 -1.65 -2.57 -1.86 -1.98 -2.65
TCEANC2 transcription elongation factchr1p32.3  transcription, DNA-dependent --- -1.13 -1.29 1.06 1.09 1.08 -1.12 -1.20 -1.36 1.04 1.02 -1.50 -1.10
TCEB1 transcription elongation factchr8q21.11  transcription, DNA-dependent --- -1.04 1.01 -1.01 -1.04 1.03 -1.09 1.03 -1.03 1.50 1.27 1.48 1.48
TCEB2 transcription elongation factchr16p12.3  transcription, DNA-dependent --- 1.00 -1.08 1.18 1.11 -1.07 -1.13 -1.09 1.03 -1.11 -1.31 -1.41 -1.61
TCERG1L transcription elongation reg chr10q26.3 0 --- 1.88 2.50 -1.12 -2.06 -1.15 -1.59 -1.77 -1.11 -3.65 -2.77 3.31 2.51
TCF12 transcription factor 12 chr15q21  transcription, DNA-dependent --- 1.26 1.11 -1.03 1.05 -1.09 1.09 1.03 -1.10 -1.03 1.00 -1.11 -1.11
TCF12 transcription factor 12 chr15q21  transcription, DNA-dependent --- 1.02 1.08 1.32 1.31 1.39 1.14 1.06 1.01 -3.05 -2.68 -2.75 -3.11
TCF19 transcription factor 19 chr6p21.3  transcription, DNA-dependent --- -1.03 -1.08 1.04 1.03 -1.02 -1.04 1.09 1.02 1.08 1.23 -1.42 1.06
TCF20 transcription factor 20 (AR1chr22q13.3|22q13.3  transcription, DNA-dependent Matrix_Metalloproteinases // GenMAPP 1.03 1.00 1.03 -1.09 1.09 -1.11 1.32 1.06 1.32 1.11 1.46 1.23
TCF25 transcription factor 25 (basi chr16q24.3  negative regulation of transcription from --- -1.02 -1.05 1.02 1.10 1.00 -1.03 1.09 1.12 -1.26 -1.30 -1.97 -1.58
TCF25 transcription factor 25 (basi chr16q24.3  negative regulation of transcription from --- -1.06 -1.03 1.04 1.15 1.14 -1.01 1.08 1.14 -1.31 -1.49 -1.92 -1.45
TCF25 transcription factor 25 (basi chr16q24.3  negative regulation of transcription from --- -1.00 -1.01 1.15 1.39 -1.16 -1.17 1.45 1.25 2.04 2.06 1.82 1.54
TCF3 transcription factor 3 chr19p13.3  G1 phase of mitotic cell cycle --- -1.01 -1.02 -1.03 1.17 -1.04 -1.18 1.11 -1.04 1.05 -1.04 1.34 1.16
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TCF3 transcription factor 3 chr19p13.3  G1 phase of mitotic cell cycle --- -1.02 1.13 1.13 1.00 -1.05 -1.14 1.32 -1.04 1.44 1.03 1.11 -1.05
TCF3 transcription factor 3 chr19p13.3  G1 phase of mitotic cell cycle --- 1.01 1.06 1.03 -1.08 -1.01 -1.11 1.11 -1.14 1.37 1.08 1.05 -1.01
TCF3 transcription factor 3 chr19p13.3  G1 phase of mitotic cell cycle --- -1.00 1.14 1.04 -1.14 -1.04 1.20 1.15 1.03 1.29 -1.01 1.16 1.21
TCF4 transcription factor 4 chr18q21.1  negative regulation of transcription from --- 1.79 1.95 1.65 2.59 1.28 -1.98 -9.69 -1.46 2.60 3.92 -2.18 -1.17
TCF4 transcription factor 4 chr18q21.1  negative regulation of transcription from --- -1.37 -7.26 1.19 2.40 1.27 -1.06 3.40 1.50 3.14 4.98 9.62 10.13
TCF7 transcription factor 7 (T-cel chr5q31.1  transcription, DNA-dependent --- -1.01 -1.03 1.10 1.33 -1.01 1.13 1.04 -1.03 -1.34 -1.35 -1.98 -2.12
TCF7L1 transcription factor 7-like 1 chr2p11.2  chromatin organization --- 5.03 11.01 -12.80 -6.19 -1.43 1.25 -1.15 1.27 1.05 1.71 5.66 3.62
TCF7L2 transcription factor 7-like 2 chr10q25.3  negative regulation of transcription from --- 1.04 -1.03 -1.06 1.06 -1.18 -1.00 -1.08 -1.05 -1.46 -1.28 -1.56 -1.72
TCF7L2 transcription factor 7-like 2 chr10q25.3  negative regulation of transcription from --- 1.05 1.11 1.06 1.03 -1.07 1.04 -1.12 -1.13 -1.63 -1.30 -1.48 -1.62
TCF7L2 transcription factor 7-like 2 chr10q25.3  negative regulation of transcription from --- 1.14 1.22 1.20 -1.05 -1.12 1.00 -1.25 -1.33 -1.79 -1.59 -1.92 -2.27
TCF7L2 transcription factor 7-like 2 chr10q25.3  negative regulation of transcription from --- -1.17 -1.07 -1.08 -1.02 -1.23 1.05 -1.05 -1.05 -1.80 -1.70 -1.46 -1.48
TCHP trichoplein, keratin filamentchr12q24.11  apoptotic process --- 1.05 1.31 -1.33 1.36 -1.24 1.07 1.57 1.22 -1.16 -1.02 -1.44 -1.02
TCL6 T-cell leukemia/lymphoma chr14q32.1 0 --- 1.72 1.32 1.17 -1.47 -1.78 -1.55 1.78 1.39 1.56 1.56 1.39 1.48
TCOF1 Treacher Collins-Francesch chr5q32  skeletal system development --- -1.11 -1.29 -1.27 1.04 -1.09 -1.07 1.43 1.35 1.43 1.30 -1.82 -1.59
TCP10L t-complex 10-like chr21q22.11 0 --- -1.29 -1.19 1.23 1.39 1.18 -1.20 -1.58 -1.04 1.55 1.15 2.29 2.88
TCP11 t-complex 11, testis-specificchr6p21.31  multicellular organismal development --- -1.40 -1.59 -1.11 -1.57 -1.03 -1.85 1.23 -1.01 1.88 1.54 1.63 1.61
TCP11L1 t-complex 11, testis-specificchr11p13 0 --- 1.15 1.09 1.22 -1.26 1.04 1.32 -1.20 -1.27 -1.85 -1.30 -1.81 -2.61
TCP11L1 t-complex 11, testis-specificchr11p13 0 --- -1.03 -1.03 1.11 1.07 -1.06 -1.14 1.27 1.18 1.16 1.14 1.35 1.38
TCP11L1 t-complex 11, testis-specificchr11p13 0 --- -1.10 -1.06 -1.02 1.07 1.20 1.04 1.28 1.11 -1.08 1.21 1.59 1.72
TCP11L2 t-complex 11, testis-specificchr12q23.3 0 --- 1.30 2.10 1.45 1.11 -1.47 -1.25 -1.29 1.32 -2.13 -3.20 -2.25 -4.15
TCP11L2 t-complex 11, testis-specificchr12q23.3 0 --- -3.39 -2.02 1.28 -2.01 -5.33 -4.64 1.76 -1.27 -3.89 -1.13 -2.87 -3.13
TCP11L2 t-complex 11, testis-specificchr12q23.3 0 --- -1.16 1.30 1.02 -1.37 -1.05 1.32 1.18 -1.29 -3.65 -1.86 -2.60 -2.33
TCP11L2 t-complex 11, testis-specificchr12q23.3 0 --- -1.92 -1.24 -1.23 -1.21 1.49 2.30 -1.17 1.14 -2.34 -1.89 -1.70 -1.75
TCTA T-cell leukemia translocatiochr3p21 0 --- -1.07 -1.10 1.04 1.03 1.03 -1.08 -1.13 1.02 -2.58 -2.20 -3.45 -2.13
TCTE3 t-complex-associated-testis-chr6q27  transport --- -1.05 1.06 1.16 1.12 2.01 1.64 -1.53 -1.03 1.40 1.27 -1.02 -1.39
TCTEX1D1 Tctex1 domain containing 1chr1p31.3 0 --- 1.93 1.69 -1.12 1.41 1.24 -1.04 -2.19 -3.15 6.13 2.37 1.26 1.95
TCTN1 tectonic family member 1 chr12q24.11  in utero embryonic development --- 1.12 1.06 1.04 1.08 1.00 1.03 1.22 1.15 -1.34 -1.25 -1.89 -1.54
TCTN1 tectonic family member 1 chr12q24.11  in utero embryonic development --- 1.44 2.06 1.12 -1.00 1.02 1.07 1.40 1.16 -2.78 -2.34 -5.03 -3.77
TCTN2 tectonic family member 2 chr12q24.31  smoothened signaling pathway --- 1.00 -1.14 1.06 1.00 -1.05 1.08 -1.20 -1.07 -1.17 -1.05 -1.29 -1.15
TDO2 tryptophan 2,3-dioxygenasechr4q31-q32  tryptophan catabolic process --- -2.16 1.09 1.62 2.61 -2.53 1.37 1.17 3.63 3.04 -1.36 3.67 5.79
TDP1 tyrosyl-DNA phosphodiestechr14q32.11  single strand break repair --- -1.01 -1.04 -1.03 -1.02 1.00 -1.07 1.01 1.08 1.06 1.17 1.11 1.22
TDP2 tyrosyl-DNA phosphodiestechr6p22.3-p22.1  DNA repair --- 1.08 -1.03 -1.01 1.04 1.17 1.18 -1.09 1.03 -1.12 -1.31 1.12 -1.03
TDRD3 tudor domain containing 3 chr13q21.2  mRNA processing --- -1.21 -1.16 1.02 1.01 1.19 1.02 -1.00 -1.04 -1.14 -1.26 -1.28 -1.16
TDRD3 tudor domain containing 3 chr13q21.2  chromatin modification --- 1.04 1.13 1.05 1.19 -1.24 1.09 -1.19 1.33 -2.12 -1.11 -1.44 -1.41
TDRD3 tudor domain containing 3 chr13q21.2  mRNA processing --- -1.11 -1.12 -1.01 1.03 1.04 -1.07 1.13 -1.01 -1.14 -1.10 -1.22 -1.13
TDRD6 tudor domain containing 6 chr6p12.3  multicellular organismal development --- -1.34 -1.15 1.61 1.89 1.40 1.42 1.02 -1.29 -2.03 -2.25 -3.19 -2.11
TDRD9 tudor domain containing 9 chr14q32.33  meiosis --- -1.04 1.01 1.03 1.03 -1.06 1.10 -1.30 -1.09 -1.59 -1.32 -2.68 -2.40
TDRKH tudor and KH domain contachr1q21  male meiosis --- -1.03 1.00 -1.08 -1.15 -1.04 -1.02 1.11 1.33 -1.60 -1.26 1.33 1.17
TDRKH tudor and KH domain contachr1q21  male meiosis --- 1.11 -1.18 1.11 1.48 1.77 3.63 1.00 -1.87 -1.79 -2.26 1.90 2.38
TDRP testis development related pchr8p23.3  spermatogenesis --- 1.64 1.94 1.60 2.61 1.66 -1.05 3.29 1.52 3.43 7.77 1.56 3.65
TEAD1 TEA domain family membechr11p15.2  transcription, DNA-dependent --- 1.04 1.07 1.09 1.10 1.05 1.00 -1.10 1.07 -1.14 -1.04 -1.17 -1.38
TEAD4 TEA domain family membechr12p13.3-p13.2  skeletal system development --- -1.04 -1.10 1.02 1.15 1.00 -1.07 1.10 1.17 1.49 1.18 1.29 1.43
TEAD4 TEA domain family membechr12p13.3-p13.2  skeletal system development --- -1.10 -1.17 -1.01 1.06 1.10 -1.04 1.14 1.30 1.53 1.20 1.23 1.38
TECPR2 tectonin beta-propeller repe chr14q32.31  autophagy --- 1.31 1.25 1.04 1.12 -1.04 -1.02 -1.13 1.08 -1.58 -2.47 -1.86 -2.47
TECPR2 tectonin beta-propeller repe chr14q32.31  autophagy --- 1.05 1.09 1.09 -1.08 -1.04 1.07 -1.35 -1.22 -1.61 -1.31 -1.52 -1.17
TEF thyrotrophic embryonic factchr22q13.2  transcription, DNA-dependent --- -1.19 -1.30 1.05 -1.12 1.46 1.27 1.01 -1.12 1.05 1.18 1.51 1.52
TEFM transcription elongation fact---  oxidative phosphorylation --- 1.17 1.04 -1.01 1.15 1.00 1.03 -1.26 -1.18 -1.61 -1.49 -1.50 -1.52
TEKT2 tektin 2 (testicular) chr1p34.3  microtubule cytoskeleton organization --- -1.28 -1.05 -1.26 1.20 -1.99 1.26 -1.86 -1.89 -1.58 1.04 -4.18 -1.50
TELO2 TEL2, telomere maintenancchr16p13.3  regulation of TOR signaling cascade --- -1.11 -1.07 -1.05 1.11 -1.09 -1.19 1.11 1.30 -1.23 -1.31 -1.56 -1.30
TELO2 TEL2, telomere maintenancchr16p13.3  regulation of TOR signaling cascade --- 1.06 1.01 1.00 1.21 -1.16 -1.09 1.21 1.16 -1.52 -1.77 -1.98 -1.63
TENC1 tensin like C1 domain contachr12q13.13  kidney development --- -1.06 -1.20 -1.10 -1.05 -1.11 -1.09 1.03 1.16 -1.18 -1.14 -1.76 -1.32
TENM3 teneurin transmembrane prochr4q35.1  cell adhesion --- -1.28 -2.11 -7.63 -1.29 1.20 1.33 1.08 1.80 1.33 1.86 2.82 3.09
TEPP testis, prostate and placenta chr16q21 0 --- -2.10 -1.43 1.87 1.66 1.79 1.48 2.63 3.09 5.59 3.54 4.18 5.02
TERF1 telomeric repeat binding facchr8q21.11  G2 --- 1.12 1.06 -1.05 -1.07 -1.03 1.01 -1.28 -1.08 -1.70 -1.39 -1.61 -1.74
TERF2 telomeric repeat binding facchr16q22.1  telomere maintenance --- -1.04 -1.12 1.09 1.04 1.12 1.08 -1.04 -1.01 -1.22 -1.06 1.33 1.26
TERF2 telomeric repeat binding facchr16q22.1  telomere maintenance --- 1.10 -1.12 1.01 -1.01 1.03 -1.03 1.37 1.13 1.35 1.18 1.58 1.51
TERT telomerase reverse transcripchr5p15.33  telomere maintenance --- 1.03 -1.43 -1.02 1.43 -1.06 1.05 1.05 1.55 1.12 1.18 1.24 1.31
TES testis derived transcript (3 Lchr7q31.2  negative regulation of cell proliferation --- 1.10 1.15 -1.02 -1.06 -1.13 1.10 -1.16 -1.09 -1.40 -1.04 -1.49 -1.68
TES testis derived transcript (3 Lchr7q31.2  negative regulation of cell proliferation --- -1.12 -1.05 1.10 -1.04 1.01 -1.11 1.23 1.13 1.20 -1.02 1.16 1.11
TESC tescalcin chr12q24.22  negative regulation of protein kinase activ--- 1.02 1.02 1.07 1.19 -1.07 -1.19 1.68 1.65 1.48 1.22 -1.32 -1.48
TET3 tet methylcytosine dioxygenchr2p13.1  protein O-linked glycosylation --- 1.27 1.18 -1.03 -1.10 -1.19 1.02 -1.54 -1.32 -1.80 -1.63 -1.33 -1.66
TET3 tet methylcytosine dioxygenchr2p13.1  protein O-linked glycosylation --- -1.19 -1.98 2.95 1.03 -1.06 1.70 1.11 2.69 1.86 1.59 1.63 1.19
TEX10 testis expressed 10 chr9q31.1 0 --- 1.05 -1.01 1.09 1.01 1.02 1.02 1.16 1.15 -1.07 -1.15 -1.11 -1.19
TEX10 testis expressed 10 chr9q31.1 0 --- 1.02 -1.01 -1.03 -1.09 1.02 -1.19 1.20 1.24 -1.43 -1.40 -1.74 -1.56
TEX11 testis expressed 11 chrXq13.1  resolution of meiotic recombination inter --- 1.48 1.14 -1.00 1.08 1.72 1.06 -1.91 -2.77 1.82 -1.05 -5.91 -1.22
TEX13A testis expressed 13A chrXq22.3 0 --- -3.30 1.12 -1.55 -3.29 -1.77 -2.74 1.04 3.53 1.46 -2.48 2.17 16.52
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TEX261 testis expressed 261 chr2p13.3  positive regulation of apoptotic process --- -1.14 -1.25 1.06 1.00 1.01 -1.17 1.18 -1.20 -1.64 -1.80 -2.52 -1.84
TEX261 testis expressed 261 chr2p13.3  positive regulation of apoptotic process --- -1.07 -1.08 -1.01 -1.00 -1.03 1.00 -1.02 -1.03 -1.81 -1.82 -2.23 -1.93
TEX264 testis expressed 264 chr3p21.31 0 --- -1.12 -1.04 -1.02 -1.23 1.03 -1.06 -1.02 -1.11 -1.32 -1.29 1.21 1.24
TEX264 testis expressed 264 chr3p21.31 0 --- -1.01 1.13 1.02 -1.11 1.13 1.07 1.09 -1.08 -1.26 -1.44 1.35 1.16
TEX30 testis expressed 30 chr13q33.1 0 --- 1.00 1.07 1.15 1.02 -1.02 1.02 -1.14 -1.15 -1.02 -1.12 1.38 1.14
TEX36 testis expressed 36 chr10q26.13 0 --- 1.14 1.16 1.13 -1.12 1.09 -1.03 -1.28 -1.45 1.56 1.26 1.48 1.45
TEX9 testis expressed 9 chr15q21.3 0 --- -1.11 1.05 -1.05 1.12 -1.21 1.10 1.13 1.56 -1.57 -1.31 -1.56 -1.93
TF transferrin chr3q22.1  platelet degranulation --- -4.16 -1.74 -1.37 -1.61 -2.70 2.27 -2.18 1.78 7.60 11.54 4.95 -1.25
TFAM transcription factor A, mitocchr10q21  DNA-dependent DNA replication --- 1.03 1.16 -1.05 -1.12 -1.12 -1.13 -1.04 -1.05 -1.09 -1.15 -1.17 -1.44
TFAM transcription factor A, mitocchr10q21  DNA-dependent DNA replication --- -1.13 -1.08 1.08 1.13 1.17 1.13 -1.12 -1.00 -1.55 -1.75 -1.46 -1.55
TFAM transcription factor A, mitocchr10q21  DNA-dependent DNA replication --- -1.07 -1.10 -1.01 1.00 1.06 1.09 -1.18 -1.20 -1.70 -1.48 -1.49 -1.46
TFAP2A transcription factor AP-2 alpchr6p24  negative regulation of transcription from --- -1.05 -1.03 1.06 -1.03 1.22 1.04 -1.08 -1.18 1.08 -1.00 1.58 1.59
TFAP2B transcription factor AP-2 bechr6p12  negative regulation of transcription from --- 2.98 5.36 -1.21 1.48 -1.67 1.80 -2.92 -1.36 1.81 2.29 -5.83 -2.99
TFAP2C transcription factor AP-2 gachr20q13.2  trophectodermal cell differentiation --- -1.01 -1.04 -1.04 -1.09 -1.21 1.08 1.01 1.01 1.21 1.33 1.49 1.39
TFAP2E transcription factor AP-2 epchr1p34.3  transcription, DNA-dependent --- 1.62 1.20 1.08 1.30 2.46 2.74 1.07 -2.69 2.50 1.71 -1.05 1.19
TFB1M transcription factor B1, mitochr6q25.1-q25.3  rRNA modification --- -1.25 -1.23 -1.02 1.00 -1.07 -1.05 1.23 1.27 1.67 1.65 1.93 1.89
TFB1M transcription factor B1, mitochr6q25.1-q25.3  rRNA modification --- -1.17 -1.17 1.09 1.15 -1.07 -1.06 1.05 1.05 1.67 1.62 1.73 1.68
TFB2M transcription factor B2, mitochr1q44  rRNA modification --- 1.15 1.22 -1.03 -1.11 -1.04 -1.03 -1.12 -1.09 -1.03 -1.29 1.46 1.20
TFCP2 transcription factor CP2 chr12q13  transcription, DNA-dependent --- 1.26 1.07 1.16 -1.10 1.06 1.26 -1.13 1.29 -1.93 -1.60 -1.39 -1.81
TFCP2 transcription factor CP2 chr12q13  transcription, DNA-dependent --- -1.17 -1.05 -1.03 1.07 1.03 1.07 1.07 -1.07 1.06 -1.06 1.40 1.53
TFCP2 transcription factor CP2 chr12q13  transcription, DNA-dependent --- 1.02 -1.03 1.03 1.01 -1.03 1.00 -1.32 -1.11 -1.34 -1.21 1.22 1.20
TFCP2L1 transcription factor CP2-likechr2q14  negative regulation of transcription from --- 1.77 1.64 1.24 -2.61 1.79 2.28 -4.13 1.26 -4.88 -4.61 2.07 3.13
TFDP1 transcription factor Dp-1 chr13q34  G1 Cell_cycle_KEGG // GenMAPP /// G1_to_S 1.04 1.01 -1.05 1.01 -1.10 -1.07 1.05 1.15 1.69 1.39 1.32 1.04
TFDP1 transcription factor Dp-1 chr13q34  G1 phase of mitotic cell cycle Cell_cycle_KEGG // GenMAPP /// G1_to_S 1.03 1.12 -1.03 -1.10 -1.05 -1.07 -1.05 -1.09 1.02 -1.08 -1.04 -1.24
TFDP2 transcription factor Dp-2 (E chr3q23  G1 phase of mitotic cell cycle G1_to_S_cell_cycle_Reactome // GenMAPP 1.16 1.18 1.07 1.10 1.27 1.21 -1.31 -1.05 -2.71 -2.32 -2.57 -2.51
TFDP2 transcription factor Dp-2 (E chr3q23  G1 phase of mitotic cell cycle G1_to_S_cell_cycle_Reactome // GenMAPP 1.00 -1.07 -1.06 1.04 -1.03 -1.05 1.08 1.07 -1.06 -1.00 1.20 1.18
TFDP2 transcription factor Dp-2 (E chr3q23  G1 phase of mitotic cell cycle G1_to_S_cell_cycle_Reactome // GenMAPP 1.03 1.00 -1.04 1.05 1.05 1.08 -1.08 -1.05 -1.51 -1.34 -1.15 -1.10
TFDP2 transcription factor Dp-2 (E chr3q23  G1 phase of mitotic cell cycle G1_to_S_cell_cycle_Reactome // GenMAPP 1.45 1.53 -1.04 -1.65 1.05 1.14 -1.67 -1.34 -2.17 -2.23 -3.48 -2.80
TFE3 transcription factor binding chrXp11.22  transcription, DNA-dependent TGF_Beta_Signaling_Pathway // GenMAPP -1.71 1.26 1.09 1.05 1.76 1.25 1.91 2.11 2.44 2.14 1.76 2.53
TFE3 transcription factor binding chrXp11.22  transcription, DNA-dependent TGF_Beta_Signaling_Pathway // GenMAPP -1.09 1.20 1.42 1.09 1.58 1.55 1.82 -1.59 1.35 1.60 1.87 2.01
TFE3 transcription factor binding chrXp11.22  transcription, DNA-dependent TGF_Beta_Signaling_Pathway // GenMAPP -1.05 -1.08 -1.07 -1.12 1.22 1.03 -1.14 1.05 1.86 2.04 1.49 1.84
TFE3 transcription factor binding chrXp11.22  transcription, DNA-dependent TGF_Beta_Signaling_Pathway // GenMAPP -1.13 -1.09 1.04 1.05 -1.12 -1.04 1.04 1.05 1.39 1.33 1.38 1.30
TFF1 trefoil factor 1 chr21q22.3  carbohydrate metabolic process --- 1.24 1.18 -1.00 1.27 1.92 1.47 1.74 1.46 6.79 4.58 9.49 8.07
TFF2 trefoil factor 2 chr21q22.3  digestion --- 1.21 1.04 1.27 1.11 1.34 -1.13 -1.38 -1.74 3.55 3.13 4.57 3.59
TFG TRK-fused gene chr3q12.2  signal transduction Apoptosis_KEGG // GenMAPP -1.04 -1.07 -1.11 -1.07 -1.12 -1.03 -1.13 -1.05 1.02 1.19 1.20 1.23
TFG TRK-fused gene chr3q12.2  signal transduction --- 1.02 -1.02 1.14 1.05 1.04 1.01 1.08 -1.08 -1.01 1.13 1.35 1.42
TFIP11 tuftelin interacting protein 1chr22q12.1  mRNA splicing, via spliceosome --- -1.06 -1.16 -1.03 1.06 1.03 1.02 -1.16 1.19 1.07 1.21 1.43 1.79
TFPI tissue factor pathway inhibi chr2q32  blood coagulation --- 1.03 1.06 -1.03 -1.17 -1.14 -1.10 1.03 1.02 1.25 1.26 1.34 1.24
TFPI tissue factor pathway inhibi chr2q32  blood coagulation --- -1.22 -1.22 1.10 1.09 -1.28 1.03 1.25 1.31 1.39 1.46 1.62 1.39
TFPI tissue factor pathway inhibi chr2q32  blood coagulation --- 1.07 1.00 1.24 1.08 -1.07 1.15 1.08 1.10 1.19 1.26 1.46 1.50
TFPI tissue factor pathway inhibi chr2q32  blood coagulation --- 1.07 1.08 -1.04 -1.08 -1.04 1.06 -1.02 -1.07 -1.13 1.07 -1.28 -1.29
TFPI2 tissue factor pathway inhibi chr7q22  blood coagulation --- 1.35 1.28 1.15 1.20 -1.11 1.01 1.01 1.03 -1.22 -1.35 -2.16 -2.99
TFPI2 tissue factor pathway inhibi chr7q22  blood coagulation --- 1.30 1.24 1.08 -1.20 1.00 -1.14 -1.23 -1.11 1.20 -1.40 -1.45 -2.38
TFRC transferrin receptor (p90, CDchr3q29  proteolysis --- 2.95 2.35 -1.56 -2.43 3.09 1.98 -1.26 -1.34 2.43 2.61 2.26 1.24
TGFA transforming growth factor, chr2p13  MAPK cascade --- -2.43 -1.16 -2.88 -1.93 -2.19 1.97 1.01 2.45 2.15 2.85 -3.31 -1.30
TGFA transforming growth factor, chr2p13  MAPK cascade --- 1.87 1.53 -1.24 -1.28 1.17 1.06 1.77 1.37 1.89 1.46 2.72 2.15
TGFB1 transforming growth factor, chr19q13.1  protein import into nucleus, translocationCell_cycle_KEGG // GenMAPP /// TGF_Bet 1.14 -1.01 1.10 1.09 1.04 -1.03 1.20 1.04 2.13 1.72 1.77 2.05
TGFB2 transforming growth factor, chr1q41  cell morphogenesis --- -1.39 -1.13 1.25 1.90 -1.02 -1.45 -1.06 1.15 1.16 -1.44 3.25 2.52
TGFB2 transforming growth factor, chr1q41  cell morphogenesis --- -1.07 1.05 -1.02 -1.15 -1.39 -1.06 -1.87 -1.32 -1.00 1.01 1.41 1.42
TGFB2 transforming growth factor, chr1q41  cell morphogenesis --- -1.97 -1.06 1.11 1.58 1.07 1.08 -2.15 -1.39 1.05 1.00 1.72 1.92
TGFB3 transforming growth factor, chr14q24  activation of MAPK activity --- 1.21 1.22 1.01 1.07 -1.06 -1.12 -1.48 1.01 -2.20 -2.22 -1.53 -2.13
TGFBR1 transforming growth factor, chr9q22  activation of MAPKK activity TGF_Beta_Signaling_Pathway // GenMAPP 1.66 -1.72 1.03 -1.03 -1.00 1.13 1.34 1.06 -1.51 -1.16 -1.54 -1.45
TGFBR1 transforming growth factor, chr9q22  activation of MAPKK activity TGF_Beta_Signaling_Pathway // GenMAPP -2.08 -1.62 -1.20 1.22 -1.03 1.94 2.04 1.16 1.66 1.14 1.30 1.39
TGFBR2 transforming growth factor, chr3p22  blood vessel development TGF_Beta_Signaling_Pathway // GenMAPP 1.25 1.23 1.02 -1.09 -1.02 -1.02 1.01 -1.01 -1.83 -1.84 -2.01 -2.51
TGFBR3 transforming growth factor, chr1p33-p32  blood vessel development TGF_Beta_Signaling_Pathway // GenMAPP 1.26 1.33 1.03 -1.27 -1.11 1.07 -1.23 -1.06 -1.79 -1.55 -1.48 -2.01
TGFBR3 transforming growth factor, chr1p33-p32  blood vessel development TGF_Beta_Signaling_Pathway // GenMAPP -1.09 -1.27 -1.02 -1.07 1.22 1.05 -1.09 1.01 -2.30 -1.77 -1.35 -1.38
TGFBRAP1 transforming growth factor, chr2q12.1  regulation of transcription, DNA-depende--- 1.27 1.24 -1.02 -1.14 -1.07 1.02 -1.17 -1.12 -2.16 -1.68 -1.80 -2.02
TGIF2 TGFB-induced factor home chr20q11.23  negative regulation of transcription from --- -1.01 -1.00 1.03 1.08 1.01 -1.03 1.12 1.11 -1.02 -1.16 -1.43 -1.21
TGIF2 TGFB-induced factor home chr20q11.23  negative regulation of transcription from --- -1.05 -1.07 1.02 -1.04 1.14 1.08 1.19 1.06 -1.03 -1.06 -1.10 -1.35
TGM2 transglutaminase 2 (C polypchr20q12  blood vessel remodeling --- 1.20 -2.94 -1.43 -1.62 -1.05 1.05 1.61 2.05 18.05 12.04 2.54 2.54
TGM2 transglutaminase 2 (C polypchr20q12  blood vessel remodeling --- -2.40 1.06 1.92 3.79 1.33 1.02 -6.27 1.56 -1.36 1.08 -1.65 -19.04
TGM2 transglutaminase 2 (C polypchr20q12  blood vessel remodeling --- 1.08 1.05 -1.17 1.25 -1.07 -1.24 1.16 1.56 12.94 10.62 3.94 4.69
TGM2 transglutaminase 2 (C polypchr20q12  blood vessel remodeling --- 1.06 -1.05 1.02 1.29 1.17 1.19 1.29 1.26 6.74 4.79 3.52 3.56
TGOLN2 trans-golgi network protein chr2p11.2 0 --- -1.06 1.00 1.16 1.01 1.13 -1.02 -1.04 -1.13 1.03 1.15 -1.50 -1.62
TGOLN2 trans-golgi network protein chr2p11.2 0 --- -1.68 -1.68 -1.41 1.04 -1.27 1.02 1.08 1.07 -2.12 -1.98 1.31 1.20
TGS1 trimethylguanosine synthasechr8q11  spliceosomal snRNP assembly --- 1.12 1.11 1.11 -1.03 -1.09 1.04 -1.21 -1.14 -1.39 -1.45 -1.19 -1.59
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TGS1 trimethylguanosine synthasechr8q11  spliceosomal snRNP assembly --- -1.10 -1.08 1.04 -1.11 1.04 1.06 -1.14 1.01 -1.52 -1.46 -1.27 -1.29
THADA thyroid adenoma associated chr2p21 0 --- 1.01 -1.08 1.12 1.14 1.09 1.05 -1.08 -1.02 -1.52 -1.34 -1.80 -1.58
THADA thyroid adenoma associated chr2p21 0 --- -1.08 -1.18 1.15 1.23 1.15 1.06 -1.01 1.10 -1.65 -1.40 -1.84 -1.45
THADA thyroid adenoma associated chr2p21 0 --- -1.11 -1.38 -1.33 -3.96 1.47 2.55 -2.33 1.15 4.05 3.09 1.62 1.77
THADA thyroid adenoma associated chr2p21 0 --- -1.03 1.01 1.09 1.12 1.03 1.08 1.24 1.13 1.30 1.26 1.51 1.60
THAP1 THAP domain containing, achr8p11.21  endothelial cell proliferation --- 1.01 1.05 1.02 -1.13 -1.11 -1.01 -1.47 -1.22 -1.66 -1.30 -1.30 -1.37
THAP11 THAP domain containing 1 chr16q22.1  transcription, DNA-dependent --- 1.00 -1.09 1.03 1.08 -1.07 -1.04 1.00 -1.06 -1.05 -1.12 -1.19 -1.17
THAP2 THAP domain containing, achr12q21.1 0 --- -1.04 1.03 1.01 -1.03 -1.06 -1.01 -1.09 1.10 1.51 1.30 1.77 1.71
THAP3 THAP domain containing, achr1p36.31 0 --- -1.25 -1.35 -1.08 -1.04 1.24 1.12 1.39 1.23 1.54 1.25 1.64 1.73
THAP4 THAP domain containing 4 chr2q37.3 0 --- -1.03 -1.11 1.06 1.11 1.17 -1.05 1.40 1.24 1.63 1.19 1.22 1.31
THAP5 THAP domain containing 5 chr7q31.1  cell cycle --- -1.11 -1.20 1.19 -1.11 1.16 -1.12 -1.19 1.04 1.60 1.62 2.06 2.35
THAP6 THAP domain containing 6 chr4q21.1 0 --- -1.17 -1.34 1.20 1.08 1.41 1.07 1.05 -1.02 -1.30 -1.14 -1.17 -1.26
THAP7-AS1 THAP7 antisense RNA 1 chr22q11.21 0 --- -1.19 -1.02 -1.13 -1.40 -1.02 -1.47 1.00 1.18 -3.64 -3.37 -4.17 -2.01
THAP7-AS1 THAP7 antisense RNA 1 chr22q11.21 0 --- 1.19 1.07 1.04 1.01 1.10 1.23 1.02 1.41 -1.50 -1.50 -1.78 -1.59
THAP9-AS1 THAP9 antisense RNA 1 --- 0 --- 1.24 1.26 1.03 -1.09 1.04 1.05 1.27 1.17 1.15 1.04 1.50 1.15
THBD thrombomodulin chr20p11.2  female pregnancy --- 1.41 1.60 1.18 1.16 -1.38 1.23 -1.83 1.48 1.78 1.84 2.28 2.49
THBD thrombomodulin chr20p11.2  female pregnancy --- -1.10 -1.15 -1.02 -1.01 1.19 1.26 -1.12 -1.16 2.00 1.63 2.75 2.50
THBD thrombomodulin chr20p11.2  female pregnancy --- -1.07 -1.21 -1.07 -1.12 1.01 -1.15 -1.07 1.05 2.09 1.73 2.62 2.48
THBS1 thrombospondin 1 chr15q15  activation of MAPK activity Inflammatory_Response_Pathway // GenMA 1.54 1.47 1.03 -1.07 -1.08 1.18 -1.45 -1.11 -1.33 -1.70 2.28 -1.07
THBS1 thrombospondin 1 chr15q15  activation of MAPK activity Inflammatory_Response_Pathway // GenMA -1.31 -1.63 1.01 -1.17 1.15 1.07 1.46 1.11 -1.14 1.12 3.32 2.71
THBS1 thrombospondin 1 chr15q15  activation of MAPK activity Inflammatory_Response_Pathway // GenMA -1.11 -1.48 1.09 1.41 1.28 1.06 -1.11 1.07 1.51 -1.14 1.97 1.74
THEM4 thioesterase superfamily mechr1q21  lipid metabolic process --- 1.05 1.03 -1.13 1.22 -1.04 -1.16 1.02 1.10 -1.45 -1.52 -2.13 -1.58
THEM4 thioesterase superfamily mechr1q21  lipid metabolic process --- 1.23 1.27 1.08 -1.02 -1.05 1.03 -1.05 -1.24 1.43 1.10 -1.38 -1.39
THEM4 thioesterase superfamily mechr1q21  lipid metabolic process --- -1.07 -1.07 1.07 -1.05 1.01 -1.11 1.02 1.02 -1.34 -1.57 -1.85 -1.73
THEMIS thymocyte selection associachr6q22.33  multicellular organismal development --- -1.60 1.31 1.08 1.33 -1.82 -1.47 2.21 2.05 3.58 1.38 -1.34 -1.33
THEMIS2 thymocyte selection associachr1p35.3  inflammatory response --- 1.05 1.07 -2.68 1.39 -2.34 -1.15 -1.08 -1.29 1.58 1.57 1.39 1.08
THG1L tRNA-histidine guanylyltranchr5q33.3  tRNA modification --- 1.02 -1.01 -1.01 -1.16 -1.01 -1.01 1.20 1.10 -1.40 -1.19 -1.38 -1.49
THNSL1 threonine synthase-like 1 (Schr10p12.1  threonine biosynthetic process --- -1.05 -1.03 -1.01 -1.00 1.12 1.06 -1.08 -1.16 -1.17 1.01 1.01 1.26
THNSL1 threonine synthase-like 1 (Schr10p12.1  threonine biosynthetic process --- 1.62 1.48 -1.17 -1.30 -1.15 1.13 -1.28 -1.20 -3.97 -2.57 -2.01 -2.49
THOC1 THO complex 1 chr18p11.32  transcription, DNA-dependent --- 1.10 1.12 1.05 -1.03 1.07 -1.08 -1.02 1.00 -1.57 -1.75 -1.16 -1.38
THOC2 THO complex 2 chrXq25-q26.3  mRNA processing --- 1.13 -1.01 -1.04 -1.04 -1.08 1.09 -1.14 1.02 -2.81 -2.07 -2.38 -2.24
THOC7 THO complex 7 homolog (Dchr3p14.1  mRNA processing --- 1.21 1.19 1.03 1.02 -1.15 1.07 -1.23 1.03 -1.16 -1.13 -1.26 -1.41
THPO thrombopoietin chr3q27  multicellular organismal development --- -7.78 -2.30 1.73 -1.31 -2.09 -2.95 1.17 1.31 -1.50 -2.76 -1.75 1.12
THRAP3 thyroid hormone receptor aschr1p34.3  regulation of alternative mRNA splicing, --- 1.12 1.09 1.01 -1.01 1.01 1.05 1.09 -1.08 -1.64 -1.51 -1.73 -2.26
THRAP3 thyroid hormone receptor aschr1p34.3  regulation of alternative mRNA splicing, --- -1.32 -1.26 1.04 1.04 1.22 1.11 1.26 1.10 -1.74 -1.67 -1.85 -1.83
THRB thyroid hormone receptor, bchr3p24.2  negative regulation of transcription from Nuclear_Receptors // GenMAPP 1.21 1.15 1.08 1.18 1.00 1.03 -1.27 -1.28 -1.60 -1.59 -1.27 -1.19
THRB thyroid hormone receptor, bchr3p24.2  negative regulation of transcription from Nuclear_Receptors // GenMAPP 1.09 1.05 -1.04 1.06 1.01 -1.03 1.03 -1.07 -1.57 -1.76 -1.13 -1.21
THRB thyroid hormone receptor, bchr3p24.2  negative regulation of transcription from Nuclear_Receptors // GenMAPP 1.30 1.23 1.29 1.39 -1.05 1.00 1.25 -1.98 2.04 1.67 1.52 1.61
THRB-IT1 /// THRB intronic transcript 1 --- 0 --- 1.01 1.14 1.20 1.19 -1.05 1.11 -1.36 1.05 -1.58 -1.43 -1.67 -1.68
THSD4 thrombospondin, type I, domchr15q23  elastic fiber assembly --- -1.25 -1.31 1.04 -1.10 -1.06 1.06 1.13 1.26 1.82 1.59 1.70 1.44
THSD4 thrombospondin, type I, domchr15q23  elastic fiber assembly --- 1.30 1.86 -1.08 1.02 1.07 1.13 -1.00 1.63 4.25 3.18 3.82 3.52
THSD4 thrombospondin, type I, domchr15q23  elastic fiber assembly --- 1.61 1.39 1.28 1.06 1.29 1.22 1.04 1.35 1.77 1.74 1.71 1.70
THTPA thiamine triphosphatase chr14q11.2  generation of precursor metabolites and e--- -1.01 -1.04 1.07 -1.08 1.12 1.09 1.02 -1.03 -1.70 -1.68 -1.52 -1.67
THUMPD1 THUMP domain containingchr16p12.3 0 --- 1.73 1.67 1.00 -1.20 -1.17 -1.09 -1.34 -1.22 -1.83 -1.39 -1.39 -1.87
THUMPD1 THUMP domain containingchr16p12.3 0 --- 1.10 1.03 1.05 1.19 -1.01 -1.03 -1.13 -1.26 1.03 1.00 -1.17 -1.23
THUMPD2 THUMP domain containingchr2p22.1|2p22-p21  metabolic process --- 1.21 1.18 1.06 -1.05 -1.03 -1.03 1.07 -1.07 -1.06 -1.17 1.63 1.30
THUMPD3 THUMP domain containingchr3p25.3  methylation --- -1.04 -1.09 -1.04 1.15 1.05 -1.07 1.11 1.14 1.79 1.50 1.58 1.78
THYN1 thymocyte nuclear protein 1chr11q25 0 --- -1.08 -1.08 -1.03 -1.00 -1.03 -1.02 1.10 1.05 -1.30 -1.27 -1.13 1.01
THYN1 thymocyte nuclear protein 1chr11q25 0 --- 1.00 -1.09 1.04 -1.01 1.06 1.01 -1.03 1.03 -1.49 -1.23 -1.20 -1.11
TIA1 TIA1 cytotoxic granule-assochr2p13  apoptotic process --- 1.04 1.11 -1.00 -1.02 -1.07 -1.28 -1.03 1.03 2.31 1.64 2.41 2.09
TIA1 TIA1 cytotoxic granule-assochr2p13  apoptotic process --- 1.16 1.06 1.05 1.19 -1.03 1.16 -1.28 1.02 -1.49 -1.27 -1.47 -1.69
TIA1 TIA1 cytotoxic granule-assochr2p13  apoptotic process --- 1.17 1.08 -1.06 1.00 -1.05 1.10 -1.89 -1.25 -2.23 -1.80 -2.28 -2.43
TIA1 TIA1 cytotoxic granule-assochr2p13  apoptotic process --- 1.07 1.18 -1.07 -1.01 -1.02 -1.04 -1.60 -1.35 -1.96 -1.46 -2.26 -2.41
TIA1 TIA1 cytotoxic granule-assochr2p13  apoptotic process --- -1.07 1.07 1.10 1.02 1.09 1.11 -1.73 -1.15 -2.22 -1.74 -1.79 -1.85
TIAL1 TIA1 cytotoxic granule-assochr10q  regulation of transcription from RNA pol--- 1.00 -1.02 1.08 1.15 1.17 -1.05 1.01 -1.10 -1.68 -1.59 -1.49 -1.66
TIAL1 TIA1 cytotoxic granule-assochr10q  regulation of transcription from RNA pol--- 1.01 1.10 1.07 1.10 1.03 1.07 1.05 1.03 1.20 1.09 1.24 1.22
TIAM2 T-cell lymphoma invasion achr6q25.2  apoptotic process --- -1.27 -1.61 -1.03 1.09 1.10 -1.04 1.27 1.33 1.72 1.59 1.94 1.84
TICAM1 toll-like receptor adaptor mochr19p13.3  toll-like receptor signaling pathway --- 1.12 1.06 1.17 1.03 -1.18 1.01 1.33 1.10 1.93 1.43 1.81 1.54
TICAM2 /// T toll-like receptor adaptor mochr5q23.1  toll-like receptor signaling pathway --- 1.05 1.03 -1.05 -1.30 -1.06 1.07 -1.26 -1.02 1.30 1.32 1.70 1.48
TICAM2 /// T toll-like receptor adaptor mochr5q23.1  toll-like receptor signaling pathway --- 1.25 1.23 1.01 -1.29 -1.28 -1.31 1.09 1.56 -1.02 1.11 1.89 1.64
TIFA TRAF-interacting protein wchr4q25  I-kappaB kinase --- 1.06 -1.26 -1.17 -1.30 -1.20 -1.24 1.10 1.02 1.02 1.26 1.71 1.17
TIGD1 tigger transposable element chr2q37.1 0 --- -1.09 -1.07 -1.01 1.34 1.03 -1.14 1.06 1.04 -1.42 -1.47 -1.40 -1.07
TIGD2 tigger transposable element chr4q22.1 0 --- 1.10 1.09 1.13 1.20 1.10 1.07 1.01 -1.05 -1.53 -1.66 -1.16 -1.17
TIGD5 tigger transposable element chr8q24.3 0 --- 1.17 1.03 -1.06 -1.15 -1.20 -1.16 1.19 1.16 -2.22 -1.88 -1.76 -1.38
TIGD7 tigger transposable element chr16p13.3 0 --- 1.25 1.04 1.10 -1.01 1.10 -1.01 -1.02 -1.17 -1.46 -1.18 1.62 1.48
TIGD7 tigger transposable element chr16p13.3 0 --- -1.23 -1.41 1.14 -1.16 1.10 1.02 -1.17 -1.06 -1.01 1.13 1.29 1.61
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TIMELESS timeless circadian clock chr12q13.3  negative regulation of transcription from --- 1.02 -1.01 1.12 1.16 -1.05 1.02 1.14 1.09 -1.21 -1.25 -1.39 -1.41
TIMM10B translocase of inner mitochochr11p15.4  protein targeting to mitochondrion Apoptosis // GenMAPP 1.07 1.08 1.01 1.14 -1.06 1.07 -1.14 -1.19 1.02 1.06 -1.25 -1.21
TIMM13 translocase of inner mitochochr19p13.3  protein targeting to mitochondrion --- -1.05 1.07 -1.04 -1.02 -1.05 -1.11 1.25 1.20 1.22 -1.02 -1.12 -1.10
TIMM17A translocase of inner mitochochr1q32.1  protein targeting to mitochondrion --- 1.01 1.02 -1.00 -1.04 1.15 1.12 1.05 -1.08 1.29 1.38 1.63 1.47
TIMM17A translocase of inner mitochochr1q32.1  protein targeting to mitochondrion --- -1.04 1.01 -1.08 -1.07 1.00 -1.01 1.03 1.03 1.21 1.14 1.10 1.14
TIMM17B translocase of inner mitochochrXp11.23  protein targeting to mitochondrion --- -1.15 -1.21 -1.13 -1.10 1.00 1.02 1.06 -1.02 1.30 1.31 1.27 1.31
TIMM17B translocase of inner mitochochrXp11.23  protein targeting to mitochondrion --- 1.60 2.01 -1.25 -1.25 1.22 1.22 2.95 1.45 3.29 1.08 -1.32 -1.88
TIMM21 translocase of inner mitochochr18q22.3  protein targeting to mitochondrion --- 1.00 1.00 -1.11 1.01 -1.08 1.09 -1.22 -1.05 -1.21 1.02 -1.09 1.01
TIMM22 translocase of inner mitochochr17p13  protein targeting to mitochondrion --- -1.06 -1.01 -1.03 -1.16 1.05 -1.07 1.09 -1.02 -1.04 -1.06 1.11 1.16
TIMM23 translocase of inner mitochochr10q11.23  carbohydrate metabolic process --- 1.15 1.12 -1.07 1.03 1.04 1.03 1.26 1.06 -1.47 -1.52 -1.50 -2.13
TIMM8B translocase of inner mitochochr11q23.1-q23.2  protein targeting to mitochondrion --- -1.11 -1.13 -1.06 -1.02 1.01 -1.05 1.06 1.08 1.02 -1.07 -1.26 -1.21
TIMM8B translocase of inner mitochochr11q23.1-q23.2  protein targeting to mitochondrion --- -1.05 -1.17 1.05 1.02 1.01 -1.05 1.21 1.19 1.12 1.24 1.36 1.50
TIMMDC1 translocase of inner mitochochr3q13.33 0 --- 1.09 1.17 -1.01 -1.10 1.00 -1.02 -1.03 -1.01 -1.35 -1.25 -1.17 -1.27
TIMP1 TIMP metallopeptidase inhichrXp11.3-p11.23  cell activation MAPK_Cascade // GenMAPP /// Matrix_Me -1.08 -1.09 -1.03 1.02 1.01 -1.04 1.14 1.01 1.57 1.23 1.24 1.25
TIMP2 TIMP metallopeptidase inhichr17q25  central nervous system development Matrix_Metalloproteinases // GenMAPP -1.03 1.01 -1.04 -1.04 -1.10 -1.04 -1.07 -1.05 -1.06 -1.03 -1.08 -1.10
TIMP2 TIMP metallopeptidase inhichr17q25  central nervous system development Matrix_Metalloproteinases // GenMAPP -1.04 1.02 -1.05 1.01 -1.01 -1.04 1.09 -1.02 1.17 1.04 -1.06 -1.03
TIMP3 TIMP metallopeptidase inhichr22q12.3  central nervous system development Matrix_Metalloproteinases // GenMAPP 1.26 1.12 1.03 -1.16 1.06 1.03 -1.01 -1.07 1.45 1.42 2.13 1.55
TIMP3 TIMP metallopeptidase inhichr22q12.3  central nervous system development Matrix_Metalloproteinases // GenMAPP -1.04 1.18 -1.06 -1.37 1.14 -1.02 1.00 -1.22 1.21 1.26 1.99 1.76
TIMP3 TIMP metallopeptidase inhichr22q12.3  central nervous system development Matrix_Metalloproteinases // GenMAPP -1.13 -1.06 1.12 -1.13 -1.16 1.06 1.30 1.22 1.32 1.13 2.05 1.86
TIMP3 TIMP metallopeptidase inhichr22q12.3  central nervous system development Matrix_Metalloproteinases // GenMAPP -1.08 -1.01 1.22 -1.32 -1.30 -1.08 -1.05 -1.08 1.09 1.07 1.60 1.48
TINAGL1 tubulointerstitial nephritis a chr1p35.2  proteolysis --- 1.26 1.05 1.10 -1.08 -1.30 1.08 1.08 1.03 1.81 1.52 1.45 1.37
TINCR tissue differentiation-induci chr19p13.3 0 --- -1.00 -1.05 -1.04 1.08 -1.24 -1.29 1.32 1.30 -5.60 -3.16 -1.51 -1.20
TINF2 TERF1 (TRF1)-interacting chr14q12  telomere maintenance --- 1.02 -1.02 -1.07 1.09 1.22 1.36 1.04 -1.06 1.09 1.21 -1.24 -1.03
TINF2 TERF1 (TRF1)-interacting chr14q12  telomere maintenance --- -1.05 -1.08 1.05 1.16 1.06 1.05 1.01 1.07 1.04 1.10 -1.04 1.21
TINF2 TERF1 (TRF1)-interacting chr14q12  telomere maintenance --- -1.06 -1.07 -1.11 1.01 1.19 1.08 1.09 1.03 1.36 1.17 1.37 1.66
TIPARP TCDD-inducible poly(ADP chr3q25.31  vasculogenesis --- 1.17 1.25 -1.04 -1.02 -1.02 1.07 1.02 -1.13 1.29 1.37 1.68 1.34
TIPIN TIMELESS interacting protchr15q22.31  DNA replication checkpoint --- 1.02 1.03 1.07 1.02 1.01 -1.02 -1.12 -1.10 -1.22 -1.32 1.04 1.01
TIPRL TIP41, TOR signaling pathwchr1q23.2  DNA damage checkpoint --- -1.12 -1.07 1.01 -1.12 1.17 1.14 1.11 1.12 1.08 1.13 1.27 1.29
TIRAP toll-interleukin 1 receptor (Tchr11q24.2  toll-like receptor signaling pathway --- -1.03 -1.34 1.06 -1.26 1.55 1.14 1.21 1.30 -1.73 -1.53 -1.32 -1.13
TIRAP toll-interleukin 1 receptor (Tchr11q24.2  toll-like receptor signaling pathway --- -1.20 1.35 1.82 1.74 1.15 1.16 1.72 1.03 -2.76 -1.04 -1.68 -3.86
TIRAP toll-interleukin 1 receptor (Tchr11q24.2  toll-like receptor signaling pathway --- 1.48 1.31 1.11 1.04 -1.10 1.00 -1.17 -1.03 -2.19 -2.01 -1.54 -1.73
TJAP1 tight junction associated prochr6p21.1 0 --- -1.01 -1.03 1.00 1.01 1.06 1.11 1.05 -1.04 -1.19 -1.15 1.03 -1.05
TJAP1 tight junction associated prochr6p21.1 0 --- 1.02 -1.03 -1.04 -1.11 -1.09 -1.05 1.17 -1.06 -1.36 -1.17 -1.03 -1.19
TJP1 tight junction protein 1 chr15q13  blastocyst formation --- -1.04 1.05 -1.06 -1.18 -1.21 -1.10 -1.22 -1.05 -1.49 -1.31 -1.28 -1.46
TJP1 tight junction protein 1 chr15q13  blastocyst formation --- 1.08 -1.19 1.03 1.25 1.22 -1.15 1.18 1.10 -1.09 -1.26 1.21 1.35
TJP3 tight junction protein 3 chr19p13.3  regulation of G1 --- -1.03 1.18 1.46 1.95 -1.42 -1.37 -1.26 -1.19 2.07 1.68 2.61 2.42
TJP3 tight junction protein 3 chr19p13.3  regulation of G1 --- 1.02 -1.07 1.17 1.41 -1.24 -1.09 1.18 1.33 2.12 1.50 2.08 1.92
TK2 thymidine kinase 2, mitochochr16q22-q23.1  nucleobase-containing compound metabo--- 1.08 1.19 1.02 -1.16 1.07 -1.01 -1.07 -1.04 -1.35 -1.49 -1.10 -1.63
TK2 thymidine kinase 2, mitochochr16q22-q23.1  nucleobase-containing compound metabo--- -1.39 -1.01 1.10 1.25 -1.36 -1.05 1.83 -1.36 -1.24 -1.21 -1.05 -1.07
TKT transketolase chr3p14.3  carbohydrate metabolic process Pentose_Phosphate_Pathway // GenMAPP -1.08 -1.03 -1.01 1.00 1.07 -1.02 1.12 1.02 1.34 1.09 1.13 1.16
TKT transketolase chr3p14.3  carbohydrate metabolic process Pentose_Phosphate_Pathway // GenMAPP -1.14 -1.21 -1.10 1.21 1.14 -1.02 1.17 1.24 1.31 1.39 1.53 1.58
TLCD2 TLC domain containing 2 chr17p13.3 0 --- 1.11 -1.43 1.06 1.24 1.11 1.08 1.03 1.28 1.22 1.45 1.50 1.75
TLCD2 TLC domain containing 2 chr17p13.3 0 --- -1.03 1.18 -1.07 -1.29 1.23 1.26 1.66 1.62 -1.25 -1.01 1.23 1.42
TLDC1 TBC/LysM-associated dom chr16q24.1 0 --- 1.12 1.05 1.27 1.03 1.15 1.26 1.04 1.04 1.72 1.81 1.52 1.69
TLDC1 TBC/LysM-associated dom chr16q24.1 0 --- 1.26 -1.01 1.02 -1.12 1.09 1.29 1.40 1.05 1.91 1.75 2.68 2.18
TLDC1 TBC/LysM-associated dom chr16q24.1 0 --- -1.32 -1.02 1.02 1.02 1.20 1.12 -1.05 1.17 -1.11 1.19 1.78 1.40
TLDC1 TBC/LysM-associated dom chr16q24.1 0 --- 1.00 1.11 1.53 1.27 1.20 1.18 1.30 1.16 1.78 1.75 1.44 1.65
TLE1 transducin-like enhancer of chr9q21.32  negative regulation of transcription from --- -1.04 1.10 -1.08 1.06 1.55 1.02 1.12 -1.28 1.69 1.66 2.15 1.76
TLE2 transducin-like enhancer of chr19p13.3  transcription, DNA-dependent --- 1.42 1.21 1.02 1.12 -1.69 -1.29 1.03 1.06 1.37 1.20 1.16 1.63
TLE2 transducin-like enhancer of chr19p13.3  transcription, DNA-dependent --- 1.14 1.02 -1.00 1.24 -1.31 1.03 -1.08 1.05 1.14 1.21 1.08 1.51
TLE3 transducin-like enhancer of chr15q22  transcription, DNA-dependent --- 1.01 1.06 -1.10 1.21 1.06 -1.11 1.21 1.08 1.79 1.37 1.72 2.03
TLE3 transducin-like enhancer of chr15q22  transcription, DNA-dependent --- -1.14 -1.04 1.08 1.16 -1.02 -1.11 1.20 1.38 1.94 1.61 1.62 1.81
TLE4 transducin-like enhancer of chr9q21.31  negative regulation of transcription from --- 1.05 1.04 -1.00 -1.06 -1.05 1.10 -1.40 -1.05 -2.67 -2.01 -1.72 -1.75
TLE6 transducin-like enhancer of chr19p13.3  regulation of transcription, DNA-depende--- 1.41 1.57 1.20 -1.34 -1.28 1.19 1.27 -1.06 1.69 2.43 1.69 2.03
TLE6 transducin-like enhancer of chr19p13.3  regulation of transcription, DNA-depende--- -1.17 1.03 -1.42 1.07 1.07 1.20 1.01 -1.18 2.03 2.15 2.02 2.29
TLK1 tousled-like kinase 1 chr2q31.1  regulation of chromatin assembly or disas--- -1.03 -1.02 -1.14 -1.10 -1.23 -1.10 -1.13 1.05 -1.46 -1.27 -1.41 -1.43
TLK1 tousled-like kinase 1 chr2q31.1  regulation of chromatin assembly or disas--- -1.00 -1.10 1.26 -1.07 1.21 1.08 -1.06 1.28 1.35 1.22 1.38 1.43
TLK2 tousled-like kinase 2 chr17q23  regulation of chromatin assembly or disas--- -1.08 -1.22 -1.04 -1.06 1.11 1.16 1.03 -1.21 -1.05 -1.31 1.44 1.21
TLL1 tolloid-like 1 chr4q32-q33  skeletal system development --- 1.07 1.05 1.47 1.49 -1.13 -1.20 -1.14 1.26 -2.94 -2.53 -3.84 -2.56
TLL2 tolloid-like 2 chr10q23-q24  proteolysis --- -1.21 -1.72 2.23 1.15 1.14 1.82 1.71 1.53 10.53 14.42 1.89 1.66
TLN1 talin 1 chr9p13  platelet degranulation Integrin-mediated_cell_adhesion_KEGG // G -1.22 1.29 -1.32 1.24 -1.10 -1.71 -1.78 -1.01 -1.11 -1.16 -3.38 1.39
TLN2 talin 2 chr15q15-q21  cytoskeletal anchoring at plasma membra--- -1.24 -1.13 -1.04 -1.12 -1.00 1.06 -1.24 -1.08 -1.40 -1.39 -1.47 -1.82
TLR10 toll-like receptor 10 chr4p14  toll-like receptor signaling pathway --- -1.08 1.89 1.22 -1.03 -1.75 -1.04 -2.86 -1.17 1.47 -1.86 -2.93 -5.13
TLR3 toll-like receptor 3 chr4q35  positive regulation of cytokine production--- 1.10 1.21 1.01 -1.08 1.20 1.02 -1.01 1.11 -1.29 -1.44 -1.14 -1.65
TLR4 toll-like receptor 4 chr9q33.1  activation of MAPK activity --- -1.02 1.17 -1.29 1.16 -1.05 1.05 -1.34 1.04 -2.56 -2.51 -2.83 -2.51
TLR4 toll-like receptor 4 chr9q33.1  activation of MAPK activity --- 1.07 -1.03 1.04 1.04 1.07 -1.10 1.68 1.91 -2.20 -1.79 -3.26 -2.75
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TLR4 toll-like receptor 4 chr9q33.1  activation of MAPK activity --- -1.32 -1.26 1.17 1.08 -1.08 -1.04 -1.18 -1.18 -2.60 -2.91 -1.56 -1.99
TLR6 toll-like receptor 6 chr4p14  toll-like receptor signaling pathway --- -1.24 -1.21 -1.12 1.05 -1.15 -1.65 -1.05 -1.26 -1.58 -1.43 -1.27 -1.36
TLR8 toll-like receptor 8 chrXp22  toll-like receptor signaling pathway --- 2.03 1.33 -1.09 1.03 -1.09 -1.20 1.09 1.11 2.07 2.07 -1.08 1.96
TM2D1 TM2 domain containing 1 chr1p31.3  apoptotic process --- 1.59 1.66 -1.04 -1.07 1.01 -1.02 1.14 1.58 1.54 1.10 1.32 -1.04
TM2D3 TM2 domain containing 3 chr15q26.3 0 --- -1.02 1.10 -1.01 -1.08 1.11 -1.05 1.03 -1.08 1.08 -1.02 1.06 -1.03
TM2D3 TM2 domain containing 3 chr15q26.3 0 --- -1.02 -1.09 -1.06 1.01 -1.03 1.08 -1.11 -1.03 -1.16 -1.00 -1.17 -1.29
TM4SF1 transmembrane 4 L six famichr3q21-q25 0 --- 1.03 1.07 -1.06 -1.14 -1.01 -1.03 1.31 1.08 1.61 1.27 1.42 1.21
TM4SF20 transmembrane 4 L six famichr2q36.3 0 --- -1.50 -2.56 1.21 2.31 -3.09 -1.68 -3.64 1.11 1.40 -3.70 -2.33 1.06
TM7SF3 transmembrane 7 superfamichr12q11-q12 0 --- 1.45 1.29 1.06 -1.01 1.07 1.23 -1.30 -1.12 -2.08 -1.52 -2.38 -2.31
TM7SF3 transmembrane 7 superfamichr12q11-q12 0 --- 1.10 1.07 1.18 -1.02 -1.25 1.05 -1.09 -1.21 -1.22 -1.11 -1.82 -2.12
TM7SF3 transmembrane 7 superfamichr12q11-q12 0 --- -1.04 1.00 1.03 -1.05 1.03 -1.03 1.12 1.01 1.01 -1.01 -1.22 -1.23
TM9SF1 transmembrane 9 superfamichr14q11.2  autophagy --- -1.29 -1.43 1.27 1.17 1.32 1.09 -1.15 1.03 -1.30 -1.11 -1.25 -1.12
TM9SF2 transmembrane 9 superfamichr13q32.3  transport --- -1.04 1.09 -1.02 -1.14 -1.13 -1.04 -1.07 -1.03 -1.44 -1.35 -1.06 -1.11
TM9SF4 transmembrane 9 superfamichr20q11.21 0 --- -1.04 -1.04 -1.03 1.03 -1.07 1.04 1.15 1.02 1.74 1.68 2.21 2.38
TM9SF4 transmembrane 9 superfamichr20q11.21 0 --- 1.08 1.09 1.15 1.01 1.08 -1.00 -1.01 -1.13 1.21 1.22 1.35 1.33
TMA7 translation machinery assoc chr3p21.31 0 --- 1.07 1.04 -1.09 -1.04 -1.04 1.01 -1.04 -1.06 1.20 1.19 1.06 -1.01
TMBIM1 transmembrane BAX inhibi chr2q35 0 --- 1.05 1.03 1.07 -1.04 1.14 1.09 1.22 1.03 2.50 1.93 2.14 2.13
TMBIM4 transmembrane BAX inhibi chr12q14.1-q15  apoptotic process --- -1.12 -1.00 -1.00 -1.06 -1.00 1.08 -1.07 -1.01 -1.18 1.03 -1.48 -1.34
TMBIM4 transmembrane BAX inhibi chr12q14.1-q15  apoptotic process --- -1.06 -1.01 -1.04 -1.02 -1.06 1.01 -1.08 -1.07 -1.12 1.05 -1.56 -1.44
TMBIM4 transmembrane BAX inhibi chr12q14.1-q15  apoptotic process --- -1.01 -1.05 -1.02 1.06 -1.26 -1.36 1.31 1.10 1.84 1.20 1.62 1.63
TMBIM4 transmembrane BAX inhibi chr12q14.1-q15  apoptotic process --- 1.16 1.14 -1.06 -1.13 1.00 1.31 -1.05 -1.03 -1.31 -1.24 -1.09 -1.24
TMC1 transmembrane channel-likechr9q21.12  transport --- 1.60 -1.31 -2.21 1.66 -2.86 -1.15 -2.85 -1.03 1.07 1.14 1.31 1.62
TMC5 transmembrane channel-likechr16p12.3  transport --- 1.19 -1.13 1.24 1.28 1.04 -1.24 -1.11 1.04 -2.50 -2.13 -1.35 -1.51
TMC6 transmembrane channel-likechr17q25.3  transport --- 1.03 1.12 1.10 1.08 -1.52 -1.79 1.56 1.95 1.73 1.99 1.46 2.38
TMC6 transmembrane channel-likechr17q25.3  transport --- 1.76 1.74 1.43 -2.28 1.37 2.58 -2.26 1.19 4.20 3.19 2.04 2.58
TMCC2 transmembrane and coiled-cchr1q32.1  vesicle-mediated transport --- -1.39 -1.52 -1.44 1.34 -1.10 -1.13 -1.01 1.02 -1.31 -1.24 -1.44 -1.24
TMCO5B transmembrane and coiled-cchr15q13.3 0 --- -1.24 1.34 1.46 -1.03 -1.34 2.83 1.14 1.50 3.47 3.90 -1.30 -1.24
TMED1 transmembrane emp24 protechr19p13.2  transport --- -1.09 -1.16 -1.01 -1.03 1.06 -1.03 1.25 1.08 1.63 1.44 1.63 1.80
TMED10 transmembrane emp24-like chr14q24.3  response to acid mRNA_processing_Reactome // GenMAPP 1.48 1.43 1.25 1.01 -1.08 -1.06 1.55 1.52 -1.40 -1.07 -2.00 -1.18
TMED2 transmembrane emp24 domchr12q24.31  in utero embryonic development --- -1.01 1.02 1.17 -1.01 -1.12 -1.28 -1.39 -1.23 1.88 1.75 1.95 1.45
TMED2 transmembrane emp24 domchr12q24.31  in utero embryonic development --- 1.16 1.16 1.03 -1.14 -1.23 -1.08 1.23 1.06 -1.13 -1.02 1.57 1.52
TMED3 transmembrane emp24 protechr15q24-q25  transport --- -1.01 -1.03 1.01 1.06 -1.00 -1.07 1.23 1.13 1.39 1.13 1.39 1.45
TMED4 transmembrane emp24 protechr7p13  transport --- -1.02 1.07 -1.03 -1.05 1.01 1.06 -1.06 -1.03 -1.42 -1.05 -2.54 -1.95
TMED5 transmembrane emp24 protechr1pter-q31.3  transport --- -1.05 -1.04 1.02 -1.01 1.15 1.02 -1.30 -1.03 1.18 1.19 1.49 1.38
TMED5 transmembrane emp24 protechr1pter-q31.3  transport --- -1.00 -1.00 -1.03 1.00 1.09 1.02 1.01 -1.02 1.28 1.32 1.86 1.92
TMED5 transmembrane emp24 protechr1pter-q31.3  transport --- 1.09 -1.08 1.10 1.20 -1.11 -1.02 -1.41 -1.14 1.25 1.21 1.10 1.23
TMED9 transmembrane emp24 protechr5q35.3  transport --- 1.00 -1.11 1.05 -1.06 -1.00 1.18 1.08 1.00 1.54 1.37 1.84 1.92
TMED9 transmembrane emp24 protechr5q35.3  xenobiotic metabolic process --- -1.01 1.00 -1.02 1.07 1.05 -1.04 1.18 1.13 1.52 1.36 1.40 1.51
TMEFF2 transmembrane protein withchr2q32.3 0 --- -1.12 -1.33 -1.13 -1.64 1.07 -1.10 -2.40 -1.04 -5.07 -1.94 -2.62 -2.50
TMEM101 transmembrane protein 101 chr17q21.31  signal transduction --- -1.10 -1.06 1.06 1.01 1.11 1.01 1.23 1.09 1.36 1.17 1.22 1.24
TMEM104 transmembrane protein 104 chr17q25.1 0 --- 1.09 -1.04 -1.07 1.13 -1.25 -1.20 -1.09 -1.11 1.16 -1.07 1.17 1.38
TMEM106A transmembrane protein 106Achr17q21.31 0 --- -1.36 -1.82 -1.07 -1.35 1.33 -1.06 -1.64 -1.87 1.52 1.37 1.14 1.45
TMEM106A transmembrane protein 106Achr17q21.31 0 --- -1.19 -1.22 1.02 1.03 1.27 1.25 1.04 1.04 1.57 1.24 2.14 2.03
TMEM106B transmembrane protein 106Bchr7p21.3 0 --- 1.11 1.02 -1.02 -1.00 -1.12 -1.00 -1.20 1.01 -2.03 -1.65 -1.62 -1.92
TMEM106B transmembrane protein 106Bchr7p21.3 0 --- 1.22 1.16 1.08 1.07 -1.08 -1.02 -1.49 -1.39 -2.01 -1.67 -1.94 -2.22
TMEM106B transmembrane protein 106Bchr7p21.3 0 --- 1.24 1.14 1.08 1.13 -1.07 1.21 -1.03 1.38 -2.30 -1.74 -1.88 -2.74
TMEM107 transmembrane protein 107 chr17p13.1  multicellular organismal development --- 1.34 1.24 -1.02 -1.06 1.44 1.33 -1.10 -1.18 -1.46 -1.42 -1.96 -1.42
TMEM107 transmembrane protein 107 chr17p13.1  multicellular organismal development --- -1.11 -1.15 1.08 1.08 1.04 1.06 1.15 1.07 -1.00 1.22 -1.04 1.28
TMEM107 transmembrane protein 107 chr17p13.1  multicellular organismal development --- -1.00 1.03 1.18 1.20 1.05 1.12 1.33 1.02 1.15 1.28 -1.03 1.18
TMEM107 transmembrane protein 107 chr17p13.1  multicellular organismal development --- 1.20 1.16 -1.03 1.08 1.09 1.12 -1.25 -1.32 -1.73 -1.49 -1.83 -1.33
TMEM107 transmembrane protein 107 chr17p13.1  multicellular organismal development --- 1.02 1.08 1.29 1.54 -1.11 1.27 -1.91 -1.36 -1.75 -1.06 -1.59 -1.23
TMEM108 transmembrane protein 108 chr3q21 0 --- -2.63 -1.92 2.08 1.12 -1.17 -1.19 -1.29 2.13 1.16 1.09 -2.91 -1.19
TMEM11 transmembrane protein 11 chr17p11.2  mitochondrion organization --- -1.03 -1.05 1.07 1.04 1.05 -1.08 1.21 -1.01 1.89 1.50 1.53 1.46
TMEM110 transmembrane protein 110 chr3p21.1 0 --- -1.18 -1.08 -1.08 -1.02 1.01 -1.11 1.15 1.01 -1.82 -1.52 -1.48 -1.48
TMEM117 transmembrane protein 117 chr12q12 0 --- 1.13 1.15 -1.07 1.04 -1.21 -1.22 -1.24 -1.05 -2.24 -2.24 -2.60 -3.30
TMEM120A transmembrane protein 120Achr7q11.23 0 --- 1.07 -1.04 1.17 1.02 1.02 1.07 1.09 1.07 1.46 1.47 1.61 1.71
TMEM120B transmembrane protein 120Bchr12q24.31 0 --- -1.25 -1.64 -1.36 -1.12 -2.49 -1.17 -1.24 1.32 -1.02 -1.29 1.36 -1.21
TMEM126B transmembrane protein 126Bchr11q14.1 0 --- 1.19 1.15 -1.05 -1.22 1.23 -1.07 1.10 1.14 -1.27 -1.43 -1.35 -2.38
TMEM127 transmembrane protein 127 chr2q11.2  negative regulation of cell proliferation --- 1.25 1.23 -1.04 -1.10 -1.14 -1.17 1.32 -1.22 -1.10 -2.21 -1.15 -1.56
TMEM127 transmembrane protein 127 chr2q11.2  negative regulation of cell proliferation --- 1.01 1.05 -1.01 -1.14 1.04 1.04 -1.10 1.02 -2.00 -1.64 -1.58 -1.66
TMEM131 transmembrane protein 131 chr2q11.2 0 --- 1.35 1.18 1.25 1.21 1.03 1.01 -1.33 -1.20 -1.39 -1.38 -1.50 -1.40
TMEM133 transmembrane protein 133 chr11q22.1 0 --- -1.04 1.10 -1.06 -1.34 1.14 1.09 -1.09 -1.17 -2.01 -1.79 -2.44 -1.95
TMEM134 transmembrane protein 134 chr11q13.2 0 --- -1.24 -1.13 1.02 1.05 -1.25 1.06 1.11 -1.01 1.34 1.47 1.21 1.09
TMEM134 transmembrane protein 134 chr11q13.2 0 --- 1.11 1.05 1.16 1.02 1.00 -1.00 1.32 1.22 1.38 1.36 1.52 1.49
TMEM135 transmembrane protein 135 chr11q14.2  peroxisome organization --- 1.17 1.16 1.07 -1.19 1.03 -1.03 -1.05 -1.18 -1.64 -1.20 1.05 -1.07
TMEM136 transmembrane protein 136 chr11q23.3 0 --- -1.16 -1.26 -1.03 1.02 1.18 -1.00 -1.26 -1.04 -1.58 -1.47 -1.13 -1.22
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TMEM139 transmembrane protein 139 chr7q34 0 --- -1.08 -1.05 -1.11 -1.02 1.29 1.21 1.47 1.21 -2.36 -2.67 -2.28 -2.29
TMEM139 transmembrane protein 139 chr7q34 0 --- 1.36 1.20 1.04 1.35 1.03 -1.03 1.15 1.43 -1.53 -1.34 -1.98 -1.63
TMEM140 transmembrane protein 140 chr7q33 0 --- 1.12 1.43 -1.65 -1.14 1.08 1.01 -1.58 1.03 -2.98 -1.91 -1.06 -1.41
TMEM144 transmembrane protein 144 chr4q32.1  carbohydrate transmembrane transport --- 1.08 1.12 1.10 -1.04 -1.05 -1.04 -1.00 -1.10 -1.20 1.05 -1.64 -1.77
TMEM14A transmembrane protein 14Achr6p12.2 0 --- 1.13 1.14 1.01 -1.12 -1.11 -1.06 -1.25 -1.07 -1.21 -1.06 -1.52 -1.85
TMEM14B transmembrane protein 14Bchr6p25.1-p23 0 --- -1.02 1.01 1.00 1.01 -1.17 -1.11 -1.12 1.09 -1.05 -1.01 -1.39 -1.38
TMEM14B transmembrane protein 14Bchr6p25.1-p23 0 --- 1.01 -1.00 1.04 1.04 -1.01 1.14 -1.04 -1.09 -1.41 -1.17 -1.36 -1.47
TMEM14C transmembrane protein 14Cchr6p24.2  heme biosynthetic process --- -1.02 1.13 -1.09 -1.10 -1.09 -1.08 -1.00 1.05 -1.00 1.05 -1.12 -1.05
TMEM150A transmembrane protein 150Achr2p11.2  catabolic process --- -1.15 -1.18 1.06 1.01 1.39 1.14 1.18 -1.02 -1.53 -1.60 -1.72 -1.79
TMEM154 transmembrane protein 154 chr4q31.3 0 --- 1.08 1.11 -1.09 -1.01 1.08 -1.05 -1.19 1.08 2.61 1.91 2.14 1.42
TMEM156 transmembrane protein 156 chr4p14 0 --- 1.08 1.20 -1.43 -1.39 1.03 -1.01 -1.12 -1.02 2.47 1.50 2.38 1.43
TMEM156 transmembrane protein 156 chr4p14 0 --- -1.08 -1.04 -1.32 1.00 -1.01 -1.13 -1.01 1.10 1.67 1.31 1.51 1.29
TMEM158 transmembrane protein 158 chr3p21.3 0 --- 1.24 1.02 1.04 -1.02 1.05 1.00 1.33 1.27 2.28 1.96 2.37 2.15
TMEM159 transmembrane protein 159 chr16p12 0 --- 1.51 1.49 -1.17 -1.07 -1.04 -1.29 -1.06 1.10 1.12 1.15 1.32 1.31
TMEM161B-ATMEM161B antisense RNA--- 0 --- -1.19 -1.09 -1.03 -1.27 1.13 1.01 1.05 1.17 2.23 2.24 2.59 2.55
TMEM164 transmembrane protein 164 chrXq22.3 0 --- -1.01 1.02 1.00 -1.13 -1.08 -1.00 -1.24 -1.07 1.12 1.22 1.02 1.10
TMEM164 transmembrane protein 164 chrXq22.3 0 --- 1.05 1.10 -1.06 -1.18 1.03 1.25 -1.19 1.06 -1.15 1.16 -1.27 -1.11
TMEM164 transmembrane protein 164 chrXq22.3 0 --- -1.02 -1.09 1.03 -1.06 1.02 1.00 -1.07 1.03 1.05 1.12 1.01 -1.00
TMEM165 transmembrane protein 165 chr4q12  protein N-linked glycosylation --- 1.08 1.03 -1.09 -1.09 -1.17 1.00 -1.29 -1.09 -1.34 -1.14 -1.09 -1.22
TMEM167A transmembrane protein 167Achr5q14.2 0 --- 1.11 1.02 -1.02 -1.01 -1.01 1.11 -1.07 -1.12 1.23 1.37 1.69 1.69
TMEM167A transmembrane protein 167Achr5q14.2 0 --- -1.18 1.00 1.09 1.10 1.03 1.02 -1.10 -1.10 1.10 1.21 1.08 1.39
TMEM167B transmembrane protein 167Bchr1p13.3 0 --- 1.02 -1.01 1.09 -1.04 1.09 1.05 1.09 1.00 1.54 1.47 1.83 1.63
TMEM168 transmembrane protein 168 chr7q31.32 0 --- 1.37 1.29 -1.05 1.00 1.07 1.09 -1.48 -1.30 -1.69 -1.38 -1.35 -1.52
TMEM169 transmembrane protein 169 chr2q35 0 --- -1.94 -1.15 1.06 -1.17 1.12 -1.45 4.64 3.35 4.97 3.91 -2.31 -1.98
TMEM170B transmembrane protein 170Bchr6p24.2 0 --- 1.08 -1.02 1.01 -1.12 1.02 1.19 -1.27 -1.08 -2.70 -2.33 -1.47 -1.64
TMEM171 transmembrane protein 171 chr5q13.2 0 --- 1.22 -2.04 -2.89 -2.59 -1.82 -1.73 3.02 -3.02 3.83 15.49 1.56 3.99
TMEM173 transmembrane protein 173 chr5q31.2  activation of innate immune response --- -1.25 -1.40 1.12 1.16 1.04 -1.03 1.07 -1.07 1.23 1.09 1.04 1.17
TMEM175 transmembrane protein 175 chr4p16.3 0 --- -1.21 -1.67 -1.09 -1.05 -1.93 -1.61 1.57 1.02 -1.18 -1.15 -2.41 -1.36
TMEM177 transmembrane protein 177 chr2q14.2 0 --- -1.61 1.07 2.11 -1.27 1.35 -2.24 1.14 1.25 -1.54 -2.03 -2.97 -1.29
TMEM177 transmembrane protein 177 chr2q14.2 0 --- 1.01 -1.02 1.08 1.13 1.10 1.02 -1.19 1.08 -1.11 -1.23 -1.42 -1.28
TMEM178B transmembrane protein 178Bchr7q34 0 --- 2.81 3.44 -1.23 -1.16 1.34 2.75 1.04 -1.45 7.05 7.92 -3.48 -2.06
TMEM179B transmembrane protein 179Bchr11q12.3 0 --- -1.05 -1.08 -1.02 1.01 1.12 1.03 -1.04 -1.04 -1.25 -1.23 -1.44 -1.20
TMEM18 transmembrane protein 18 chr2p25.3  transcription, DNA-dependent --- -1.14 -1.06 1.08 1.20 -1.12 1.03 -1.09 -1.05 -1.29 1.04 1.23 1.72
TMEM180 transmembrane protein 180 chr10q24.32 0 --- -1.01 -1.03 -1.01 -1.07 1.09 1.08 1.05 -1.02 -2.35 -1.74 -1.83 -1.89
TMEM182 transmembrane protein 182 chr2q12.1 0 --- -1.05 -1.34 -1.58 -1.11 -1.83 -1.34 1.39 1.16 1.18 1.36 1.79 1.50
TMEM182 transmembrane protein 182 chr2q12.1 0 --- 1.03 -1.04 -1.01 -1.05 1.03 -1.13 1.28 1.43 1.01 -1.25 1.22 -1.01
TMEM182 transmembrane protein 182 chr2q12.1 0 --- 1.24 1.09 1.33 -1.44 -1.72 -1.37 1.47 1.58 2.91 1.97 1.29 1.32
TMEM182 transmembrane protein 182 chr2q12.1 0 --- 1.47 1.18 -1.91 -1.62 -1.50 -1.22 1.15 -1.42 1.36 1.62 -1.13 -1.31
TMEM183A /transmembrane protein 183Achr1q32.1 /// chr3q20 --- -1.10 1.00 1.02 1.05 1.06 -1.15 1.16 1.04 1.25 1.24 1.24 1.17
TMEM183A /transmembrane protein 183Achr1q32.1 /// chr3q20 --- 1.01 1.03 -1.11 1.02 -1.14 1.00 -1.12 1.01 1.15 1.41 1.02 1.04
TMEM184B transmembrane protein 184Bchr22q12 0 --- -1.06 -1.05 1.18 1.09 1.25 1.48 1.33 1.12 1.41 1.30 1.63 1.65
TMEM185A transmembrane protein 185AchrXq28 0 --- -1.03 -1.01 1.08 -1.14 -1.03 -1.11 1.14 -1.05 1.32 1.47 1.27 1.34
TMEM185B transmembrane protein 185Bchr2q14.2 0 --- -1.08 -1.02 -1.08 -1.08 1.03 1.00 -1.16 -1.01 -1.35 -1.64 -1.65 -1.30
TMEM185B transmembrane protein 185Bchr2q14.2 0 --- 1.30 1.20 -1.03 -1.17 -1.04 -1.03 -1.18 -1.06 -1.56 -1.82 -1.17 -1.30
TMEM186 transmembrane protein 186 chr16p13.2 0 --- -1.10 -1.09 -1.05 1.13 1.04 1.06 1.09 1.12 1.03 1.03 1.33 1.54
TMEM187 transmembrane protein 187 chrXq28 0 --- -1.06 -1.06 1.14 1.06 1.34 1.12 1.10 1.09 1.60 1.26 1.22 1.52
TMEM19 transmembrane protein 19 chr12q21.1 0 --- 1.06 1.02 1.08 -1.04 1.09 -1.01 -1.48 -1.20 -1.79 -2.04 1.14 -1.12
TMEM19 transmembrane protein 19 chr12q21.1 0 --- 1.15 1.12 1.12 1.06 1.00 1.10 -1.50 -1.10 -3.05 -2.68 -2.33 -2.91
TMEM19 transmembrane protein 19 chr12q21.1 0 --- 1.34 1.38 1.04 1.08 1.03 -1.00 -1.41 -1.03 -2.06 -1.95 -2.14 -2.60
TMEM194A transmembrane protein 194Achr12q13.3 0 --- -1.04 -1.09 1.24 1.24 1.15 1.05 1.19 -1.03 -1.38 1.06 1.43 1.46
TMEM194B transmembrane protein 194Bchr2q32.2 0 --- -1.26 -1.11 1.15 1.05 1.13 1.02 1.25 1.28 -1.03 -1.22 -1.35 -1.43
TMEM196 transmembrane protein 196 chr7p21.1 0 --- -2.63 -2.08 -1.69 -1.49 -5.13 -1.40 -1.20 1.17 18.72 6.84 -2.96 1.28
TMEM198B transmembrane protein 198Bchr12q13.2 0 --- -1.05 1.00 1.07 1.14 1.08 1.18 1.04 1.21 -2.20 -2.37 -1.72 -1.48
TMEM200A transmembrane protein 200Achr6q23.1 0 --- 1.94 3.54 1.01 1.25 1.16 1.90 1.52 -1.07 1.35 1.23 -1.30 1.45
TMEM200C transmembrane protein 200Cchr18p11.31 0 --- 1.04 1.11 -1.08 -1.16 1.14 1.12 -1.13 -1.10 -2.09 -1.85 -2.39 -2.55
TMEM201 transmembrane protein 201 chr1p36.22 0 --- 1.04 -1.04 1.04 1.17 -1.08 -1.18 1.29 1.21 -1.48 -1.89 -1.64 -1.91
TMEM201 transmembrane protein 201 chr1p36.22 0 --- -1.08 -1.02 1.08 1.04 1.07 1.13 -1.02 -1.10 -1.20 -1.42 -1.02 -1.14
TMEM205 transmembrane protein 205 chr19p13.2 0 --- 1.00 -1.15 1.05 1.02 1.13 1.01 -1.07 -1.10 1.53 1.39 1.53 1.60
TMEM206 transmembrane protein 206 chr1q32.3 0 --- 1.11 1.01 -1.03 1.05 1.06 1.07 1.04 1.00 1.34 1.22 1.27 1.10
TMEM213 transmembrane protein 213 chr7q34 0 --- 1.55 1.70 -1.11 -1.50 -1.94 -2.11 -2.56 -1.11 2.42 1.41 -1.20 -1.26
TMEM214 transmembrane protein 214 chr2p23.3  apoptotic process --- 1.01 -1.08 1.11 1.24 -1.00 -1.02 1.14 1.13 1.75 1.46 1.91 2.21
TMEM218 transmembrane protein 218 chr11q24.2 0 --- -1.02 1.01 1.04 1.03 -1.03 -1.03 -1.09 -1.12 -1.69 -1.31 -2.01 -2.28
TMEM219 transmembrane protein 219 chr16p11.2  apoptotic process --- 1.43 1.27 -1.05 1.01 1.15 1.03 1.30 1.15 -1.22 -1.24 -1.91 -1.57
TMEM219 transmembrane protein 219 chr16p11.2  apoptotic process --- 1.07 1.04 -1.04 -1.05 1.00 -1.02 1.32 1.18 1.45 1.22 1.14 1.13
TMEM223 transmembrane protein 223 chr11q12.3  blood vessel development --- -1.02 -1.07 -1.04 -1.16 -1.03 -1.20 -1.01 1.01 -1.37 -1.29 -1.34 -1.29
TMEM234 transmembrane protein 234 chr1p36.11-p34.2 0 --- -1.08 -1.15 1.07 1.19 1.02 -1.16 1.06 1.08 -1.22 -1.46 -1.31 -1.28
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TMEM237 transmembrane protein 237 chr2q33.2  cell projection organization --- -1.11 -1.14 1.16 1.11 1.04 1.00 -1.41 -1.18 -1.77 -1.37 -2.13 -2.09
TMEM237 transmembrane protein 237 chr2q33.2  cell projection organization --- 1.08 1.11 1.00 -1.02 -1.07 -1.06 -1.00 -1.03 -1.53 -1.23 -1.44 -1.52
TMEM241 transmembrane protein 241 chr18q11.2  carbohydrate transport --- -1.02 1.03 -1.06 -1.03 -1.01 1.01 -1.07 -1.02 -1.15 -1.16 -1.16 -1.12
TMEM242 transmembrane protein 242 chr6q25.3 0 --- 1.33 1.10 -1.09 -1.24 1.00 1.13 1.05 -1.03 1.26 1.26 1.37 1.25
TMEM242 transmembrane protein 242 chr6q25.3 0 --- 1.21 1.23 1.16 1.29 1.21 1.18 1.23 -1.10 1.67 1.18 1.33 1.27
TMEM243 transmembrane protein 243,chr7q21.12 0 --- 1.24 1.09 1.02 -1.03 -1.03 -1.02 -1.06 -1.01 -1.23 -1.39 1.00 -1.08
TMEM245 transmembrane protein 245 chr9q31 0 --- 1.01 1.06 1.05 -1.10 1.06 1.01 1.13 -1.10 1.20 1.24 1.79 1.69
TMEM246 transmembrane protein 246 chr9q31.1 0 --- 1.03 1.02 1.12 1.12 1.05 1.07 -1.07 -1.12 -1.23 -1.24 -1.21 -1.28
TMEM246 transmembrane protein 246 chr9q31.1 0 --- -1.02 -1.14 -1.03 1.05 1.06 1.01 -1.26 -1.26 -1.46 -1.15 -1.41 -1.40
TMEM248 transmembrane protein 248 chr7q11.21 0 --- 1.19 1.34 1.00 -1.19 1.02 1.06 1.19 1.06 1.44 1.16 1.45 1.06
TMEM248 transmembrane protein 248 chr7q11.21 0 --- 1.07 1.14 1.11 1.13 1.11 1.05 1.15 -1.04 -1.26 -1.21 -1.44 -1.26
TMEM255B transmembrane protein 255Bchr13q34 0 --- -1.28 1.10 -1.74 -1.27 -4.67 -1.79 -1.15 -1.47 3.63 2.68 3.40 3.32
TMEM256 transmembrane protein 256 chr17p13.1 0 --- 1.06 1.06 -1.10 -1.19 -1.09 -1.16 1.26 1.30 1.43 1.35 1.42 1.22
TMEM258 transmembrane protein 258 chr11q12.2  cell adhesion --- 1.21 1.18 1.05 -1.03 -1.03 -1.04 -1.03 -1.10 1.34 1.06 1.32 1.22
TMEM260 transmembrane protein 260 chr14q22.3 0 --- 1.15 1.04 -1.13 -1.10 1.75 1.02 -1.37 -1.15 -2.40 -1.79 -1.86 -2.48
TMEM260 transmembrane protein 260 chr14q22.3 0 --- -1.04 1.07 1.25 1.09 1.24 1.07 1.05 -1.05 -1.78 -1.58 -2.02 -1.91
TMEM27 transmembrane protein 27 chrXp22  proteolysis --- 1.61 1.24 1.36 1.33 -1.34 -1.42 -1.30 1.99 1.39 -1.12 1.38 -1.07
TMEM30A transmembrane protein 30Achr6q14.1  protein localization to endosome --- -1.05 1.11 -1.01 -1.00 1.08 1.11 1.34 1.28 2.06 2.19 2.52 2.29
TMEM33 transmembrane protein 33 chr4p13 0 --- -1.05 -1.07 1.03 1.09 -1.05 -1.01 -1.06 -1.02 -1.02 -1.05 1.21 1.15
TMEM33 transmembrane protein 33 chr4p13 0 --- 1.17 1.13 1.10 -1.02 -1.13 -1.05 -1.28 -1.04 1.38 1.34 1.55 1.33
TMEM37 transmembrane protein 37 chr2q14.2  transport --- 1.10 1.12 -1.27 -1.13 -1.04 -1.03 1.19 1.04 -2.59 -1.86 -3.02 -2.50
TMEM37 transmembrane protein 37 chr2q14.2  transport --- -1.01 1.04 1.09 1.03 1.15 1.02 1.28 1.10 -2.55 -2.19 -3.40 -2.82
TMEM37 transmembrane protein 37 chr2q14.2  transport --- -1.43 -2.09 -1.67 -2.06 1.11 -1.05 -1.44 -2.48 -1.62 -2.01 -1.46 -1.27
TMEM38A transmembrane protein 38Achr19p13.11  transport --- 1.07 -1.03 1.01 -1.00 1.09 -1.08 -1.01 1.04 1.14 1.02 1.34 1.55
TMEM38B transmembrane protein 38Bchr9q31.2  transport --- -1.07 -1.19 1.06 -1.17 1.05 -1.01 1.25 1.04 2.35 1.55 2.48 1.77
TMEM39A transmembrane protein 39Achr3q13.33 0 --- 1.14 -1.12 1.00 1.07 1.39 1.35 -1.10 -1.03 1.10 1.37 1.87 2.15
TMEM39A transmembrane protein 39Achr3q13.33 0 --- 1.23 1.16 1.05 -1.29 -1.06 -1.29 -1.00 -1.00 1.86 1.73 2.39 2.22
TMEM39A transmembrane protein 39Achr3q13.33 0 --- -1.33 -1.36 -1.20 -1.45 -1.11 -1.19 -1.28 -1.03 1.01 1.10 1.38 1.56
TMEM41A transmembrane protein 41Achr3q27.2 0 --- -1.05 -1.11 1.02 1.00 1.13 1.07 1.02 -1.04 1.19 1.24 1.47 1.45
TMEM41B transmembrane protein 41Bchr11p15.4 0 --- 1.03 1.14 -1.08 -1.09 1.01 1.01 -1.13 -1.18 -1.08 -1.12 1.07 -1.11
TMEM43 transmembrane protein 43 chr3p25.1 0 --- -1.04 -1.07 1.05 -1.06 1.15 1.09 1.04 -1.02 -1.39 -1.49 -1.21 -1.09
TMEM43 transmembrane protein 43 chr3p25.1 0 --- 1.02 1.02 -1.04 -1.05 1.01 -1.03 -1.03 -1.04 -1.22 -1.22 -1.01 -1.01
TMEM43 transmembrane protein 43 chr3p25.1 0 --- -1.07 -1.37 1.08 1.16 -1.02 -1.03 1.46 1.11 -2.26 -3.27 -1.39 -1.83
TMEM44 transmembrane protein 44 chr3q29 0 --- 1.03 -1.10 1.02 1.41 -1.06 -1.22 1.20 1.09 1.45 1.24 1.06 1.56
TMEM44-AS TMEM44 antisense RNA 1 chr3q29 0 --- -1.06 -1.04 1.11 1.36 1.12 1.06 -1.00 1.14 -2.47 -2.84 -2.16 -1.80
TMEM45A transmembrane protein 45Achr3q12.2 0 --- 1.06 1.12 1.05 1.06 -1.07 1.16 1.03 -1.06 1.16 1.25 1.37 1.35
TMEM45B transmembrane protein 45Bchr11q24.3 0 --- 1.12 1.05 1.05 1.13 1.13 1.09 1.01 -1.14 1.99 1.80 2.94 2.85
TMEM45B transmembrane protein 45Bchr11q24.3 0 --- -1.03 -1.14 -1.12 1.01 -1.03 1.10 1.37 1.07 2.09 2.04 2.87 2.94
TMEM5 transmembrane protein 5 chr12q14.2 0 --- 1.15 1.02 1.16 1.08 -1.00 1.26 -1.49 1.12 -2.19 -1.97 -2.34 -2.87
TMEM5 transmembrane protein 5 chr12q14.2 0 --- -1.01 1.09 -1.00 -1.17 1.05 1.03 -1.10 -1.14 -1.29 -1.44 -1.34 -1.24
TMEM50A transmembrane protein 50Achr1p36.11 0 --- 1.01 1.04 -1.02 -1.02 -1.00 -1.00 -1.20 -1.20 -1.51 -1.43 -1.40 -1.71
TMEM50A transmembrane protein 50Achr1p36.11 0 --- 1.07 1.10 -1.02 -1.10 1.07 1.02 1.03 -1.06 1.13 1.10 1.43 1.21
TMEM50B transmembrane protein 50Bchr21q22.11 0 --- -1.02 1.02 -1.03 -1.12 1.09 -1.10 1.04 1.01 1.88 1.67 2.90 2.85
TMEM50B transmembrane protein 50Bchr21q22.11 0 --- 1.04 1.04 1.07 -1.10 1.05 1.08 -1.13 -1.27 -1.36 -1.19 -1.12 -1.22
TMEM50B transmembrane protein 50Bchr21q22.11 0 --- 1.06 1.10 -1.10 -1.23 1.14 1.15 -1.62 1.05 -1.63 -1.23 1.08 1.03
TMEM50B transmembrane protein 50Bchr21q22.11 0 --- -1.06 1.04 1.04 -1.24 1.08 1.01 -1.13 1.13 1.08 1.03 2.84 2.59
TMEM51 transmembrane protein 51 chr1p36.21 0 --- -1.08 -1.09 -1.08 -1.25 -1.18 -1.27 1.13 -1.02 1.08 1.06 1.82 1.49
TMEM52 transmembrane protein 52 chr1p36.33 0 --- -1.09 -1.29 -1.59 -1.09 -1.19 -1.13 -1.68 -1.10 3.62 2.44 2.32 2.59
TMEM52B transmembrane protein 52Bchr12p13.2 0 --- 1.21 1.17 1.19 1.20 -1.06 1.09 -1.11 1.12 1.49 1.47 2.26 1.38
TMEM53 transmembrane protein 53 chr1p34.1 0 --- -1.37 1.07 -1.09 -1.04 -1.36 -1.27 1.44 1.27 2.35 2.38 2.24 2.28
TMEM53 transmembrane protein 53 chr1p34.1 0 --- 1.10 1.12 1.36 1.69 -1.27 -1.01 1.09 -1.01 1.96 1.63 1.86 2.01
TMEM54 transmembrane protein 54 chr1p35-p34 0 --- 1.11 1.22 -1.09 1.27 -1.12 -1.25 1.25 1.18 1.92 1.37 2.26 2.30
TMEM55A transmembrane protein 55Achr8q21.3 0 --- 1.24 1.07 1.04 -1.11 -1.13 1.25 -1.27 -1.02 -2.31 -1.40 -1.70 -2.03
TMEM55B transmembrane protein 55Bchr14q11.2 0 --- -1.09 -1.07 -1.01 -1.04 -1.08 -1.23 1.02 1.00 1.06 -1.04 1.81 1.98
TMEM56 transmembrane protein 56 chr1p21.3 0 --- 1.06 1.01 1.12 1.15 -1.04 1.11 -1.39 -1.15 -1.61 -1.27 -1.38 -1.38
TMEM56 transmembrane protein 56 chr1p21.3 0 --- 1.05 1.05 1.10 -1.07 -1.02 1.00 1.18 1.16 -1.26 -1.06 -1.50 -1.26
TMEM57 transmembrane protein 57 chr1p36.11|1p36.11  brain development --- -1.14 -1.18 1.01 -1.04 1.08 -1.04 1.02 -1.01 -1.27 -1.24 1.51 1.48
TMEM57 transmembrane protein 57 chr1p36.11|1p36.11  brain development --- 1.20 1.09 -1.04 -1.10 -1.14 1.08 -1.57 -1.13 -2.86 -2.71 -1.83 -1.73
TMEM62 transmembrane protein 62 chr15q15.2 0 --- 1.04 -1.01 -1.04 1.03 1.05 1.10 -1.05 -1.09 -1.24 -1.16 -1.17 -1.16
TMEM63A transmembrane protein 63Achr1q42.12 0 --- -1.04 1.01 1.48 1.19 -1.04 1.11 1.34 1.54 -2.16 -1.57 -1.79 -1.20
TMEM63A transmembrane protein 63Achr1q42.12 0 --- 1.20 -1.04 -1.01 1.03 -1.17 -1.42 1.19 1.25 -1.03 -1.16 -1.36 -1.39
TMEM63C transmembrane protein 63Cchr14q24.3 0 --- -1.65 -2.00 2.31 -1.11 1.74 1.51 -2.22 -1.31 -2.04 -1.56 -1.29 2.24
TMEM64 transmembrane protein 64 chr8q21.3 0 --- 1.05 1.16 1.01 -1.00 -1.05 -1.03 -1.66 -1.45 -1.62 -1.41 -1.87 -1.77
TMEM66 transmembrane protein 66 chr8p12  transport --- 1.06 1.11 1.03 1.02 1.02 1.00 1.05 -1.04 -1.15 -1.02 -1.02 1.02
TMEM67 transmembrane protein 67 chr8q22.1  negative regulation of centrosome duplic --- 1.25 1.05 1.04 1.02 -1.08 -1.11 1.20 -1.16 -1.82 -1.84 -2.72 -3.97
TMEM67 transmembrane protein 67 chr8q22.1  negative regulation of centrosome duplic --- -1.25 1.02 -1.14 -1.01 -1.04 -1.50 -1.46 -1.14 -2.02 -2.09 -2.18 -1.97
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TMEM67 transmembrane protein 67 chr8q22.1  negative regulation of centrosome duplic --- 1.42 1.09 -1.02 -1.15 1.17 -1.04 -1.47 -1.50 -3.07 -2.62 -2.30 -3.39
TMEM67 transmembrane protein 67 chr8q22.1  negative regulation of centrosome duplic --- 1.32 1.31 1.41 1.32 -1.07 -1.11 -1.21 -1.16 -1.71 -1.03 -2.33 -3.07
TMEM67 transmembrane protein 67 chr8q22.1  negative regulation of centrosome duplic --- 1.19 1.24 -1.28 1.19 1.37 1.12 -1.03 1.26 -1.56 -1.62 -2.52 -1.93
TMEM67 transmembrane protein 67 chr8q22.1  negative regulation of centrosome duplic --- 1.56 1.43 1.32 1.53 -1.39 -1.24 -1.36 -1.56 -2.24 -1.27 -2.59 -2.10
TMEM68 transmembrane protein 68 chr8q12.1  metabolic process --- 1.03 1.10 1.23 1.01 1.03 -1.02 1.09 -1.13 -1.31 -1.53 1.04 -1.30
TMEM68 transmembrane protein 68 chr8q12.1  metabolic process --- 1.14 1.20 1.28 -1.02 1.00 1.18 -1.01 -1.06 1.10 1.24 1.56 1.16
TMEM70 transmembrane protein 70 chr8q21.11  mitochondrial proton-transporting ATP s --- 1.04 1.17 1.05 -1.04 1.06 -1.07 -1.52 -1.41 -1.36 -1.51 1.03 -1.05
TMEM70 transmembrane protein 70 chr8q21.11  mitochondrial proton-transporting ATP s --- -1.03 -1.06 1.07 -1.11 -1.07 -1.03 -1.44 -1.20 -1.33 -1.43 -1.12 -1.18
TMEM70 transmembrane protein 70 chr8q21.11  mitochondrial proton-transporting ATP s --- 1.07 -1.01 1.04 -1.24 -1.02 -1.06 -1.07 1.20 -1.45 -1.98 -1.50 -1.65
TMEM71 transmembrane protein 71 chr8q24.22 0 --- -1.27 3.70 -1.59 -9.54 1.04 -1.34 -1.86 1.14 6.70 3.23 12.31 5.82
TMEM74B transmembrane protein 74Bchr20p13 0 --- 1.06 -1.20 -4.43 -6.74 -1.74 2.52 -1.37 -1.89 1.98 3.58 5.37 8.53
TMEM79 transmembrane protein 79 chr1q22 0 --- -1.20 -1.29 -1.26 1.29 -1.05 -1.07 1.36 1.30 1.09 1.11 1.59 1.84
TMEM80 transmembrane protein 80 chr11p15.5 0 --- -1.09 -1.14 1.04 1.01 1.14 1.07 -1.35 -1.10 -1.27 -1.31 -1.85 -1.53
TMEM86A transmembrane protein 86Achr11p15.1 0 --- 1.24 -1.05 -1.05 -1.46 1.05 -1.43 -2.42 -3.24 -3.17 -6.56 -1.98 -4.86
TMEM86B transmembrane protein 86Bchr19q13.42  ether lipid metabolic process --- 1.09 -1.42 1.12 -1.08 1.01 1.13 -1.00 1.15 1.42 1.16 1.22 1.41
TMEM87A transmembrane protein 87Achr15q15.1 0 --- 1.01 -1.13 1.35 1.22 -1.10 1.21 -1.72 -1.20 -2.10 -2.20 -2.93 -3.57
TMEM87A transmembrane protein 87Achr15q15.1 0 --- -1.06 -1.03 -1.04 -1.08 1.19 1.04 1.04 -1.07 1.14 1.03 1.55 1.44
TMEM87A transmembrane protein 87Achr15q15.1 0 --- -1.01 -1.02 1.03 -1.01 1.05 1.03 1.04 -1.00 -1.01 -1.01 1.21 1.19
TMEM87B transmembrane protein 87Bchr2q13 0 --- 1.23 1.23 1.34 -1.07 -1.03 1.24 -1.33 -1.26 -1.22 -1.26 -1.39 1.04
TMEM8A transmembrane protein 8A chr16p13.3  translation --- -1.12 -1.21 -1.02 1.17 1.23 1.06 1.22 1.03 2.14 1.80 1.38 1.63
TMEM8A transmembrane protein 8A chr16p13.3  translation --- 1.22 1.11 1.10 -1.03 1.04 1.06 1.35 1.23 1.71 1.61 1.20 1.35
TMEM9 transmembrane protein 9 ---  transport --- -1.15 -1.21 -1.01 1.04 1.05 1.11 1.12 1.09 1.10 1.22 1.07 1.22
TMEM9 transmembrane protein 9 ---  transport --- -1.05 -1.15 1.03 1.10 1.11 -1.05 1.14 1.03 1.30 1.28 1.29 1.47
TMEM91 transmembrane protein 91 chr19q13.2  response to biotic stimulus --- -1.03 1.09 1.22 1.09 1.05 1.44 1.79 1.73 2.08 2.69 3.32 4.28
TMEM92 transmembrane protein 92 chr17q21.33 0 --- -1.56 -1.50 1.47 1.39 -1.11 1.48 2.34 -1.14 2.38 1.79 2.71 3.22
TMEM92 transmembrane protein 92 chr17q21.33 0 --- -1.06 -1.27 1.03 1.11 1.01 1.09 1.45 1.44 3.75 2.74 3.12 3.32
TMEM97 transmembrane protein 97 chr17q11.2  regulation of cell growth --- -1.02 1.02 1.02 1.01 1.04 1.01 1.15 1.03 1.11 -1.03 1.26 1.14
TMEM97 transmembrane protein 97 chr17q11.2  regulation of cell growth --- 1.01 1.07 -1.11 -1.07 -1.06 -1.01 -1.11 -1.06 -1.24 -1.12 1.13 1.08
TMEM97 transmembrane protein 97 chr17q11.2  regulation of cell growth --- -1.04 1.01 1.03 -1.03 1.06 -1.03 1.16 1.09 -1.06 -1.10 1.45 1.48
TMEM9B TMEM9 domain family, mechr11p15.3  signal transduction --- -1.05 1.17 1.02 -1.06 1.10 1.06 1.11 -1.21 1.38 -1.01 1.81 1.20
TMF1 TATA element modulatory chr3p21-p12  acrosome assembly --- 1.28 1.25 1.18 -1.03 1.21 1.35 1.23 1.26 -1.47 1.16 1.05 1.12
TMF1 TATA element modulatory chr3p21-p12  acrosome assembly --- 1.12 -1.03 -1.08 -1.10 -1.16 -1.07 -1.07 1.13 -1.07 1.01 1.54 1.42
TMF1 TATA element modulatory chr3p21-p12  acrosome assembly --- 1.05 1.04 1.12 1.04 1.21 1.02 -1.06 -1.19 -1.13 -1.12 -1.23 -1.19
TMF1 TATA element modulatory chr3p21-p12  acrosome assembly --- 1.23 1.26 -1.04 -1.00 -1.20 1.16 -1.44 -1.08 1.01 1.13 1.00 1.05
TMLHE trimethyllysine hydroxylasechrXq28  cellular nitrogen compound metabolic pro--- -1.09 -1.13 -1.01 -1.03 1.13 -1.02 -1.05 1.04 -1.27 1.00 -1.78 -1.48
TMLHE trimethyllysine hydroxylasechrXq28  cellular nitrogen compound metabolic pro--- -1.03 1.11 -1.23 1.03 -1.30 -1.13 -1.03 -1.34 -1.58 -1.10 -2.02 -2.04
TMLHE-AS1 TMLHE antisense RNA 1 --- 0 --- 1.21 1.06 1.27 1.66 -1.17 -1.20 -1.65 -1.91 -2.61 -1.85 -3.53 -5.12
TMOD1 tropomodulin 1 chr9q22.3  muscle contraction Striated_muscle_contraction // GenMAPP -1.09 -1.05 1.03 1.04 1.02 -1.04 -1.10 -1.06 -1.63 -1.43 -1.41 -1.14
TMOD1 tropomodulin 1 chr9q22.3  muscle contraction Striated_muscle_contraction // GenMAPP 1.15 -1.16 -1.01 -1.08 -1.01 1.00 1.04 -1.02 -1.99 -1.41 -1.46 -1.15
TMOD1 /// TStropomodulin 1 /// thiosulfatchr9q22.3 /// chr9q2 muscle contraction Striated_muscle_contraction // GenMAPP -1.04 1.06 1.24 1.05 -1.06 -1.05 1.10 1.02 -1.41 -1.40 -1.03 1.05
TMOD2 tropomodulin 2 (neuronal) chr15q21.2  neuron-neuron synaptic transmission --- 1.89 1.26 1.18 -1.05 1.19 1.07 -1.33 1.25 -3.69 -2.52 -8.77 -3.93
TMOD3 tropomodulin 3 (ubiquitous)chr15q21.1-q21.2 0 --- -1.09 -1.04 -1.03 -1.22 -1.12 1.04 -1.09 1.01 1.21 1.32 1.28 -1.16
TMOD3 tropomodulin 3 (ubiquitous)chr15q21.1-q21.2 0 --- 1.16 1.13 1.17 -1.06 -1.04 -1.08 1.20 1.15 1.40 1.08 1.80 1.21
TMPO thymopoietin chr12q22  regulation of transcription, DNA-depende--- 1.08 1.11 1.02 1.03 -1.13 -1.18 -1.09 -1.09 1.19 1.15 1.12 1.30
TMPO thymopoietin chr12q22  regulation of transcription, DNA-depende--- 1.04 1.18 1.06 -1.05 1.13 1.05 -1.14 -1.02 -1.06 -1.06 -1.28 -1.41
TMPO thymopoietin chr12q22  regulation of transcription, DNA-depende--- 1.01 1.04 -1.04 -1.07 -1.01 1.04 -1.44 -1.14 -1.26 -1.13 -1.38 -1.57
TMPO thymopoietin chr12q22  regulation of transcription, DNA-depende--- -1.38 1.42 -1.10 1.03 -1.00 1.11 1.42 3.45 2.79 1.47 1.72 1.70
TMPRSS15 transmembrane protease, se chr21q21.1  proteolysis --- 2.04 2.03 -1.55 -1.76 2.41 -1.95 1.59 1.85 4.29 4.52 1.70 2.14
TMPRSS3 transmembrane protease, se chr21q22.3  proteolysis --- -1.01 -1.09 -1.13 -1.05 -1.05 -1.08 1.28 1.06 2.63 2.72 3.05 3.38
TMPRSS3 transmembrane protease, se chr21q22.3  proteolysis --- 1.01 -1.00 1.04 1.08 -1.04 1.03 1.25 1.07 2.27 2.11 2.21 2.31
TMPRSS3 transmembrane protease, se chr21q22.3  proteolysis --- -1.10 -1.03 1.12 1.05 1.07 1.02 1.19 1.11 1.73 1.40 1.66 1.65
TMTC1 transmembrane and tetratricchr12p11.22  RNA processing --- 1.03 1.15 1.02 -1.01 1.01 1.07 1.08 -1.03 1.48 1.34 1.30 1.09
TMTC1 transmembrane and tetratricchr12p11.22  RNA processing --- 1.17 -1.09 -1.05 -1.10 1.14 1.01 1.32 1.18 1.46 1.62 1.47 1.17
TMTC3 transmembrane and tetratricchr12q21.32  post-embryonic development --- 1.20 1.11 1.18 1.09 -1.19 -1.05 -1.21 -1.18 -1.44 -1.36 -1.63 -1.88
TMTC3 transmembrane and tetratricchr12q21.32  post-embryonic development --- -1.09 -1.17 1.12 1.12 1.06 1.15 -1.28 -1.09 -1.36 -1.15 -1.29 -1.23
TMTC4 transmembrane and tetratricchr13q32.3 0 --- 1.04 1.02 1.01 1.16 -1.03 -1.07 1.18 1.06 1.40 1.31 1.11 1.19
TMTC4 transmembrane and tetratricchr13q32.3 0 --- 1.01 1.04 -1.06 -1.29 -1.11 -1.00 -1.36 -1.03 -1.95 -1.43 -2.02 -1.93
TMUB2 transmembrane and ubiquitichr17q21.31 0 --- -1.10 -1.05 -1.03 1.02 -1.06 -1.05 1.01 1.09 -1.03 -1.00 1.16 1.30
TMX1 thioredoxin-related transme chr14q22.1  DNA replication --- -1.05 -1.04 1.04 -1.16 1.10 1.07 1.21 1.17 1.21 1.16 1.44 1.53
TMX1 thioredoxin-related transme chr14q22.1  DNA replication --- 1.11 1.08 -1.10 1.03 -1.17 1.18 -1.40 -1.16 -1.48 -1.01 -1.25 -1.29
TMX3 thioredoxin-related transme chr18q22  protein folding --- 1.45 1.96 -1.17 1.06 -1.09 1.28 -1.44 -1.40 3.34 2.38 4.01 2.65
TMX4 thioredoxin-related transme chr20p12  electron transport chain --- -1.06 -1.11 -1.04 -1.02 1.07 -1.13 1.01 1.01 -1.19 -1.17 -1.30 -1.30
TMX4 thioredoxin-related transme chr20p12  electron transport chain --- -1.06 -1.05 1.04 1.10 -1.07 1.04 -1.10 1.02 -1.75 -1.36 -2.22 -2.14
TNC tenascin C chr9q33  cell adhesion --- 2.02 1.77 1.70 1.23 -1.03 -1.06 -1.74 1.23 1.02 1.16 -1.07 1.66
TNC tenascin C chr9q33  cell adhesion --- -2.55 -2.59 -1.54 1.51 3.80 5.17 -3.96 1.60 1.69 2.13 3.83 1.26
TNF tumor necrosis factor chr6p21.3  protein import into nucleus, translocationApoptosis // GenMAPP /// Apoptosis_GenM -2.19 2.28 -1.10 -1.40 -2.19 1.07 1.01 2.67 4.39 3.94 2.15 4.15
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TNFAIP1 tumor necrosis factor, alphachr17q22-q23  DNA replication Glycolysis_and_Gluconeogenesis // GenMA 1.09 -1.06 -1.01 1.12 1.03 1.01 -1.05 1.01 1.07 1.10 1.25 1.31
TNFAIP1 tumor necrosis factor, alphachr17q22-q23  DNA replication Glycolysis_and_Gluconeogenesis // GenMA -1.27 -1.14 -1.05 -1.15 1.08 -1.02 -1.06 1.01 1.42 1.16 1.30 1.30
TNFAIP2 tumor necrosis factor, alphachr14q32  angiogenesis --- 1.07 1.10 -1.03 -1.01 1.00 1.02 1.00 1.04 1.71 1.43 1.35 1.23
TNFAIP2 tumor necrosis factor, alphachr14q32  angiogenesis --- -1.60 -1.54 -1.63 -1.46 1.29 -1.24 1.63 3.80 2.06 1.57 1.57 1.48
TNFAIP3 tumor necrosis factor, alphachr6q23  B-1 B cell homeostasis --- -1.08 1.03 1.01 1.05 -1.01 1.14 2.47 1.72 10.52 5.90 15.47 5.99
TNFAIP3 tumor necrosis factor, alphachr6q23  B-1 B cell homeostasis --- 1.05 1.32 -1.14 -1.08 1.08 -1.01 1.83 1.66 4.52 3.60 9.31 4.07
TNFAIP6 tumor necrosis factor, alphachr2q23.3  inflammatory response --- 2.92 2.01 -2.58 -1.65 -1.10 3.29 2.54 2.76 26.63 12.13 49.08 29.56
TNFAIP6 tumor necrosis factor, alphachr2q23.3  inflammatory response --- -1.17 1.99 -1.49 -1.26 1.32 1.99 1.58 -3.80 23.98 26.44 22.34 11.57
TNFAIP8 tumor necrosis factor, alphachr5q23.1  apoptotic process --- 1.13 1.11 1.02 -1.05 -1.11 -1.15 1.21 1.05 1.33 1.38 1.31 1.24
TNFAIP8 tumor necrosis factor, alphachr5q23.1  apoptotic process --- 1.13 1.15 -1.03 -1.04 -1.02 1.10 1.25 1.11 1.07 1.25 1.29 1.18
TNFAIP8L1 tumor necrosis factor, alphachr19p13.3 0 --- -1.15 -1.21 1.10 1.06 1.07 -1.09 -1.16 -1.07 1.53 1.51 1.43 1.38
TNFRSF10A tumor necrosis factor receptchr8p21  apoptotic process --- -1.02 -1.07 1.07 -1.02 -1.08 -1.05 1.13 1.08 1.63 1.63 2.13 2.23
TNFRSF10A tumor necrosis factor receptchr8p21  apoptotic process --- -1.37 -1.52 1.07 1.24 -1.12 -1.15 -1.08 1.06 -1.01 1.05 1.70 1.57
TNFRSF10A tumor necrosis factor receptchr8p21  apoptotic process --- 1.08 1.05 1.06 -1.01 1.05 1.09 1.12 1.03 1.43 1.23 1.79 1.81
TNFRSF10B tumor necrosis factor receptchr8p22-p21  apoptotic process Apoptosis // GenMAPP -1.06 1.06 1.05 -1.01 -1.06 -1.08 1.02 1.01 1.54 1.22 1.28 1.25
TNFRSF10B tumor necrosis factor receptchr8p22-p21  apoptotic process Apoptosis // GenMAPP -1.05 -1.14 1.07 1.04 1.06 -1.05 1.37 1.34 2.39 1.91 1.69 1.83
TNFRSF10B tumor necrosis factor receptchr8p22-p21  apoptotic process Apoptosis // GenMAPP -1.04 -1.15 1.02 1.13 1.04 -1.02 1.29 1.32 2.23 1.77 1.84 1.75
TNFRSF10D tumor necrosis factor receptchr8p21  apoptotic process --- -1.02 -1.03 -1.08 1.06 1.07 1.01 -1.14 -1.02 2.43 2.19 2.32 2.67
TNFRSF11A tumor necrosis factor receptchr18q22.1  ossification --- -1.01 -1.23 1.27 1.15 -1.05 1.04 -1.25 -1.01 1.02 1.57 -1.44 -1.06
TNFRSF11A tumor necrosis factor receptchr18q22.1  ossification --- -1.11 -1.32 1.04 -1.18 1.03 1.16 1.18 1.08 2.40 3.21 1.23 1.51
TNFRSF11B tumor necrosis factor receptchr8q24  skeletal system development --- -1.03 1.04 1.02 -1.22 1.01 -1.03 -1.11 -1.09 -2.53 -2.93 -1.85 -2.68
TNFRSF11B tumor necrosis factor receptchr8q24  skeletal system development --- 1.30 1.17 1.15 1.63 -1.17 -1.04 -1.20 1.43 -1.64 -2.05 -2.09 -2.52
TNFRSF12A tumor necrosis factor receptchr16p13.3  angiogenesis --- 1.06 1.09 1.00 -1.12 1.01 1.09 1.42 1.25 3.22 2.23 3.67 2.77
TNFRSF19 tumor necrosis factor receptchr13q12.11-q12.3  hair follicle development --- -1.35 -1.19 1.08 -1.16 -1.19 -1.06 -2.43 1.07 -3.27 -1.99 -2.29 -2.15
TNFRSF1A tumor necrosis factor receptchr12p13.2  response to hypoxia Apoptosis // GenMAPP /// Apoptosis_GenM -1.04 -1.05 1.08 1.01 -1.01 -1.03 1.10 1.13 1.43 1.40 1.20 1.20
TNFRSF1B tumor necrosis factor receptchr1p36.22  apoptotic process Apoptosis // GenMAPP /// Apoptosis_GenM 1.06 1.03 2.35 3.69 2.24 -1.28 -1.42 -1.10 3.13 2.91 2.25 2.02
TNFRSF21 tumor necrosis factor receptchr6p21.1  apoptotic process Apoptosis // GenMAPP 1.57 1.37 1.05 -1.05 -1.07 1.25 -1.07 -1.44 1.31 1.54 1.58 1.42
TNFRSF21 tumor necrosis factor receptchr6p21.1  apoptotic process Apoptosis // GenMAPP -1.10 -1.19 1.12 1.04 1.19 1.11 1.29 1.15 1.73 1.66 1.88 1.81
TNFRSF4 tumor necrosis factor receptchr1p36  inflammatory response --- -1.01 -1.02 1.09 1.20 1.09 -1.08 -1.04 -1.01 -1.01 1.07 1.21 1.08
TNFRSF9 tumor necrosis factor receptchr1p36  apoptotic process --- 1.51 -2.38 2.35 -1.14 -1.37 -1.71 -1.09 1.47 1.72 2.82 2.95 5.41
TNFRSF9 tumor necrosis factor receptchr1p36  apoptotic process --- -1.25 -1.86 -1.97 -1.27 2.51 2.71 2.24 1.35 1.27 -1.10 1.13 1.19
TNFRSF9 tumor necrosis factor receptchr1p36  apoptotic process --- 3.99 2.11 1.11 1.03 -1.23 1.13 -1.74 1.90 1.16 2.21 2.65 1.91
TNFSF10 tumor necrosis factor (ligan chr3q26  apoptotic process Apoptosis // GenMAPP /// Apoptosis_GenM -1.12 -1.13 1.08 1.12 -1.05 -1.15 1.02 -1.02 -3.04 -3.41 -3.04 -2.68
TNFSF10 tumor necrosis factor (ligan chr3q26  apoptotic process Apoptosis // GenMAPP /// Apoptosis_GenM -1.10 -1.07 1.11 1.26 1.00 1.05 -1.02 1.26 -3.28 -3.26 -2.85 -2.70
TNFSF10 tumor necrosis factor (ligan chr3q26  apoptotic process Apoptosis // GenMAPP /// Apoptosis_GenM 1.08 1.04 -1.10 -1.06 -1.15 -1.04 1.02 1.05 -2.54 -2.65 -2.31 -2.24
TNFSF13B tumor necrosis factor (ligan chr13q32-q34  B cell homeostasis --- 2.03 1.64 -1.49 -1.64 -1.89 -1.49 1.84 1.01 1.20 -1.22 2.04 3.02
TNFSF13B tumor necrosis factor (ligan chr13q32-q34  B cell homeostasis --- 1.05 1.25 -1.48 -1.24 -1.27 -1.65 1.29 1.17 2.36 2.24 3.64 4.04
TNFSF15 tumor necrosis factor (ligan chr9q32  apoptotic process --- -1.16 1.23 -1.03 1.02 -1.61 -1.15 1.62 1.50 1.11 -2.02 -2.84 -3.20
TNFSF4 tumor necrosis factor (ligan chr1q25  cytokine production --- 1.40 1.33 -1.31 -1.32 -1.36 1.03 -1.22 1.04 -3.82 -2.91 -2.26 -2.37
TNFSF8 tumor necrosis factor (ligan chr9q33  apoptotic process --- -1.15 -1.50 -1.38 1.03 1.57 1.43 -1.80 -1.08 2.19 2.90 -1.05 -1.40
TNFSF9 tumor necrosis factor (ligan chr19p13.3  apoptotic process --- 1.39 1.19 1.24 1.20 1.18 1.07 1.15 -1.01 -1.01 -1.00 2.00 1.61
TNIK TRAF2 and NCK interactin chr3q26.31  protein phosphorylation --- 1.28 -1.33 2.33 1.52 1.93 1.11 2.06 1.09 2.24 2.25 1.20 2.10
TNIK TRAF2 and NCK interactin chr3q26.31  protein phosphorylation --- 1.29 1.49 1.20 1.36 -1.10 1.23 -1.25 1.15 2.46 4.50 1.35 1.58
TNIK TRAF2 and NCK interactin chr3q26.31  protein phosphorylation --- 1.29 1.26 -1.14 -1.30 -1.03 -1.07 1.06 1.04 1.47 1.83 1.72 1.79
TNIP1 TNFAIP3 interacting protei chr5q32-q33.1  MyD88-dependent toll-like receptor sign --- 1.28 1.16 1.24 -2.36 5.19 4.08 1.80 1.43 3.69 2.43 2.44 1.69
TNIP1 TNFAIP3 interacting protei chr5q32-q33.1  MyD88-dependent toll-like receptor sign --- -1.02 -1.06 -1.02 1.07 1.01 -1.04 1.38 1.27 1.99 1.53 1.80 1.73
TNIP2 TNFAIP3 interacting protei chr4p16.3  transcription, DNA-dependent --- 1.05 1.09 -1.01 1.00 1.01 -1.12 1.27 1.08 1.91 1.42 1.64 1.72
TNIP2 TNFAIP3 interacting protei chr4p16.3  transcription, DNA-dependent --- 1.14 1.15 1.08 1.06 1.09 -1.08 1.07 1.07 1.95 1.26 1.66 1.70
TNIP2 TNFAIP3 interacting protei chr4p16.3  transcription, DNA-dependent --- 1.37 1.18 1.13 1.06 1.11 -1.04 1.18 1.00 1.74 1.11 1.81 1.94
TNIP3 TNFAIP3 interacting protei chr4q27  MyD88-independent toll-like receptor sig--- 6.44 4.01 -1.39 -1.39 3.14 3.71 -1.04 4.93 2.69 2.74 -2.62 -5.39
TNK1 tyrosine kinase, non-receptochr17p13.1  protein phosphorylation --- -1.27 -1.09 1.36 1.27 1.03 -1.27 1.16 1.02 -1.37 -1.66 -1.41 -1.24
TNK2 tyrosine kinase, non-receptochr3q29  protein phosphorylation --- 1.63 1.64 3.35 4.84 3.38 1.02 -4.84 -1.64 1.49 -1.46 -2.06 -3.60
TNKS tankyrase, TRF1-interactingchr8p23.1  protein polyubiquitination --- -1.50 1.07 -1.75 -1.80 -2.11 -1.80 5.53 1.44 -1.52 1.35 5.15 7.31
TNKS2 tankyrase, TRF1-interactingchr10q23.3  protein polyubiquitination --- 1.25 1.96 1.70 2.28 2.20 2.01 1.07 -1.96 -1.12 -1.25 1.49 5.32
TNNI3 troponin I type 3 (cardiac) chr19q13.4  vasculogenesis Striated_muscle_contraction // GenMAPP 1.23 -1.14 2.77 4.24 1.20 -1.97 -1.22 -1.87 2.56 3.29 4.70 5.27
TNNI3K TNNI3 interacting kinase chr1p31.1  protein phosphorylation --- 1.66 1.25 1.58 2.47 -1.01 1.03 -1.16 1.24 -2.92 1.00 -2.58 -2.46
TNNT1 troponin T type 1 (skeletal, chr19q13.4  skeletal muscle contraction Striated_muscle_contraction // GenMAPP -1.20 -1.11 1.09 1.25 -1.05 -1.01 1.11 1.13 1.94 1.67 1.77 2.50
TNPO1 transportin 1 chr5q13.2  protein import into nucleus, translocation--- 1.14 1.19 1.08 -1.01 1.15 1.12 -1.04 -1.12 1.03 1.09 1.03 -1.41
TNPO1 transportin 1 chr5q13.2  protein import into nucleus, translocation--- -1.01 -1.01 -1.03 1.02 -1.08 1.02 1.00 1.02 1.06 1.14 1.11 1.07
TNPO2 transportin 2 chr19p13.2  transport --- -1.22 1.00 1.15 1.16 1.28 1.17 -1.05 -1.05 1.05 1.13 1.47 1.46
TNPO3 transportin 3 chr7q32.1  transport --- -1.20 -1.12 1.03 -1.03 1.16 1.09 1.05 -1.11 1.33 1.35 1.34 1.58
TNPO3 transportin 3 chr7q32.1  transport --- -1.07 -1.18 1.03 1.06 1.14 1.19 1.08 1.04 1.29 1.22 1.37 1.41
TNPO3 transportin 3 chr7q32.1  transport --- -1.10 1.01 -1.08 -1.02 -1.08 -1.06 -1.08 -1.02 1.20 1.22 1.30 1.36
TNRC6A trinucleotide repeat containichr16p11.2  regulation of translation --- 1.03 1.02 1.16 1.11 1.01 1.05 -1.18 -1.07 -1.55 -1.46 -1.48 -1.41
TNRC6A trinucleotide repeat containichr16p11.2  regulation of translation --- 1.15 1.11 1.05 -1.02 -1.09 -1.11 -1.38 -1.10 -3.71 -2.05 -3.24 -2.81
TNRC6B trinucleotide repeat containichr22q13.1  regulation of translation --- 1.11 1.27 1.17 -1.15 -1.16 1.07 -1.20 -1.27 -1.81 -1.92 -1.34 -1.54
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TNRC6B trinucleotide repeat containichr22q13.1  regulation of translation --- 1.12 1.20 -1.04 -1.04 -1.19 1.03 -1.39 -1.12 -1.43 1.06 -1.53 -1.50
TNRC6B trinucleotide repeat containichr22q13.1  regulation of translation --- 1.06 1.04 -1.01 -1.04 -1.08 1.12 -1.18 -1.14 -1.53 -1.29 -1.35 -1.50
TNRC6B trinucleotide repeat containichr22q13.1  regulation of translation --- -1.22 -1.04 1.04 -1.12 -1.36 -1.30 -1.04 1.06 -1.55 -1.33 -1.07 -1.20
TNRC6C-AS1TNRC6C antisense RNA 1 chr17q25.3 0 --- -1.01 -1.04 1.06 -1.12 -1.04 1.01 1.52 1.81 1.22 1.38 -1.23 -1.06
TNRC6C-AS1TNRC6C antisense RNA 1 chr17q25.3 0 --- -1.62 -1.16 -2.59 -1.83 -1.56 -1.17 -1.95 -1.00 1.09 1.25 1.46 2.18
TNS1 tensin 1 chr2q35-q36  cell-substrate junction assembly Integrin-mediated_cell_adhesion_KEGG // G 1.03 -1.02 1.18 1.12 -1.10 1.07 1.02 1.14 1.14 1.41 -1.01 1.25
TNS1 tensin 1 chr2q35-q36  cell-substrate junction assembly Integrin-mediated_cell_adhesion_KEGG // G -1.11 -1.07 1.08 -1.05 1.12 1.17 1.07 1.08 -1.02 1.34 1.19 1.50
TNS3 tensin 3 chr7p12.3  positive regulation of cell proliferation --- -1.05 -1.05 -1.03 1.03 -1.02 -1.03 -1.09 -1.01 -1.69 -1.60 -2.06 -1.92
TNS4 tensin 4 chr17q21.2  apoptotic process --- -1.09 -1.26 -1.12 1.22 1.06 1.19 1.29 1.05 1.89 1.77 1.62 1.79
TNS4 tensin 4 chr17q21.2  apoptotic process --- -1.01 1.01 1.06 1.20 -1.10 -1.09 1.60 1.43 2.11 1.73 2.17 2.36
TOE1 target of EGR1, member 1 (chr1p33 0 --- 1.03 -1.02 1.01 1.07 1.11 1.01 -1.01 -1.11 -1.40 -1.82 -1.22 -1.18
TOLLIP toll interacting protein chr11p15.5  inflammatory response --- -1.05 1.03 1.25 1.11 1.06 1.02 -1.21 -1.13 -1.83 -1.60 -1.67 -1.02
TOM1 target of myb1 (chicken) chr22q13.1  transport --- 1.05 1.02 1.10 1.23 1.05 1.06 1.52 1.74 1.65 1.37 1.98 2.14
TOM1L1 target of myb1 (chicken)-likchr17q23.2  transport --- 1.46 1.28 1.27 1.33 1.37 1.31 1.23 1.17 1.07 1.17 1.18 -1.01
TOMM20 translocase of outer mitochochr1q42  protein targeting --- -1.11 -1.04 1.05 1.00 1.01 1.01 1.05 -1.03 1.25 1.27 1.26 1.27
TOMM22 translocase of outer mitochochr22q12-q13  protein targeting to mitochondrion --- 1.01 -1.07 -1.14 -1.09 1.10 -1.01 1.08 1.16 1.33 1.34 1.62 1.57
TOMM34 translocase of outer mitocho---  protein targeting to mitochondrion --- 1.07 1.06 1.02 1.01 1.05 1.01 1.20 1.10 1.69 1.41 1.28 1.22
TOMM40L translocase of outer mitochochr1q23.3  transport --- 1.12 -1.06 -1.03 1.03 1.07 -1.04 1.19 1.12 -1.12 -1.26 -1.45 -1.17
TOMM70A translocase of outer mitochochr3q12.2  protein targeting to mitochondrion --- -1.07 1.05 -1.03 1.13 1.04 -1.06 1.06 1.10 -1.01 -1.01 1.06 1.04
TOMM70A translocase of outer mitochochr3q12.2  protein targeting to mitochondrion --- 1.02 1.04 -1.01 -1.03 1.17 1.20 -1.05 -1.09 1.14 1.05 1.44 1.42
TONSL tonsoku-like, DNA repair prchr8q24.3  double-strand break repair via homologou--- 1.20 1.10 -1.01 1.19 -1.18 -1.20 1.27 1.08 -1.11 -1.17 -1.43 -1.37
TOP1 topoisomerase (DNA) I chr20q12-q13.1  DNA replication --- -1.13 -1.18 1.00 1.10 1.04 1.00 1.04 1.24 1.84 1.63 1.28 1.37
TOP2A topoisomerase (DNA) II alpchr17q21-q22  mitotic cell cycle --- -1.07 -1.01 1.02 -1.00 -1.02 -1.03 1.02 1.01 1.24 1.20 1.18 1.19
TOP2B topoisomerase (DNA) II betchr3p24  resolution of meiotic recombination inter --- 1.09 1.10 -1.06 -1.08 -1.13 -1.02 -1.10 -1.05 -1.16 -1.04 -1.38 -1.50
TOP3B topoisomerase (DNA) III bechr22q11.22  DNA topological change --- -1.05 1.19 -1.05 1.20 -1.05 -1.13 -1.21 -1.23 1.58 1.64 -1.22 -1.53
TOPBP1 topoisomerase (DNA) II binchr3q22.1  DNA metabolic process --- 1.08 1.12 -1.03 1.01 -1.01 1.07 -1.01 1.02 -1.60 -1.47 -1.45 -1.45
TOPORS-AS1TOPORS antisense RNA 1 chr9p21.1 0 --- 1.27 1.38 -1.21 -1.03 -1.01 -1.22 1.20 -1.00 1.26 1.15 1.22 1.10
TOPORS-AS1TOPORS antisense RNA 1 chr9p21.1 0 --- 1.16 1.12 -1.00 1.07 -1.09 -1.17 1.31 1.31 1.50 1.26 1.21 1.19
TOR1A torsin family 1, member A (chr9q34  protein folding --- -1.02 -1.03 -1.12 1.11 -1.12 -1.17 2.08 1.46 5.33 2.62 1.11 -1.25
TOR1A torsin family 1, member A (chr9q34  protein folding --- -1.05 1.01 1.00 -1.04 1.01 -1.02 -1.02 -1.05 -1.15 -1.23 -1.17 -1.26
TOR1AIP1 torsin A interacting protein chr1q24.2  protein localization to nucleus --- -1.13 -1.13 1.04 -1.09 -1.18 1.02 -1.04 -1.02 1.34 1.29 1.46 1.49
TOR1AIP2 torsin A interacting protein chr1q25.2 0 --- 1.04 1.15 1.01 -1.10 1.21 -1.12 -1.27 -1.27 -2.49 -2.32 -3.40 -2.89
TOR1AIP2 torsin A interacting protein chr1q25.2 0 --- -1.06 1.07 1.15 -1.08 1.06 1.10 -1.19 1.04 -1.23 1.12 1.31 -1.10
TOR1AIP2 torsin A interacting protein chr1q25.2 0 --- 1.44 1.87 -1.65 1.01 1.08 -1.00 1.12 1.12 1.46 1.26 1.30 -1.07
TOR1AIP2 torsin A interacting protein chr1q25.2 0 --- 1.02 -1.00 -1.03 1.01 -1.02 1.12 -1.20 -1.11 -1.27 -1.28 -1.19 -1.32
TOR1AIP2 torsin A interacting protein chr1q25.2 0 --- 1.09 1.07 -1.17 -1.07 -1.28 -1.22 -1.20 -1.11 -1.05 1.12 1.21 1.20
TOR1B torsin family 1, member B (chr9q34  response to unfolded protein --- -1.01 1.08 1.00 -1.08 1.11 1.03 -1.15 -1.11 -1.16 -1.24 1.35 1.09
TOR3A torsin family 3, member A chr1q25.2  chaperone mediated protein folding requi--- -1.01 -1.03 1.06 -1.00 1.13 -1.01 -1.13 -1.14 1.28 1.42 -1.18 -1.16
TOR4A torsin family 4, member A chr9q34.3  chaperone mediated protein folding requi--- -1.10 -1.04 -1.03 1.00 -1.06 -1.00 -1.04 1.05 1.37 1.43 1.24 1.20
TOR4A torsin family 4, member A chr9q34.3  chaperone mediated protein folding requi--- -1.26 -1.27 1.14 -1.05 1.03 -1.08 1.31 1.30 2.03 2.10 1.76 1.98
TOX thymocyte selection-associachr8q12.1 0 --- -1.06 1.28 -1.16 1.10 1.05 -1.15 1.08 1.01 -1.39 -1.41 -3.61 -2.52
TOX thymocyte selection-associachr8q12.1 0 --- 1.29 1.20 1.11 -1.07 -1.24 -1.04 -1.02 1.06 -1.68 -1.34 -1.72 -2.19
TP53 tumor protein p53 chr17p13.1  protein import into nucleus, translocationApoptosis // GenMAPP /// Apoptosis_GenM -1.15 -1.28 1.10 1.01 1.33 1.05 1.02 -1.11 -1.45 -1.50 -1.54 -1.35
TP53 tumor protein p53 chr17p13.1  protein import into nucleus, translocationApoptosis // GenMAPP /// Apoptosis_GenM -1.00 -1.03 -1.13 -1.17 1.04 1.13 -1.02 1.05 -1.38 -1.01 -1.33 -1.42
TP53BP1 tumor protein p53 binding pchr15q15-q21  double-strand break repair via homologou--- 1.02 -1.00 1.01 1.03 1.08 -1.05 1.01 -1.06 -1.35 -1.27 -1.19 -1.18
TP53I11 tumor protein p53 induciblechr11p11.2  response to stress --- 1.13 -1.31 1.64 1.92 -1.83 -1.14 -1.14 -1.75 1.17 -1.57 1.13 1.32
TP53I11 tumor protein p53 induciblechr11p11.2  response to stress --- 1.67 1.04 -1.14 1.06 1.47 1.70 -1.68 -1.05 -1.01 -1.11 1.05 -1.23
TP53I3 tumor protein p53 induciblechr2p23.3  NADP metabolic process --- -1.00 -1.03 1.08 1.16 1.05 -1.05 1.01 1.06 -2.60 -2.31 -3.66 -3.12
TP53INP1 tumor protein p53 induciblechr8q22  transcription, DNA-dependent --- 1.19 1.06 1.11 1.15 -1.17 1.01 -1.96 -1.38 -3.36 -2.91 -3.60 -4.53
TP53INP2 tumor protein p53 induciblechr20q11.22  autophagic vacuole assembly --- -1.06 -1.14 1.08 1.12 1.02 1.01 -1.20 -1.13 -1.95 -1.52 -2.56 -1.80
TP53RK TP53 regulating kinase chr20q13.2  protein phosphorylation --- -1.11 -1.06 1.12 1.08 1.18 1.07 -1.10 -1.04 -1.38 -1.64 -1.43 -1.38
TP53RK TP53 regulating kinase chr20q13.2  protein phosphorylation --- -1.04 -1.05 1.09 1.22 1.02 1.06 1.06 1.16 1.38 1.15 1.62 1.79
TP53TG1 TP53 target 1 (non-protein cchr7q21.1  response to stress --- 1.14 -1.00 -1.10 -1.13 -1.25 -1.10 -1.70 -1.04 -1.29 -1.08 -2.27 -1.65
TP53TG1 TP53 target 1 (non-protein cchr7q21.1  response to stress --- -1.03 -1.17 -1.05 -1.03 -1.08 -1.15 -1.06 -1.13 -1.69 -1.23 -2.00 -1.29
TP53TG1 TP53 target 1 (non-protein cchr7q21.1  response to stress --- -1.16 -1.06 -1.02 -1.05 1.22 1.13 -1.25 -1.06 -1.86 -1.43 -2.04 -1.61
TP53TG3 /// TTP53 target 3 /// TP53 targechr16p11.2 /// chr160 --- -1.48 2.32 -1.86 -3.51 5.07 2.79 4.56 -1.15 1.91 2.57 7.37 1.62
TP63 tumor protein p63 chr3q28  negative regulation of transcription from --- 1.36 1.32 1.23 -1.04 1.25 1.93 -1.48 -1.66 -3.40 -2.45 -3.12 -5.61
TP73-AS1 TP73 antisense RNA 1 chr1p36.32 0 --- -1.13 -1.00 1.14 -1.02 -1.29 -1.44 1.08 -1.08 -1.53 -1.47 1.08 -1.00
TP73-AS1 TP73 antisense RNA 1 chr1p36.32 0 --- -1.06 -1.07 1.01 1.04 1.02 1.05 1.09 1.07 -1.71 -1.77 -1.71 -1.66
TP73-AS1 TP73 antisense RNA 1 chr1p36.32 0 --- -1.18 1.04 -1.00 -1.14 1.06 -1.04 -1.06 1.11 -1.97 -2.14 -1.41 -1.47
TPBG trophoblast glycoprotein chr6q14-q15  cell adhesion --- 1.16 1.16 -1.36 -1.59 -1.27 1.22 1.10 1.12 2.01 2.07 1.91 1.39
TPBG trophoblast glycoprotein chr6q14-q15  cell adhesion --- 1.10 1.09 1.03 -1.04 -1.04 1.02 1.09 -1.06 2.08 1.83 2.51 2.44
TPBGL trophoblast glycoprotein-likchr11q13.4 0 --- -1.38 -1.81 -1.13 1.08 -1.00 -1.15 1.29 1.41 -1.05 1.24 1.51 1.99
TPCN1 two pore segment channel 1chr12q24.13  transport --- -1.02 -1.17 -1.04 1.20 1.01 -1.19 1.04 1.24 -1.42 -1.48 -1.82 -1.47
TPCN2 two pore segment channel 2chr11q13.3  cellular calcium ion homeostasis --- -1.01 1.13 1.02 -1.06 -1.13 -1.22 1.07 -1.15 -1.50 -1.34 -2.27 -2.08
TPCN2 two pore segment channel 2chr11q13.3  transport --- -1.01 -1.11 -1.01 1.05 -1.03 1.00 1.12 1.34 -1.19 -1.38 -2.67 -2.50
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TPCN2 two pore segment channel 2chr11q13.3  transport --- 1.10 1.07 1.00 -1.07 -1.10 -1.15 -1.12 -1.10 -2.45 -1.38 -3.19 -2.59
TPCN2 two pore segment channel 2chr11q13.3  transport --- 1.46 1.45 1.40 -1.01 -1.24 1.37 1.89 1.33 2.69 2.01 2.78 2.73
TPCN2 two pore segment channel 2chr11q13.3  transport --- -1.02 -1.03 -1.07 1.03 1.09 -1.06 1.03 1.17 -1.28 -1.32 -2.07 -2.12
TPD52 tumor protein D52 chr8q21  anatomical structure morphogenesis --- 1.28 1.19 1.05 1.03 -1.06 1.21 -1.13 -1.09 -1.36 -1.00 -1.47 -1.36
TPD52 tumor protein D52 chr8q21  anatomical structure morphogenesis --- 1.03 1.11 -1.04 -1.09 -1.04 -1.10 -1.01 -1.03 -1.15 -1.05 -1.20 -1.25
TPD52L2 tumor protein D52-like 2 chr20q13.2-q13.3  regulation of cell proliferation --- -1.03 -1.01 -1.04 -1.09 1.04 1.01 1.05 1.02 1.20 1.04 1.16 1.11
TPD52L3 tumor protein D52-like 3 chr9p24.1 0 --- -1.06 -2.74 -1.71 -1.39 -3.71 -6.67 3.11 1.15 8.19 5.77 -2.07 1.14
TPGS2 tubulin polyglutamylase comchr18q12.2 0 --- 1.07 -1.09 1.14 -1.09 -1.06 -1.01 -1.02 -1.22 -1.28 -1.08 -1.56 -1.29
TPGS2 tubulin polyglutamylase comchr18q12.2 0 --- -1.03 -1.03 -1.07 -1.03 -1.04 -1.02 1.05 1.04 -1.11 1.06 -1.97 -1.96
TPI1 triosephosphate isomerase 1chr12p13  carbohydrate metabolic process Fatty_Acid_Degradation // GenMAPP /// Gly -1.08 -1.01 -1.06 -1.03 1.02 1.01 1.11 1.06 1.25 1.16 1.17 1.29
TPI1 triosephosphate isomerase 1chr12p13  carbohydrate metabolic process Fatty_Acid_Degradation // GenMAPP /// Gly -1.07 -1.03 -1.09 -1.00 -1.01 1.00 1.03 -1.00 1.23 1.17 1.06 1.18
TPK1 thiamin pyrophosphokinase chr7q34-q35  vitamin metabolic process --- 1.63 1.18 1.17 1.12 1.26 -1.00 -1.14 1.11 1.70 1.49 2.46 1.99
TPK1 thiamin pyrophosphokinase chr7q34-q35  vitamin metabolic process --- -1.30 1.02 1.09 1.04 1.47 1.82 -1.26 -1.46 2.39 2.35 1.84 1.88
TPM1 tropomyosin 1 (alpha) chr15q22.1  in utero embryonic development Striated_muscle_contraction // GenMAPP 2.29 -1.20 1.26 1.11 1.44 -1.02 -1.37 1.47 -2.99 -1.79 -1.69 -7.68
TPM1 tropomyosin 1 (alpha) chr15q22.1  in utero embryonic development Striated_muscle_contraction // GenMAPP -1.15 -1.01 -1.10 -1.05 1.19 1.21 -1.02 1.08 1.43 1.44 -1.37 -1.56
TPM1 tropomyosin 1 (alpha) chr15q22.1  in utero embryonic development Striated_muscle_contraction // GenMAPP -1.01 1.04 -1.03 1.05 -1.00 1.03 -1.04 1.05 -1.69 -1.50 -2.10 -1.93
TPM1 tropomyosin 1 (alpha) chr15q22.1  in utero embryonic development Striated_muscle_contraction // GenMAPP -1.06 -1.08 1.27 1.10 1.26 -1.07 1.32 1.05 -1.02 -1.26 -1.67 -1.79
TPM1 tropomyosin 1 (alpha) chr15q22.1  in utero embryonic development Striated_muscle_contraction // GenMAPP -1.08 -1.06 -1.07 -1.06 1.11 1.11 -1.02 -1.00 -1.84 -1.60 -2.05 -2.01
TPM2 tropomyosin 2 (beta) chr9p13  muscle contraction Striated_muscle_contraction // GenMAPP -1.07 -1.03 1.07 1.06 1.07 -1.05 1.13 1.04 1.20 1.13 1.12 1.07
TPM2 tropomyosin 2 (beta) chr9p13  muscle contraction Striated_muscle_contraction // GenMAPP 1.40 -1.21 -1.70 -2.96 1.20 -1.56 -3.86 -12.41 1.43 1.03 -3.54 1.46
TPM3 tropomyosin 3 chr1q21.2  cellular component movement --- -1.09 -1.11 1.06 1.07 -1.09 1.08 -1.10 1.03 1.45 1.29 -1.05 -1.01
TPM4 tropomyosin 4 chr19p13.1  cellular component movement Striated_muscle_contraction // GenMAPP -1.23 -1.16 -1.04 -1.05 1.02 1.01 1.03 1.01 1.16 1.25 1.14 1.21
TPM4 tropomyosin 4 chr19p13.1  cellular component movement Striated_muscle_contraction // GenMAPP -1.31 -1.11 1.05 1.03 1.26 1.03 1.18 1.08 1.25 1.23 1.29 1.27
TPM4 tropomyosin 4 chr19p13.1  cellular component movement Striated_muscle_contraction // GenMAPP -1.11 -1.16 1.03 1.03 1.26 1.10 1.36 1.10 1.51 1.32 1.52 1.48
TPMT thiopurine S-methyltransfer chr6p22.3  nucleobase-containing compound metabo--- -1.21 -1.16 -1.33 -1.07 1.18 1.14 -1.53 -1.39 -1.16 -1.17 -1.20 -1.16
TPO thyroid peroxidase chr2p25  thyroid hormone generation --- 1.53 -1.14 -1.74 -5.12 1.08 -1.85 -2.98 -2.18 1.40 4.65 1.90 3.54
TPP2 tripeptidyl peptidase II chr13q32-q33  protein polyubiquitination --- -1.18 -1.05 -1.02 1.04 -1.02 1.01 1.28 1.04 -1.11 -1.32 -1.35 -1.71
TPP2 tripeptidyl peptidase II chr13q32-q33  protein polyubiquitination --- 1.08 1.06 1.05 -1.02 -1.09 1.01 -1.09 -1.08 -1.71 -1.77 -1.50 -1.90
TPP2 tripeptidyl peptidase II chr13q32-q33  protein polyubiquitination --- 1.08 1.05 1.04 -1.20 -1.58 -1.41 -1.02 1.20 -2.00 -1.57 -2.89 -3.23
TPP2 tripeptidyl peptidase II chr13q32-q33  protein polyubiquitination --- -1.13 -1.13 1.08 -1.03 1.02 1.07 1.02 1.02 -1.31 -1.22 -1.37 -1.34
TPPP tubulin polymerization promchr5p15.3  microtubule bundle formation --- -1.10 1.33 1.11 -1.43 2.14 1.44 1.70 1.99 1.70 1.31 -1.69 -2.11
TPPP tubulin polymerization promchr5p15.3  microtubule bundle formation --- 1.11 1.14 -1.01 -1.35 -1.10 -1.39 -1.11 -1.04 -1.11 -1.76 -1.39 -1.78
TPPP3 tubulin polymerization-promchr16q22.1  microtubule bundle formation --- 1.01 -1.51 -1.37 -1.03 1.38 1.10 1.80 1.96 -6.86 -3.52 -9.80 -2.85
TPR translocated promoter regio chr1q25  negative regulation of transcription from --- 1.19 1.13 1.04 1.06 -1.31 -1.09 -1.40 -1.52 -1.56 -1.48 -2.43 -1.71
TPR translocated promoter regio chr1q25  negative regulation of transcription from --- -1.06 -1.02 -1.00 -1.02 1.06 1.02 -1.06 -1.05 -1.09 -1.04 -1.15 -1.19
TPRA1 transmembrane protein, adipchr3q21.2  lipid metabolic process --- -1.04 -1.09 1.02 -1.10 -1.01 -1.18 1.11 1.09 1.13 -1.10 1.75 1.66
TPRN taperin chr9q34.3  sensory perception of sound --- 1.19 1.10 -1.05 -1.22 1.07 -1.08 1.10 1.05 1.11 -1.28 1.09 1.49
TPST1 tyrosylprotein sulfotransferachr7q11.21  peptidyl-tyrosine sulfation --- 1.14 1.11 -1.07 -1.18 1.00 1.01 1.10 1.13 1.15 1.15 1.32 1.36
TPST2 tyrosylprotein sulfotransferachr22q12.1  peptidyl-tyrosine sulfation --- -1.20 1.14 -1.01 1.12 1.12 1.03 1.13 1.59 1.06 1.00 1.35 1.36
TPX2 TPX2, microtubule-associatchr20q11.2  apoptotic process --- 1.03 1.05 1.01 1.02 1.01 -1.07 -1.21 -1.11 1.19 1.15 1.32 1.33
TRA2A transformer 2 alpha homolo chr7p15.3  mRNA splicing, via spliceosome --- 1.04 1.09 -1.10 -1.01 -1.18 1.20 -1.78 -1.46 -1.78 -1.28 -1.64 -1.90
TRA2A transformer 2 alpha homolo chr7p15.3  mRNA splicing, via spliceosome --- -1.15 1.54 -1.16 -1.25 -1.02 1.11 1.48 -1.10 -1.43 -1.82 -2.03 -1.51
TRA2A transformer 2 alpha homolo chr7p15.3  mRNA splicing, via spliceosome --- 1.57 1.29 1.34 1.43 -1.29 -1.08 1.19 -1.44 -1.70 -4.60 -1.31 -1.59
TRA2A transformer 2 alpha homolo chr7p15.3  mRNA splicing, via spliceosome --- -1.17 -1.22 1.29 1.11 -1.01 1.21 -1.06 -1.16 -1.44 -1.60 -1.63 -1.46
TRA2B transformer 2 beta homolog chr3q26.2-q27  response to reactive oxygen species mRNA_processing_Reactome // GenMAPP 1.44 1.31 1.43 1.33 1.89 2.01 -1.15 -1.11 -1.79 -1.22 -1.14 -2.52
TRA2B transformer 2 beta homolog chr3q26.2-q27  response to reactive oxygen species mRNA_processing_Reactome // GenMAPP 1.09 1.06 1.02 -1.02 1.04 -1.02 -1.14 -1.12 -1.34 -1.29 -1.28 -1.57
TRA2B transformer 2 beta homolog chr3q26.2-q27  response to reactive oxygen species mRNA_processing_Reactome // GenMAPP -1.07 1.01 -1.09 1.01 -1.14 -1.05 -1.11 -1.02 -1.07 -1.13 -1.26 -1.33
TRABD TraB domain containing chr22q13.33 0 --- -1.03 -1.15 -1.27 -1.21 -1.05 -1.15 1.30 1.58 1.29 1.52 2.19 2.26
TRABD TraB domain containing chr22q13.33 0 --- 2.32 1.85 -1.08 -1.27 2.75 1.77 1.32 1.19 -1.75 -1.68 1.32 1.05
TRABD2B TraB domain containing 2Bchr1p33  proteolysis --- -1.05 -1.37 -1.31 1.22 1.50 -1.18 1.11 1.28 1.97 1.79 -1.11 -1.02
TRABD2B TraB domain containing 2Bchr1p33  proteolysis --- -2.15 -2.23 -1.07 1.09 1.08 1.38 -1.24 -1.11 2.19 2.72 1.25 -2.12
TRAF1 TNF receptor-associated facchr9q33-q34  protein complex assembly Apoptosis // GenMAPP /// Apoptosis_GenM 1.01 -1.03 1.35 1.25 -1.07 -1.26 -1.25 -1.02 2.41 1.66 2.30 2.44
TRAF1 TNF receptor-associated facchr9q33-q34  protein complex assembly Apoptosis // GenMAPP /// Apoptosis_GenM 1.28 1.66 -2.41 1.13 -1.18 1.14 -1.58 -2.58 5.06 3.64 2.54 4.09
TRAF2 TNF receptor-associated facchr9q34  positive regulation of T cell cytokine pro Apoptosis // GenMAPP /// Apoptosis_GenM -1.06 -1.34 1.17 1.31 1.06 1.04 1.20 1.13 1.72 1.12 1.88 1.87
TRAF3 TNF receptor-associated facchr14q32.32  regulation of cytokine production Apoptosis // GenMAPP /// Apoptosis_KEGG 1.03 1.12 1.08 1.18 -1.10 1.11 1.14 1.20 1.10 1.10 1.66 1.55
TRAF3IP1 TNF receptor-associated facchr2q37.3 0 --- 1.18 1.12 1.02 -1.05 -1.08 1.04 -1.29 -1.13 -1.99 -1.67 -1.60 -1.77
TRAF3IP2 TRAF3 interacting protein 2chr6q21  B cell apoptotic process --- -1.22 -1.16 -1.01 -1.08 1.06 -1.05 1.14 1.00 1.25 1.09 1.28 1.55
TRAF3IP2-ASTRAF3IP2 antisense RNA chr6q21 0 --- 1.51 1.38 1.19 1.41 1.02 -1.54 1.06 1.18 -1.22 -1.25 -3.56 -2.26
TRAF3IP2-ASTRAF3IP2 antisense RNA chr6q21 0 --- 1.05 1.09 -1.08 1.06 -1.16 1.09 -1.04 -1.15 -1.33 -1.24 -1.67 -2.05
TRAF3IP3 TRAF3 interacting protein 3chr1q32 0 --- -3.58 -5.70 -2.94 -2.23 -2.16 -1.68 2.90 1.03 3.98 1.84 3.57 3.01
TRAF4 TNF receptor-associated facchr17q11-q12  apoptotic process --- 1.07 1.07 1.00 -1.13 1.16 1.19 1.13 1.11 1.75 1.22 1.62 1.24
TRAF4 TNF receptor-associated facchr17q11-q12  apoptotic process --- -1.41 -1.21 -1.07 1.06 1.08 -1.00 1.01 -1.08 1.31 1.15 1.87 1.42
TRAF5 TNF receptor-associated facchr1q32  apoptotic process --- 1.06 1.02 1.19 1.14 1.04 1.09 1.16 -1.02 -1.33 -1.29 -1.42 -1.21
TRAF6 TNF receptor-associated facchr11p12  negative regulation of transcription from Apoptosis_KEGG // GenMAPP 1.04 -1.09 1.10 -1.09 1.06 1.09 -1.11 -1.02 -1.09 -1.15 1.11 -1.14
TRAK1 trafficking protein, kinesin bchr3p22.1  regulation of transcription from RNA pol--- -1.01 1.10 -1.03 1.14 1.24 1.20 -1.11 -1.38 -1.06 -1.28 -1.53 -1.45
TRAK1 trafficking protein, kinesin bchr3p22.1  regulation of transcription from RNA pol--- 1.15 1.08 -1.04 -1.04 1.09 1.21 1.11 -1.03 1.10 1.09 1.46 1.26
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TRAK1 trafficking protein, kinesin bchr3p22.1  regulation of transcription from RNA pol--- 1.04 -1.01 1.25 -1.00 -1.04 1.03 -1.03 -1.08 -1.66 -1.67 -1.77 -1.85
TRAK2 trafficking protein, kinesin bchr2q33  regulation of transcription from RNA pol--- -1.00 -1.09 1.03 -1.00 1.02 1.09 -1.32 -1.13 -2.75 -2.40 -2.60 -2.56
TRAK2 trafficking protein, kinesin bchr2q33  regulation of transcription from RNA pol--- 1.07 -1.04 -1.14 -1.27 -1.10 1.03 -1.16 -1.26 -3.29 -2.78 -2.39 -2.58
TRAM1 translocation associated memchr8q13.3  translation --- 1.07 1.01 -1.22 -1.12 -1.27 -1.23 -1.02 -1.07 1.31 1.17 -1.14 1.09
TRAM1 translocation associated memchr8q13.3  translation --- 1.10 1.10 -1.02 -1.00 1.00 1.06 1.00 -1.12 -1.18 -1.23 1.01 -1.06
TRAM1L1 translocation associated memchr4q26  transport --- 1.22 1.39 -1.18 -1.35 1.99 1.45 -1.11 1.35 -1.73 -2.27 -2.67 -2.69
TRAM2 translocation associated memchr6p21.1-p12  transport --- -1.17 -1.07 1.05 1.00 1.10 1.12 -1.02 1.02 -1.09 1.01 1.01 1.24
TRAM2-AS1 TRAM2 antisense RNA 1 (hchr6p12.3 0 --- 1.11 1.15 -1.02 -1.04 -1.09 -1.17 -1.13 1.04 -2.60 -1.80 -1.72 -2.01
TRAP1 TNF receptor-associated prochr16p13.3  protein folding --- -1.10 -1.06 1.05 1.08 1.07 -1.06 1.18 1.24 1.53 1.23 1.16 1.25
TRAPPC10 trafficking protein particle cchr21q22.3  transport --- 1.10 1.02 1.12 1.05 1.07 1.04 -1.03 1.02 -1.33 -1.22 -1.34 -1.32
TRAPPC11 trafficking protein particle cchr4q35.1  transport --- 1.02 1.07 1.01 1.03 -1.01 -1.04 -1.04 1.00 -1.23 1.21 -1.18 -1.11
TRAPPC2 trafficking protein particle cchrXp22  skeletal system development --- 1.15 1.13 1.08 1.04 1.07 1.19 -1.01 -1.19 -1.69 -1.53 -1.87 -1.93
TRAPPC2 /// trafficking protein particle cchr19q13.4 /// chrXp skeletal system development --- -1.18 -1.13 1.11 -1.00 -1.01 -1.07 -1.18 -1.01 1.02 -1.02 1.43 1.45
TRAPPC2L trafficking protein particle cchr16q24.3  transport --- -1.11 -1.04 -1.03 -1.09 -1.02 -1.11 1.14 1.01 1.14 1.06 -1.66 -1.67
TRAPPC3 trafficking protein particle cchr1p34.3  transport --- 1.03 -1.01 -1.06 -1.07 -1.04 -1.02 -1.08 -1.09 1.11 1.09 1.08 1.22
TRAPPC3 trafficking protein particle cchr1p34.3  transport --- -1.03 -1.08 -1.01 1.02 -1.01 -1.04 -1.04 -1.00 1.09 1.16 1.26 1.30
TRAPPC3L trafficking protein particle cchr6q22.1  transport --- 1.30 -1.04 -1.21 -1.02 -1.41 1.09 -1.26 1.02 -1.60 -1.43 -2.33 -1.96
TRAPPC6B trafficking protein particle cchr14q21.1  transport --- 1.06 1.08 1.01 -1.01 1.11 1.10 -1.00 1.00 1.09 1.05 1.33 1.10
TRAV10 /// T T cell receptor alpha variabl--- 0 --- 1.48 1.56 -1.23 2.59 1.55 1.42 -1.65 -1.01 5.22 7.42 -1.17 -4.00
TRAV25 /// T T cell receptor alpha variabl--- 0 --- -1.96 -4.61 -2.07 -1.68 1.37 -1.09 -2.61 -2.23 8.65 13.42 2.21 3.51
TRBC1 T cell receptor beta constan chr7q34  immune response --- -1.23 -1.08 -1.02 -1.59 1.14 1.17 -1.10 -1.57 1.18 -1.33 -1.26 -1.60
TRBC1 T cell receptor beta constan chr7q34  immune response --- -1.62 -1.46 -1.10 -1.07 1.02 -1.20 -1.26 -1.26 1.22 1.14 -1.37 -1.59
TRBC1 T cell receptor beta constan chr7q34  immune response --- 1.02 -1.65 1.01 1.33 -1.18 1.11 -1.33 -1.02 1.20 1.09 -1.87 -1.40
TRDMT1 tRNA aspartic acid methyltrchr10p15.1  response to amphetamine --- -1.02 -1.18 1.39 1.16 -1.22 -1.17 1.11 1.02 -2.09 -2.49 -3.51 -3.17
TREM1 triggering receptor expressechr6p21.1  humoral immune response --- 1.76 -1.44 -1.49 -1.86 -4.17 -1.26 1.11 -1.11 5.79 4.38 6.49 6.23
TRERF1 transcriptional regulating fa chr6p21.1-p12.1  transcription, DNA-dependent --- -1.26 -1.13 1.00 -1.00 1.38 1.01 1.68 1.50 1.57 1.60 1.49 1.35
TRERF1 transcriptional regulating fa chr6p21.1-p12.1  transcription, DNA-dependent --- 1.15 1.18 -1.02 1.01 -1.09 1.05 -1.31 -1.18 -2.41 -1.50 -1.86 -1.48
TREX1 three prime repair exonucle chr3p21.31  DNA metabolic process --- -1.08 -1.11 -1.09 1.07 1.02 -1.08 1.25 1.28 1.34 1.28 1.22 1.31
TRIB1 tribbles homolog 1 (Drosop chr8q24.13  protein phosphorylation --- -4.67 -2.26 -2.22 1.15 4.42 -2.15 1.73 1.14 9.85 3.02 2.21 1.59
TRIB2 tribbles homolog 2 (Drosop chr2p24.3  protein phosphorylation --- 2.46 1.10 1.54 1.62 -1.28 1.36 1.01 1.57 -1.22 -1.01 1.39 1.53
TRIM10 tripartite motif containing 1 chr6p21.3  erythrocyte differentiation --- -1.04 1.11 1.36 2.29 -1.01 1.21 1.49 2.40 1.35 1.82 2.69 2.86
TRIM11 tripartite motif containing 1 chr1q42.13  protein ubiquitination --- -1.08 1.06 -1.01 1.10 1.29 1.21 1.41 1.10 -1.07 1.28 1.41 1.25
TRIM11 tripartite motif containing 1 chr1q42.13  protein ubiquitination --- -1.02 -1.01 1.11 -1.02 1.24 1.03 1.28 1.13 1.28 1.16 1.13 1.31
TRIM13 tripartite motif containing 1 chr13q14  signal transduction --- -1.03 1.11 1.22 1.29 1.04 -1.01 1.06 1.12 -1.16 -1.12 1.01 -1.19
TRIM13 tripartite motif containing 1 chr13q14  signal transduction --- 1.28 1.23 1.46 1.03 -1.09 1.14 -1.57 -1.17 -2.12 -1.82 -1.71 -2.17
TRIM13 tripartite motif containing 1 chr13q14  signal transduction --- -1.07 -1.42 1.23 1.02 1.06 1.06 -1.33 -1.20 -2.41 -1.69 -1.77 -1.92
TRIM14 tripartite motif containing 1 chr9q22.33 0 --- -1.01 -1.07 1.03 1.01 1.11 1.08 1.27 1.14 -1.43 -1.44 -1.81 -1.90
TRIM14 tripartite motif containing 1 chr9q22.33 0 --- -1.04 -1.07 -1.02 -1.24 1.05 -1.01 1.22 1.28 -1.18 -1.16 -1.72 -1.63
TRIM14 tripartite motif containing 1 chr9q22.33 0 --- 1.02 -1.10 -1.34 1.07 -1.09 -1.08 1.29 1.43 -1.25 -1.03 -1.26 -1.15
TRIM15 tripartite motif containing 1 chr6p21.3  mesodermal cell fate determination --- -1.21 -2.17 -1.19 -1.40 -1.04 1.03 1.44 4.34 2.36 2.07 -1.40 2.12
TRIM16 tripartite motif containing 1 chr17p11.2  response to retinoic acid --- -1.07 -1.01 -1.07 -1.04 -1.11 -1.06 1.01 -1.01 1.36 1.51 1.51 1.54
TRIM2 tripartite motif containing 2 chr4q31.3  protein ubiquitination --- 1.03 1.09 1.17 -1.12 1.14 1.11 1.04 1.02 -2.65 -2.05 -3.52 -2.50
TRIM2 tripartite motif containing 2 chr4q31.3  protein ubiquitination --- -1.30 -1.26 1.54 1.49 1.05 1.27 1.25 1.00 -1.74 -1.93 -2.81 -2.40
TRIM2 tripartite motif containing 2 chr4q31.3  protein ubiquitination --- 1.07 -1.23 1.35 1.23 -1.71 -1.05 1.32 1.66 -1.24 1.71 -1.41 -2.47
TRIM2 tripartite motif containing 2 chr4q31.3  protein ubiquitination --- 1.39 1.19 -1.01 -1.26 -1.14 -1.01 -1.15 -1.18 -2.21 -1.86 -2.95 -3.36
TRIM21 tripartite motif containing 2 chr11p15.5  protein polyubiquitination --- 1.29 1.41 1.07 -1.06 1.06 -1.02 1.22 1.14 1.26 -1.31 1.41 1.09
TRIM24 tripartite motif containing 2 chr7q32-q34  transcription, DNA-dependent --- 1.32 1.46 1.02 -1.08 1.38 1.40 -1.16 1.25 -4.66 -5.26 -3.38 -2.98
TRIM25 tripartite motif containing 2 chr17q23.2  regulation of transcription, DNA-depende--- 1.02 1.02 1.01 -1.15 1.04 1.05 -1.08 -1.05 -1.57 -1.41 -1.51 -1.62
TRIM27 tripartite motif containing 2 chr6p22  negative regulation of transcription from --- -1.07 -1.11 -1.08 1.07 1.03 -1.11 -1.10 -1.20 -1.38 -1.26 1.15 1.18
TRIM27 tripartite motif containing 2 chr6p22  negative regulation of transcription from --- 1.04 -1.03 -1.04 -1.02 -1.05 1.03 -1.07 -1.02 -1.17 -1.14 -1.03 -1.01
TRIM29 tripartite motif containing 2 chr11q23.3  negative regulation of transcription from --- -1.15 -1.15 1.02 -1.24 1.16 1.04 -1.01 -1.20 -1.11 1.17 1.02 1.25
TRIM31 tripartite motif containing 3 chr6p21.3  protein ubiquitination --- -1.52 -2.08 1.02 -2.37 2.01 2.29 1.37 -1.03 -1.11 1.07 1.15 1.33
TRIM32 tripartite motif containing 3 chr9q33.1  protein polyubiquitination --- -1.10 -1.19 1.16 1.14 1.05 1.08 -1.18 -1.05 -2.54 -2.06 -1.17 -1.39
TRIM32 tripartite motif containing 3 chr9q33.1  protein polyubiquitination --- -1.09 -1.02 -1.00 -1.07 -1.02 -1.05 -1.07 -1.05 -1.47 -1.35 -1.14 -1.19
TRIM33 tripartite motif containing 3 chr1p13.1  negative regulation of transcription from --- 1.30 1.18 -1.04 -1.15 -1.14 1.00 -1.04 -1.02 -2.00 -1.49 -1.16 -1.74
TRIM35 tripartite motif containing 3 chr8p21.2  apoptotic process --- -1.01 1.04 1.13 1.07 1.03 -1.05 -1.03 -1.17 1.23 1.03 1.36 1.29
TRIM37 tripartite motif containing 3 chr17q23.2  protein ubiquitination --- 1.03 -1.00 1.05 1.07 1.01 1.04 -1.05 -1.04 -1.35 -1.13 -1.05 -1.12
TRIM37 tripartite motif containing 3 chr17q23.2  protein ubiquitination --- 1.08 1.01 1.07 1.10 1.08 1.06 1.21 1.09 1.58 1.68 2.05 2.22
TRIM39 /// TRtripartite motif containing 3 chr6p21.3  apoptotic process --- -1.17 -1.16 1.02 1.14 1.20 1.03 -1.00 1.04 1.18 1.20 1.33 1.52
TRIM4 tripartite motif containing 4 chr7q22-q31.1  protein trimerization --- 1.20 1.17 -1.01 -1.16 -1.07 -1.00 -1.11 1.07 -1.66 -1.46 1.05 -1.19
TRIM41 tripartite motif containing 4 chr5q35.3  protein ubiquitination --- -1.02 -1.09 1.04 1.07 1.08 -1.11 -1.02 -1.01 -1.02 -1.39 1.24 1.39
TRIM43 /// TRtripartite motif containing 4 chr2q11.1 0 --- 1.27 1.35 1.38 1.98 1.32 1.37 -1.98 1.05 3.89 2.71 -2.52 1.15
TRIM44 tripartite motif containing 4 chr11p13 0 --- -1.02 -1.11 -1.00 1.03 1.08 1.11 -1.05 -1.08 -1.09 -1.05 -1.47 -1.35
TRIM44 tripartite motif containing 4 chr11p13 0 --- 1.03 1.05 1.00 1.00 -1.01 1.01 1.09 1.06 -1.06 -1.03 -1.33 -1.37
TRIM45 tripartite motif containing 4 chr1p13.1  bone development --- 1.17 1.17 1.06 1.08 1.15 1.09 -1.12 -1.04 -1.73 -1.50 -1.67 -1.77
TRIM46 tripartite motif containing 4 chr1q22 0 --- 1.09 1.25 1.42 1.26 -1.32 -1.01 1.31 -1.02 -2.56 -2.21 -3.35 -5.00
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TRIM47 tripartite motif containing 4 chr17q25 0 --- 1.01 -1.03 -1.09 1.05 1.02 -1.11 1.29 1.27 1.58 1.19 1.21 1.34
TRIM5 tripartite motif containing 5 chr11p15  activation of innate immune response --- 1.05 -1.38 1.47 2.28 -1.10 1.63 1.02 -1.03 1.29 1.67 1.48 2.54
TRIM52 tripartite motif containing 5 chr5q35.3 0 --- 1.26 1.36 1.14 1.07 -1.01 1.02 -1.25 -1.02 -2.11 -1.78 -1.89 -1.81
TRIM52 tripartite motif containing 5 chr5q35.3 0 --- -1.02 -1.06 1.08 1.04 -1.03 1.04 -1.03 -1.06 -2.00 -1.58 -1.38 -1.29
TRIM56 tripartite motif containing 5 chr7q22.1  regulation of type I interferon production --- -1.22 -1.32 1.18 1.27 1.02 1.00 -1.02 -1.04 1.13 1.02 -1.02 1.31
TRIM59 tripartite motif containing 5 chr3q25.33  protein ubiquitination --- -1.14 1.04 1.27 1.08 -1.17 -1.03 -1.86 -1.35 -2.41 -1.86 -2.05 -2.39
TRIM59 tripartite motif containing 5 chr3q25.33  protein ubiquitination --- -1.29 -1.02 -1.10 1.01 1.03 1.10 -1.37 1.19 -1.59 -2.21 -2.11 -2.46
TRIM6 tripartite motif containing 6 chr11p15.4  protein trimerization --- 1.10 -1.01 -1.05 1.24 1.28 1.13 -1.18 -1.12 -1.56 -1.32 -1.98 -1.58
TRIM62 tripartite motif containing 6 chr1p35.1 0 --- 1.17 -1.03 -1.15 -1.06 -1.03 1.04 -1.16 1.07 1.38 1.94 -1.43 -1.32
TRIM66 tripartite motif containing 6 chr11p15.4  negative regulation of transcription, DNA--- -1.07 -1.28 -1.08 1.06 1.26 1.07 -1.05 -1.07 -2.02 -1.99 -2.55 -2.12
TRIM66 tripartite motif containing 6 chr11p15.4  negative regulation of transcription, DNA--- 1.33 -1.06 1.36 -1.10 1.24 1.08 -1.08 -1.27 -3.21 -3.11 -5.00 -2.41
TRIM67 tripartite motif containing 6 chr1q42.2  positive regulation of neuron projection d--- 1.28 1.17 -1.32 -1.13 1.50 -1.15 -1.15 1.10 2.57 1.91 1.08 -1.08
TRIM68 tripartite motif containing 6 chr11p15.4  protein ubiquitination --- 1.15 1.10 1.07 1.07 1.06 -1.01 -1.23 1.04 -1.68 -1.70 -1.35 -1.32
TRIM69 tripartite motif containing 6 chr15q21.1  apoptotic process --- -1.00 -1.11 -1.07 -1.03 1.07 1.06 -1.04 -1.03 -1.36 -1.21 1.17 1.24
TRIM7 tripartite motif containing 7 chr5q35.3 0 --- -1.03 -1.08 1.07 1.28 -1.04 -1.18 1.25 1.32 -1.02 -1.28 -1.38 -1.43
TRIM7 tripartite motif containing 7 chr5q35.3 0 --- -2.07 -1.42 1.52 -1.60 -1.11 1.33 -2.02 -1.49 -2.51 -1.27 1.05 -1.45
TRIM7 tripartite motif containing 7 chr5q35.3 0 --- -1.04 -1.02 1.03 1.03 1.02 -1.12 1.01 1.09 -1.36 -1.56 -1.11 -1.09
TRIM73 /// TRtripartite motif containing 7 chr7q11.23 0 --- -1.25 -1.70 1.26 2.62 -1.81 1.41 -1.25 1.82 1.06 -1.58 -1.18 2.03
TRIM8 tripartite motif containing 8 chr10q24.3  protein ubiquitination --- 1.26 1.10 -1.21 -1.12 -1.19 -1.07 -1.15 -1.13 -1.02 -1.09 -1.02 -1.06
TRIM9 tripartite motif containing 9 chr14q22.1  synaptic vesicle exocytosis --- -1.19 1.09 -1.41 1.04 -1.91 -2.69 2.11 1.96 -1.01 -1.45 -1.31 -1.26
TRIO trio Rho guanine nucleotide chr5p15.2  apoptotic process --- 1.00 -1.75 -1.03 1.37 1.52 -1.18 -1.87 -1.38 1.43 2.01 -1.20 -1.27
TRIO trio Rho guanine nucleotide chr5p15.2  protein phosphorylation --- 1.36 1.27 1.06 -1.09 1.15 1.08 1.10 -1.01 -2.14 -2.17 -1.77 -2.07
TRIOBP TRIO and F-actin binding pchr22q13.1  cell cycle --- 1.12 1.05 -1.10 -1.07 1.19 1.01 -1.11 -1.06 -1.80 -2.13 -1.80 -1.64
TRIP10 thyroid hormone receptor inchr19p13.3  endocytosis --- -1.06 -1.04 1.10 1.06 1.12 1.03 1.25 1.09 1.41 1.17 1.37 1.41
TRIP11 thyroid hormone receptor inchr14q31-q32  protein targeting to Golgi --- 1.43 1.53 1.21 -1.07 1.63 1.63 -1.49 -1.08 -2.01 -1.84 -2.01 -2.06
TRIP11 thyroid hormone receptor inchr14q31-q32  protein targeting to Golgi --- -1.09 -1.07 -1.05 -1.04 -1.14 -1.15 -1.05 -1.02 -1.49 -1.35 -1.07 1.01
TRIP12 NULL ---  DNA repair --- 1.00 1.04 1.00 1.07 -1.07 1.02 -1.19 -1.04 -1.30 -1.29 -1.64 -1.58
TRIP12 thyroid hormone receptor inchr2q36.3  DNA repair --- -1.03 1.02 -1.00 1.05 -1.02 1.10 1.04 1.01 1.13 1.02 1.32 1.16
TRIQK triple QxxK/R motif containchr8q22.1 0 --- 1.11 1.02 1.16 1.11 1.19 1.21 1.08 -1.08 -1.03 1.10 1.50 1.15
TRIQK triple QxxK/R motif containchr8q22.1 0 --- 1.08 -1.00 1.22 1.26 1.04 1.23 -1.18 -1.06 -1.39 1.04 -1.06 -1.04
TRMT10B tRNA methyltransferase 10 chr9p13.2  methylation --- -1.29 -1.26 1.01 -1.02 1.25 1.21 1.04 -1.02 -1.73 -1.50 -1.70 -1.39
TRMT11 tRNA methyltransferase 11 chr6q11.1-q22.33  tRNA processing --- 1.31 1.38 -1.07 1.16 1.02 -1.01 1.25 1.20 1.24 1.07 1.42 1.04
TRMT13 tRNA methyltransferase 13 chr1p21.2  tRNA processing --- 1.06 1.27 1.10 1.03 -1.09 -1.10 -1.16 -1.18 -2.16 -2.05 -1.15 -1.34
TRMT13 tRNA methyltransferase 13 chr1p21.2  tRNA processing --- 1.65 1.46 -1.02 1.07 1.17 1.28 1.22 1.54 -2.29 -2.63 -2.17 -1.79
TRMT1L tRNA methyltransferase 1 hchr1q25.2  behavior --- 1.14 1.04 1.13 1.14 1.18 1.06 -1.20 -1.29 1.24 1.23 1.76 1.71
TRMT1L tRNA methyltransferase 1 hchr1q25.2  behavior --- 1.09 1.09 1.07 1.18 1.07 1.04 -1.34 -1.23 -1.79 -1.89 -1.59 -1.45
TRMT1L tRNA methyltransferase 1 hchr1q25.2  behavior --- 1.29 1.29 1.03 -1.15 -1.48 -1.23 -1.64 -1.32 -2.18 -1.76 -1.49 -1.91
TRMT2B tRNA methyltransferase 2 hchrXq22.1  RNA processing --- -1.11 -1.00 1.14 -1.30 1.18 -1.04 -1.06 -1.28 -2.04 -1.84 -1.32 -1.92
TRMT44 tRNA methyltransferase 44 chr4p16.1  tRNA processing --- 1.79 1.51 1.12 1.38 -1.19 1.14 -1.55 1.28 1.46 -1.09 1.57 1.75
TRMT44 tRNA methyltransferase 44 chr4p16.1  tRNA processing --- 1.25 1.10 1.46 1.60 1.02 -1.11 1.27 -1.25 -1.21 1.14 1.65 1.40
TRMT5 tRNA methyltransferase 5 hchr14q23.1  tRNA processing --- -1.01 -1.06 -1.04 -1.01 -1.04 -1.04 1.19 1.12 1.36 1.20 1.53 1.66
TRMT5 tRNA methyltransferase 5 hchr14q23.1  tRNA processing --- 1.01 1.10 -1.06 -1.06 -1.06 -1.09 1.01 -1.07 1.04 -1.02 -1.12 -1.16
TRMT6 tRNA methyltransferase 6 hchr20p12.3  translational initiation --- -1.06 -1.09 1.06 -1.17 1.05 1.06 -1.12 1.03 -1.02 -1.13 1.11 1.26
TRMT61A tRNA methyltransferase 61 chr14q32  tRNA processing --- 1.08 1.09 1.03 1.18 -1.19 -1.16 1.31 1.07 -1.11 -1.27 -1.62 -1.54
TRMT61B tRNA methyltransferase 61 chr2p23.2  cellular protein modification process --- 1.14 1.15 1.06 -1.02 1.08 -1.00 -1.17 -1.14 -1.75 -1.67 -1.13 -1.24
TRMU tRNA 5-methylaminomethychr22q13  tRNA metabolic process --- 1.00 -1.10 -1.07 1.09 -1.03 -1.21 -1.39 -1.17 1.18 1.19 1.31 1.53
TRNAU1AP tRNA selenocysteine 1 assochr1p35.3  selenocysteine incorporation --- -1.21 -1.12 1.18 1.11 -1.04 -1.09 -1.17 -1.08 -2.19 -2.17 -2.36 -1.46
TRNAU1AP tRNA selenocysteine 1 assochr1p35.3  selenocysteine incorporation --- -1.02 -1.03 1.08 -1.06 1.10 -1.03 1.05 -1.03 -1.45 -1.46 -1.52 -1.48
TRNP1 TMF1-regulated nuclear prochr1p36.11  transcription, DNA-dependent --- -1.24 -1.04 -1.06 1.01 -1.52 -1.25 -1.38 -1.87 -2.23 -1.64 -4.11 -3.74
TRNT1 tRNA nucleotidyl transferaschr3p25.1  tRNA 3'-terminal CCA addition --- 1.10 1.35 -1.02 -1.13 1.16 1.16 1.34 1.35 -1.02 -1.49 -1.59 -1.95
TROAP trophinin associated protein chr12q13.12  cell adhesion --- 1.07 1.06 -1.01 1.24 -1.14 -1.07 -1.06 -1.02 1.54 1.17 1.60 1.63
TROVE2 TROVE domain family, mechr1q31  transcription from RNA polymerase III p --- -1.08 1.13 -1.12 -1.28 -1.07 1.02 1.60 1.22 1.55 1.55 1.09 -1.20
TROVE2 TROVE domain family, mechr1q31  transcription from RNA polymerase III p --- 1.00 1.09 1.02 -1.15 1.02 -1.05 -1.31 -1.26 -1.31 -1.12 -1.20 -1.18
TRPA1 transient receptor potential cchr8q13  transport --- -1.10 -1.09 1.10 -1.11 -1.18 -1.14 -1.15 1.35 1.47 1.33 6.65 5.53
TRPC1 transient receptor potential cchr3q23  transport --- 1.29 1.16 1.15 1.03 1.22 1.02 1.09 1.06 -1.93 -1.69 -1.67 -1.80
TRPC1 transient receptor potential cchr3q23  transport --- 1.39 1.14 -1.18 1.09 -1.07 1.17 -1.30 -1.45 -1.57 -1.31 -1.44 -1.51
TRPC4 transient receptor potential cchr13q13.3  transport --- -2.66 2.12 1.89 -2.08 1.36 1.70 -1.06 1.53 -1.11 -1.64 -1.42 1.29
TRPC5OS TRPC5 opposite strand --- 0 --- -1.21 2.00 -1.02 1.34 -3.16 -2.81 -1.58 -1.17 -1.22 1.41 1.81 2.02
TRPC6 transient receptor potential cchr11q22.1  transport --- 1.39 1.75 2.48 1.27 1.06 -1.95 6.99 5.33 1.33 -1.09 -16.99 -2.12
TRPM4 transient receptor potential cchr19q13.33  dendritic cell chemotaxis --- -1.01 1.26 5.09 2.15 -2.06 -1.51 3.23 3.88 3.21 1.99 3.54 6.72
TRPM6 transient receptor potential cchr9q21.13  response to toxic substance --- -2.67 1.36 1.39 1.34 -1.13 -1.34 -4.41 -1.08 1.17 1.17 -1.38 1.37
TRPM7 transient receptor potential cchr15q21  protein phosphorylation --- 1.27 1.11 1.08 1.10 1.05 1.30 -1.12 1.10 -2.17 -2.47 -3.38 -2.17
TRPM7 transient receptor potential cchr15q21  cell death --- -1.16 -1.22 1.03 1.15 1.13 1.02 1.07 1.02 -1.88 -1.56 -1.26 -1.47
TRPM7 transient receptor potential cchr15q21  protein phosphorylation --- 1.17 1.13 -1.09 1.10 1.12 -1.11 1.43 1.30 -1.66 -1.72 -1.32 -1.13
TRPM7 transient receptor potential cchr15q21  protein phosphorylation --- 1.04 1.05 1.06 1.16 -1.14 -1.16 1.00 -1.15 -2.56 -2.35 -1.70 -1.69
TRPS1 trichorhinophalangeal syndrchr8q24.12  negative regulation of transcription from --- -1.06 -1.17 1.19 1.22 1.50 1.20 1.03 -1.15 1.75 1.68 -1.03 -1.04
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TRPT1 tRNA phosphotransferase 1 chr11q13.1  tRNA splicing, via endonucleolytic cleav--- -1.06 -1.15 1.01 1.01 1.06 -1.05 1.15 1.05 1.65 1.55 1.18 1.32
TRRAP transformation/transcriptionchr7q21.2-q22.1  transcription, DNA-dependent --- 1.04 1.11 1.03 -1.14 -1.31 -1.04 1.05 1.13 -1.52 -1.53 -1.17 -1.51
TRUB2 TruB pseudouridine (psi) sychr9q34.11  pseudouridine synthesis --- 1.01 -1.01 -1.03 1.06 -1.03 -1.09 1.07 1.02 -1.27 -1.26 -1.57 -1.25
TSACC TSSK6 activating co-chaperchr1q22 0 --- -1.00 1.21 1.12 1.46 1.37 1.45 -1.79 1.30 -1.55 -2.09 1.07 1.31
TSC1 tuberous sclerosis 1 chr9q34  kidney development --- 1.03 1.03 1.16 1.24 1.07 1.00 -1.05 -1.01 -1.48 -1.57 -1.22 -1.13
TSC2 tuberous sclerosis 2 chr16p13.3  response to hypoxia --- -1.06 -1.10 1.03 1.29 1.08 -1.03 1.23 1.21 -1.14 -1.35 -1.63 -1.31
TSC22D1 TSC22 domain family, memchr13q14  transcription, DNA-dependent --- -1.08 -1.01 -1.05 1.02 1.04 1.00 1.04 1.00 1.30 1.26 1.22 1.17
TSC22D1 TSC22 domain family, memchr13q14  transcription, DNA-dependent --- 1.07 1.32 -1.11 1.13 2.22 2.09 1.64 1.40 1.55 1.62 1.23 -1.04
TSC22D2 TSC22 domain family, memchr3q25.1  regulation of transcription, DNA-depende--- 1.11 1.20 -1.06 1.22 -1.31 -1.17 -1.26 -1.36 1.75 1.33 -2.15 -1.35
TSC22D3 TSC22 domain family, memchrXq22.3  negative regulation of transcription from --- -1.13 1.15 1.12 -1.04 1.42 1.17 1.06 -1.00 -1.13 1.13 -1.18 1.19
TSEN15 tRNA splicing endonucleasechr1q25  tRNA splicing, via endonucleolytic cleav--- 1.22 1.05 1.05 1.13 -1.16 1.21 -1.13 -1.11 -1.69 -1.38 -1.04 -1.20
TSEN15 tRNA splicing endonucleasechr1q25  tRNA splicing, via endonucleolytic cleav--- -1.04 -1.15 -1.09 1.03 1.08 1.07 -1.02 -1.11 1.83 1.85 1.45 1.50
TSEN15 tRNA splicing endonucleasechr1q25  tRNA splicing, via endonucleolytic cleav--- -1.07 1.01 -1.06 -1.10 1.06 -1.02 -1.09 -1.12 -1.41 -1.24 -1.16 -1.18
TSEN2 tRNA splicing endonucleasechr3p25.2  tRNA splicing, via endonucleolytic cleav--- 1.16 1.01 1.02 1.09 -1.08 1.12 -1.32 -1.27 -1.79 -2.09 -1.36 -1.19
TSEN34 tRNA splicing endonucleasechr19q13.4  tRNA-type intron splice site recognition a--- 1.08 1.07 1.02 1.02 -1.04 -1.02 1.15 1.04 1.29 1.12 1.12 1.02
TSFM Ts translation elongation facchr12q14.1  translation --- 1.01 1.03 1.11 -1.11 1.24 1.23 1.10 1.06 1.00 -1.25 -1.46 -1.49
TSFM Ts translation elongation facchr12q14.1  translation --- 1.02 -1.05 1.03 1.07 -1.02 1.20 -1.11 1.06 -1.88 -1.48 -1.64 -1.59
TSHR thyroid stimulating hormonechr14q31  signal transduction GPCRDB_Other // GenMAPP /// Peptide_GP 1.18 1.07 1.23 2.20 1.06 -1.08 -1.47 -1.11 -2.24 -2.43 -4.81 -2.10
TSHZ1 teashirt zinc finger homeobochr18q22.3  transcription, DNA-dependent --- 1.24 1.13 1.08 -1.08 -1.13 -1.14 -1.52 -1.16 -1.58 -1.26 -1.26 -1.24
TSHZ2 teashirt zinc finger homeobochr20q13.2  transcription, DNA-dependent --- 1.20 1.24 -1.00 1.07 1.03 -1.02 1.04 1.10 -1.82 -1.50 -2.38 -1.95
TSHZ2 teashirt zinc finger homeobochr20q13.2  transcription, DNA-dependent --- -1.13 -1.06 1.09 -1.01 -1.00 1.03 1.15 1.19 -1.91 -1.79 -2.88 -2.34
TSHZ2 teashirt zinc finger homeobochr20q13.2  transcription, DNA-dependent --- -1.06 -1.28 1.66 1.44 -1.12 -1.12 1.43 1.01 -1.69 -1.13 -1.83 -1.94
TSHZ2 teashirt zinc finger homeobochr20q13.2  transcription, DNA-dependent --- 1.24 1.14 1.17 1.27 1.02 -1.07 -1.12 -1.05 -2.12 -1.50 -2.57 -1.99
TSHZ2 teashirt zinc finger homeobochr20q13.2  transcription, DNA-dependent --- 1.21 1.19 -1.13 -1.12 1.22 1.31 -1.16 -1.32 -1.56 1.11 -1.58 -1.34
TSIX TSIX transcript, XIST antis chrXq13.2 0 --- -1.35 -2.70 -2.60 -2.51 5.25 5.82 2.56 2.49 -2.72 -1.23 1.83 3.28
TSKU tsukushi, small leucine rich chr11q13.5  regulation of gene expression --- -1.07 -1.09 1.00 1.08 1.08 1.10 1.19 1.11 1.40 1.43 1.03 1.30
TSLP thymic stromal lymphopoie chr5q22.1 0 --- 1.36 1.39 -1.04 -1.12 1.04 -1.01 1.01 -1.13 -1.07 1.33 1.18 1.11
TSN translin chr2q21.1  DNA recombination --- 1.03 1.01 1.09 1.05 1.04 -1.04 1.02 -1.03 -1.17 -1.47 1.03 -1.25
TSN translin chr2q21.1  DNA recombination --- 1.18 1.14 -1.14 1.10 -1.27 -1.27 -1.25 -1.13 -1.28 -1.24 -1.10 -1.14
TSN translin chr2q21.1  DNA recombination --- -1.05 -1.06 1.00 -1.04 -1.05 1.04 -1.15 -1.01 -1.46 -1.23 -1.26 -1.25
TSNAX translin-associated factor X chr1q42.1  multicellular organismal development --- -1.02 1.01 1.01 1.04 -1.04 -1.01 -1.07 -1.02 -1.29 -1.14 -1.36 -1.38
TSPAN1 tetraspanin 1 chr1p34.1 0 --- -1.37 -1.22 1.36 1.09 1.26 1.16 1.43 1.28 1.49 1.47 1.55 1.73
TSPAN10 tetraspanin 10 chr17q25.3 0 --- 1.35 1.73 1.70 2.30 -1.74 1.17 -1.67 1.63 1.24 1.50 -2.90 -2.16
TSPAN12 tetraspanin 12 chr7q31.31  angiogenesis --- 1.24 1.12 1.02 1.09 1.06 -1.07 1.04 1.06 -1.46 -1.26 -1.65 -1.90
TSPAN12 tetraspanin 12 chr7q31.31  angiogenesis --- 1.10 1.01 -1.06 1.07 1.05 -1.05 -1.01 1.36 -1.57 -1.85 -2.06 -2.76
TSPAN13 tetraspanin 13 chr7p21.1 0 --- 1.06 1.09 -1.05 -1.07 -1.04 1.01 -1.16 -1.18 -1.07 1.10 1.36 1.25
TSPAN14 tetraspanin 14 chr10q23.1 0 --- -1.12 -1.15 1.08 1.19 1.28 1.34 -1.02 -1.14 -1.25 -1.09 -1.53 -1.67
TSPAN17 tetraspanin 17 chr5q35.3  protein ubiquitination --- -1.23 -1.49 -1.06 1.23 1.18 1.06 1.25 1.30 1.18 1.08 -1.07 1.06
TSPAN18 tetraspanin 18 chr11p11.2 0 --- 1.19 -1.06 1.20 1.19 -1.14 -1.32 1.10 1.12 1.15 1.02 1.10 -1.04
TSPAN2 tetraspanin 2 chr1p13.2  brain development --- -1.09 1.24 -1.44 1.03 -1.03 -1.23 1.37 -1.22 1.20 1.17 1.41 1.47
TSPAN2 tetraspanin 2 chr1p13.2  brain development --- 1.59 2.88 -1.33 -1.20 -1.60 4.98 1.83 -2.44 1.07 1.21 1.71 1.01
TSPAN2 tetraspanin 2 chr1p13.2  brain development --- -1.27 1.31 1.11 -1.92 1.19 1.99 -1.44 -1.29 1.03 1.43 3.59 2.65
TSPAN3 tetraspanin 3 chr15q24.3 0 --- -1.58 -1.66 -2.51 -1.37 2.86 -1.48 2.35 1.22 4.32 5.38 1.26 1.42
TSPAN3 tetraspanin 3 chr15q24.3 0 --- -1.04 -1.06 -1.07 -1.03 1.05 -1.07 1.08 1.11 -1.23 -1.21 -1.14 -1.21
TSPAN4 tetraspanin 4 chr11p15.5  protein complex assembly --- -1.09 -1.08 -1.04 1.03 1.12 -1.01 1.17 1.03 1.42 1.11 1.30 1.20
TSPAN5 tetraspanin 5 chr4q23 0 --- 1.11 1.52 -1.39 -1.34 -1.55 -1.13 -1.65 1.40 -1.06 1.05 1.11 -1.28
TSPAN5 tetraspanin 5 chr4q23 0 --- -1.22 -1.36 -1.10 -1.64 -1.00 1.24 1.03 1.18 -1.08 -1.49 2.05 1.81
TSPAN5 tetraspanin 5 chr4q23 0 --- 1.31 -1.33 1.73 2.35 1.11 -1.26 -1.99 -1.63 2.23 2.06 1.26 1.84
TSPAN6 tetraspanin 6 chrXq22  signal transduction --- -1.01 -1.04 1.01 1.03 1.01 -1.00 -1.01 -1.02 -1.03 1.04 -1.39 -1.22
TSPAN6 tetraspanin 6 chrXq22  signal transduction --- 1.01 1.14 1.07 -1.01 1.08 -1.15 -1.14 -1.17 -1.93 -1.66 -2.06 -2.39
TSPAN8 tetraspanin 8 chr12q14.1-q21.1  protein glycosylation --- -1.04 1.01 -1.01 -1.00 -1.01 -1.06 -1.05 -1.09 -1.36 -1.08 -1.62 -1.47
TSPAN9 tetraspanin 9 chr12p13.33-p13.320 --- 1.00 -1.07 1.06 1.03 1.45 1.27 -1.05 -1.31 1.96 1.99 1.53 1.85
TSPO translocator protein (18kDa chr22q13.31  protein targeting to mitochondrion --- -1.06 -1.08 1.03 -1.07 1.01 -1.10 1.11 1.06 1.17 1.17 1.27 1.29
TSPYL1 TSPY-like 1 chr6q22.1  nucleosome assembly --- 1.10 1.02 1.02 1.00 -1.08 1.16 -1.42 -1.25 -1.39 -1.23 -1.49 -1.70
TSPYL1 TSPY-like 1 chr6q22.1  nucleosome assembly --- 1.62 1.49 1.10 1.28 -1.08 1.08 1.04 -1.21 -1.74 -1.66 -1.45 -1.73
TSPYL1 TSPY-like 1 chr6q22.1  nucleosome assembly --- 1.45 1.41 1.15 1.31 -1.18 1.05 -1.11 -1.20 -1.35 -1.24 -1.41 -1.56
TSPYL2 TSPY-like 2 chrXp11.2  nucleosome assembly --- -1.08 -1.03 1.23 1.13 1.22 1.01 1.10 1.26 1.79 1.25 1.35 1.38
TSPYL4 TSPY-like 4 chr6q22.1  nucleosome assembly --- 1.21 1.10 -1.13 1.21 -1.05 1.17 -1.07 1.15 -1.56 -1.26 -2.37 -2.19
TSR1 TSR1, 20S rRNA accumulachr17p13.3  ribosome biogenesis --- -1.16 -1.26 -1.02 1.04 -1.02 -1.07 1.11 1.19 1.53 1.46 1.31 1.42
TSR1 TSR1, 20S rRNA accumulachr17p13.3  ribosome biogenesis --- 1.10 1.13 -1.07 -1.18 1.07 1.47 -1.21 1.03 1.04 1.11 1.55 1.38
TSSC4 tumor suppressing subtransfchr11p15.5 0 --- 1.01 -1.04 1.04 1.16 1.14 -1.10 -1.00 1.00 1.51 1.31 1.32 1.44
TSSK6 testis-specific serine kinase chr19p13.11  protein phosphorylation --- 1.31 1.40 -1.53 1.04 1.05 -1.18 -2.98 -1.65 1.30 1.25 -1.69 -1.93
TSTA3 tissue specific transplantatiochr8q24.3  leukocyte cell-cell adhesion --- 1.01 -1.02 -1.02 1.00 1.07 -1.04 1.19 1.11 1.24 1.03 -1.22 -1.24
TSTA3 tissue specific transplantatiochr8q24.3  leukocyte cell-cell adhesion --- 1.13 1.07 1.10 -1.08 -1.07 -1.01 1.03 1.02 1.11 -1.03 -1.26 -1.39
TTBK2 tau tubulin kinase 2 chr15q15.2  protein phosphorylation --- -1.13 -1.05 -1.16 1.34 1.02 -1.17 1.14 1.06 2.04 1.76 2.75 2.39
TTBK2 tau tubulin kinase 2 chr15q15.2  protein phosphorylation --- -1.00 1.01 1.20 1.12 1.03 -1.30 1.18 -1.02 1.24 1.37 1.90 1.81
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TTBK2 tau tubulin kinase 2 chr15q15.2  protein phosphorylation --- 1.02 1.21 -1.19 1.25 -1.22 -1.43 1.16 -1.29 1.92 1.66 2.61 2.16
TTC12 tetratricopeptide repeat domchr11q23.2 0 --- 1.56 2.62 -1.20 2.07 -1.73 1.30 1.62 -1.77 -8.59 -4.04 -6.17 -3.22
TTC12 tetratricopeptide repeat domchr11q23.2 0 --- -1.03 -1.15 -1.09 1.35 -1.09 1.04 1.11 1.22 -1.89 -1.92 -4.12 -2.83
TTC12 tetratricopeptide repeat domchr11q23.2 0 --- 1.04 -1.23 -1.72 -1.01 1.11 1.48 1.24 1.31 -1.84 -1.85 -1.99 -1.52
TTC14 tetratricopeptide repeat domchr3q26.33 0 --- 1.14 1.16 1.03 1.13 -1.03 1.08 -1.01 1.31 -1.59 -1.62 -1.61 -1.64
TTC14 tetratricopeptide repeat domchr3q26.33 0 --- 1.22 1.31 1.19 1.15 -1.04 1.15 1.09 -1.03 -1.57 -1.50 -1.50 -1.59
TTC17 tetratricopeptide repeat domchr11p11.2  regulation of apoptotic process --- 1.01 -1.07 1.07 1.18 1.15 1.17 1.11 1.12 -1.09 -1.19 1.08 1.09
TTC17 tetratricopeptide repeat domchr11p11.2 0 --- -1.00 1.12 1.12 1.04 1.33 1.18 1.58 1.31 -1.11 -1.23 1.62 1.56
TTC18 tetratricopeptide repeat domchr10q22.2 0 --- 1.76 1.15 -1.18 1.10 -1.11 -1.20 -1.51 1.45 -1.43 -1.87 -2.02 -5.21
TTC18 tetratricopeptide repeat domchr10q22.2 0 --- 1.24 1.15 1.16 1.05 -1.07 1.01 1.39 -1.03 -2.83 -1.85 -2.07 -1.84
TTC19 tetratricopeptide repeat domchr17p12  cytokinesis --- 1.09 1.02 -1.04 -1.03 1.00 1.00 1.06 1.03 -1.63 -1.42 -1.34 -1.32
TTC23 tetratricopeptide repeat domchr15q26.3 0 --- -1.27 -1.23 1.13 1.36 -1.02 -1.15 1.20 1.18 1.24 1.16 1.40 1.66
TTC23L tetratricopeptide repeat domchr5p13.2 0 --- 1.16 1.39 1.26 1.80 -1.99 -1.17 1.17 1.23 -1.58 -1.38 -3.44 -2.06
TTC26 tetratricopeptide repeat domchr7q34  cell projection organization --- 1.49 1.31 -1.05 -1.05 1.14 -1.16 1.10 1.04 1.22 1.06 -1.53 -1.67
TTC26 tetratricopeptide repeat domchr7q34  cell projection organization --- -1.04 -1.12 1.03 -1.15 1.02 1.09 -1.09 -1.08 -1.35 -1.22 -2.04 -2.26
TTC26 tetratricopeptide repeat domchr7q34  cell projection organization --- 1.10 -1.15 -1.16 -1.09 1.03 1.13 -1.58 -1.23 -2.54 -2.28 -2.29 -2.30
TTC28 tetratricopeptide repeat domchr22q12.1  cell cycle --- -1.09 -1.03 1.12 1.09 -1.07 1.14 1.05 1.14 -1.45 -1.18 -1.43 -1.64
TTC28-AS1 TTC28 antisense RNA 1 chr22q12.1 0 --- -1.15 -1.09 -1.02 -2.00 1.54 -1.10 1.41 1.06 -1.68 -1.85 -4.23 -2.55
TTC28-AS1 TTC28 antisense RNA 1 chr22q12.1 0 --- 1.03 1.08 1.04 1.07 1.05 -1.05 1.34 1.19 1.32 1.18 1.29 1.22
TTC3 /// TTC tetratricopeptide repeat domchr21q22.2 /// chrXq ubiquitin-dependent protein catabolic pro--- -1.04 -1.03 -1.01 1.04 -1.03 -1.05 1.05 1.03 1.19 1.08 -1.10 1.07
TTC3 /// TTC tetratricopeptide repeat domchr21q22.2 /// chrXq ubiquitin-dependent protein catabolic pro--- -1.02 -1.05 -1.05 1.01 1.00 1.07 -1.04 -1.04 -1.13 1.03 -1.19 -1.01
TTC30A tetratricopeptide repeat domchr2q31.2  cell projection organization --- 1.04 -1.01 -1.05 -1.04 -1.02 1.00 -1.01 1.13 -4.13 -2.85 -2.49 -2.73
TTC30B tetratricopeptide repeat domchr2q31.2  cell projection organization --- -1.15 -1.07 -1.03 -1.47 1.36 1.37 -1.11 -1.36 -2.21 -1.54 -2.36 -2.23
TTC30B tetratricopeptide repeat domchr2q31.2  cell projection organization --- 1.07 1.04 1.09 -1.33 1.06 -1.04 1.23 1.12 -2.20 -1.45 -1.77 -1.94
TTC31 tetratricopeptide repeat domchr2p13.1 0 --- -1.06 -1.18 -1.02 1.11 1.07 1.10 -1.01 -1.08 -1.95 -1.52 -1.92 -1.63
TTC33 tetratricopeptide repeat domchr5p13.1 0 --- 1.29 1.23 1.02 -1.03 -1.08 1.05 -1.16 -1.17 -1.55 -1.34 -1.21 -1.49
TTC37 tetratricopeptide repeat domchr5q15 0 --- 1.09 -1.13 1.15 1.16 -1.09 -1.03 -1.04 -1.02 -1.67 -1.30 -1.90 -2.11
TTC37 tetratricopeptide repeat domchr5q15 0 --- 1.29 1.17 1.15 -1.04 -1.03 -1.01 -1.16 -1.12 -1.60 -1.48 -1.76 -1.75
TTC37 tetratricopeptide repeat domchr5q15 0 --- 1.12 1.06 1.03 1.08 -1.06 1.15 -1.18 1.01 -1.63 -1.35 -1.88 -1.81
TTC38 tetratricopeptide repeat domchr22q13 0 --- -1.29 -1.19 -1.08 1.03 -1.01 -1.12 1.04 1.19 -1.05 -1.10 -1.45 -1.25
TTC39B tetratricopeptide repeat domchr9p22.3 0 --- -1.63 -1.04 -1.06 -1.30 -1.32 1.17 1.32 1.84 1.24 1.60 1.16 -1.20
TTC39C tetratricopeptide repeat domchr18q11.2 0 --- 1.13 -1.05 1.02 -1.04 -1.11 -1.02 1.14 1.09 -1.09 1.09 1.38 1.22
TTC39C tetratricopeptide repeat domchr18q11.2 0 --- 1.01 1.11 -1.00 1.06 -1.00 1.01 -1.15 -1.07 -2.05 -1.64 -1.92 -1.96
TTC39C tetratricopeptide repeat domchr18q11.2 0 --- 1.05 -1.01 -1.01 1.15 1.06 -1.00 1.09 1.14 1.03 -1.04 1.34 1.35
TTC4 tetratricopeptide repeat domchr1p32.3 0 --- 1.07 -1.04 1.07 1.06 -1.50 -1.26 -1.24 1.09 1.24 1.07 1.60 1.48
TTC40 tetratricopeptide repeat domchr10q26.3 0 --- 2.30 2.37 2.59 2.41 -2.96 -2.19 1.59 1.48 1.79 1.46 -1.01 1.17
TTC5 tetratricopeptide repeat domchr14q11.2  DNA repair --- 1.11 1.09 -1.16 -1.47 1.07 -1.04 -1.09 1.00 -1.38 -1.49 -1.22 -1.74
TTC5 tetratricopeptide repeat domchr14q11.2  DNA repair --- 1.37 2.43 1.60 2.27 1.04 1.02 1.89 2.01 -1.70 -1.35 -2.51 -2.23
TTC5 tetratricopeptide repeat domchr14q11.2  DNA repair --- 1.20 1.12 -1.10 -1.18 -1.77 -1.23 -1.83 -1.27 -2.30 -1.83 -3.36 -3.64
TTC7A tetratricopeptide repeat domchr2p21  cellular iron ion homeostasis --- -1.20 -1.34 -1.02 1.03 1.07 1.19 1.02 1.06 -1.15 -1.09 -1.39 -1.20
TTC7A tetratricopeptide repeat domchr2p21  cellular iron ion homeostasis --- -1.01 -1.04 1.13 1.28 1.02 -1.09 1.31 1.12 -1.09 -1.15 -1.30 -1.36
TTC7A tetratricopeptide repeat domchr2p21  cellular iron ion homeostasis --- 1.06 1.24 1.06 1.03 -1.16 1.09 1.50 1.15 1.22 -1.01 -1.39 -1.35
TTC8 tetratricopeptide repeat domchr14q31.3  axon guidance --- 1.08 -1.04 1.10 1.06 1.09 1.12 -1.21 1.02 -1.70 -1.30 -1.70 -1.84
TTC9 tetratricopeptide repeat domchr14q24.2 0 --- -1.80 -1.73 -1.39 -1.24 -1.78 -1.63 -1.11 1.59 -1.07 -1.55 -1.91 -1.72
TTC9B tetratricopeptide repeat domchr19q13.2 0 --- -1.13 -1.03 1.24 1.43 1.07 1.09 1.28 1.21 1.14 1.01 2.14 2.47
TTC9C tetratricopeptide repeat domchr11q12.3 0 --- 1.03 1.02 1.04 -1.05 1.00 -1.02 1.06 -1.07 1.49 1.38 1.43 1.33
TTF2 transcription termination facchr1p22  transcription, DNA-dependent --- 3.37 2.10 -1.11 1.09 1.03 -1.17 -1.07 -1.86 1.75 2.30 1.27 -1.47
TTF2 transcription termination facchr1p22  transcription, DNA-dependent --- -1.01 -1.10 -1.02 1.04 -1.18 -1.01 -1.17 -1.09 -1.37 -1.43 -1.58 -1.68
TTI2 TELO2 interacting protein 2chr8p12 0 --- -1.10 -1.06 1.06 1.01 1.08 1.02 -1.10 -1.14 1.05 1.08 1.29 1.38
TTK TTK protein kinase chr6q13-q21  protein phosphorylation --- 1.09 1.04 1.06 1.03 -1.09 1.04 -1.20 -1.05 -1.13 1.01 1.24 1.20
TTL tubulin tyrosine ligase chr2q13  microtubule cytoskeleton organization --- -1.01 -1.01 1.07 -1.06 -1.04 -1.03 1.09 1.01 -1.06 -1.10 -1.35 -1.41
TTL tubulin tyrosine ligase chr2q13  microtubule cytoskeleton organization --- -1.02 -1.04 1.03 1.08 1.06 1.00 1.13 1.11 1.17 1.00 -1.26 -1.19
TTLL11 tubulin tyrosine ligase-like fchr9q33.2  cellular protein modification process --- 1.18 1.12 1.03 1.34 1.14 1.12 1.26 1.16 -1.95 -1.91 -1.67 -1.85
TTLL12 tubulin tyrosine ligase-like fchr22q13.31  cellular protein modification process --- -1.12 -1.07 1.05 1.07 1.10 1.02 -1.06 1.01 1.06 1.09 -1.22 -1.17
TTLL13 tubulin tyrosine ligase-like fchr15q26.1  cellular protein modification process --- -1.14 1.26 -1.02 -1.52 1.52 -3.01 -1.62 -1.07 3.07 1.36 1.03 1.40
TTLL3 tubulin tyrosine ligase-like fchr3p25.3  cellular protein modification process --- -1.02 -1.23 1.29 1.49 1.34 1.47 -1.82 1.33 1.41 1.03 -1.18 -3.07
TTLL5 tubulin tyrosine ligase-like fchr14q24.3  transcription, DNA-dependent --- 1.02 -1.13 -1.08 -1.09 1.35 1.17 -1.45 -1.07 -1.54 -1.70 -1.57 -1.74
TTLL5 tubulin tyrosine ligase-like fchr14q24.3  transcription, DNA-dependent --- -1.04 1.05 1.03 1.05 1.10 -1.00 1.06 1.14 -1.47 -1.26 -1.47 -1.33
TTLL6 tubulin tyrosine ligase-like fchr17q21.32  microtubule bundle formation --- -1.86 -1.84 -2.08 -1.35 -2.24 -1.05 1.07 1.79 1.68 1.64 1.20 2.68
TTLL7 tubulin tyrosine ligase-like fchr1p31.1  cellular protein modification process --- 1.04 -1.05 -1.00 1.17 1.15 1.41 -1.42 -1.06 -2.06 -1.74 -2.69 -2.00
TTLL7-IT1 ///TTLL7 intronic transcript 1 --- 0 --- 1.80 2.55 5.87 2.84 2.48 1.91 2.34 1.31 33.05 25.60 3.08 3.82
TTN titin chr2q31  in utero embryonic development --- -4.37 -1.88 2.02 2.19 -1.36 1.08 1.70 -1.00 1.41 1.12 1.74 2.20
TTN-AS1 TTN antisense RNA 1 --- 0 --- 1.43 1.36 1.30 1.32 1.08 1.52 -1.01 -1.29 -2.54 -2.29 -3.54 -2.08
TTPAL tocopherol (alpha) transfer pchr20q13.12  transport --- -1.01 1.00 -1.03 -1.02 1.02 1.04 -1.29 -1.15 -1.88 -1.78 -1.93 -1.76
TTPAL tocopherol (alpha) transfer pchr20q13.12  transport --- -1.14 1.04 1.23 1.03 1.24 1.05 1.07 -1.05 -2.68 -1.67 -2.76 -2.99
TTR transthyretin chr18q12.1  retinoid metabolic process --- 1.51 11.40 1.18 2.51 -2.58 -1.95 -1.77 -1.17 1.96 4.28 1.12 -2.77
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TTYH3 tweety homolog 3 (Drosophchr7p22  transport --- 1.05 -1.01 1.17 -1.06 1.69 1.65 1.10 -1.01 1.28 1.56 -1.04 1.31
TUB tubby homolog (mouse) chr11p15.5  phagocytosis --- -1.07 -1.15 1.09 1.07 1.06 -1.04 1.00 -1.07 -1.26 -1.25 -1.37 -1.20
TUBA1A tubulin, alpha 1a chr12q13.12  G2 --- -1.21 -1.09 -1.00 -1.04 -1.05 -1.14 -1.10 -1.03 -1.28 -1.04 -2.35 -1.72
TUBA1B tubulin, alpha 1b chr12q13.12  microtubule cytoskeleton organization --- -1.05 -1.00 -1.03 -1.01 1.03 -1.06 1.13 1.06 1.53 1.16 1.14 1.14
TUBA1B tubulin, alpha 1b chr12q13.12  microtubule cytoskeleton organization --- -1.04 1.03 -1.07 -1.03 1.00 -1.11 1.16 1.08 1.53 1.12 1.13 1.18
TUBA1B tubulin, alpha 1b chr12q13.12  microtubule cytoskeleton organization --- -1.03 1.02 -1.02 -1.03 1.02 -1.06 1.24 1.12 1.60 1.17 1.15 1.18
TUBA1B tubulin, alpha 1b chr12q13.12  G2 --- -1.07 -1.03 -1.02 1.02 1.04 -1.03 1.14 -1.01 1.50 1.13 1.13 1.10
TUBA1C tubulin, alpha 1c chr12q13.12  microtubule cytoskeleton organization --- -1.07 -1.04 -1.08 -1.08 1.03 -1.07 1.13 1.07 1.52 1.20 1.18 1.21
TUBA1C tubulin, alpha 1c chr12q13.12  microtubule cytoskeleton organization --- -1.07 -1.02 -1.03 -1.04 -1.02 -1.10 1.13 1.09 1.45 1.26 1.11 1.16
TUBA3FP tubulin, alpha 3f, pseudogenchr22q11.21 0 --- 2.60 1.91 1.05 -2.26 1.72 1.22 -1.05 -1.17 -1.64 -2.11 -3.68 -2.07
TUBA4A tubulin, alpha 4a chr2q35  G2 --- -1.12 -1.09 -1.04 1.02 -1.04 -1.09 1.10 1.04 1.48 1.39 1.05 1.16
TUBB tubulin, beta class I chr6p21.33  G2 --- -1.21 -1.13 -1.02 -1.00 1.05 -1.05 1.25 1.10 1.74 1.37 1.19 1.28
TUBB tubulin, beta class I chr6p21.33  G2 --- -1.13 -1.05 1.01 1.02 1.02 -1.09 1.18 1.06 1.65 1.28 1.14 1.23
TUBB1 tubulin, beta 1 class VI chr20q13.32  GTP catabolic process --- -1.05 -1.08 1.07 1.14 1.10 -1.22 -1.31 -1.09 -1.90 -1.52 -3.55 -2.98
TUBB2A tubulin, beta 2A class IIa chr6p25  GTP catabolic process --- -1.01 1.05 -1.12 1.05 -1.00 -1.06 -1.11 -1.03 3.12 2.24 2.38 2.54
TUBB2A /// Ttubulin, beta 2A class IIa /// chr6p25  neuron migration --- -1.22 1.05 -1.04 -1.10 1.02 1.01 -1.05 -1.07 1.17 1.32 1.34 1.42
TUBB2B tubulin, beta 2B class IIb chr6p25  neuron migration --- 1.43 -1.12 -1.11 -1.66 -1.34 1.14 1.12 1.25 1.01 -1.04 1.57 2.36
TUBB3 tubulin, beta 3 class III chr16q24.3  GTP catabolic process Circadian_Exercise // GenMAPP -1.07 -1.02 -1.02 -1.03 1.00 -1.07 -1.08 -1.04 1.51 1.25 1.17 1.16
TUBB3 tubulin, beta 3 class III chr16q24.3  GTP catabolic process Circadian_Exercise // GenMAPP -1.02 -1.01 1.00 1.03 -1.03 -1.02 1.01 -1.01 1.50 1.25 1.09 1.13
TUBB4A tubulin, beta 4A class IVa chr19p13.3  G2 --- -1.16 -1.13 -1.14 1.32 1.07 -1.15 -1.09 -1.08 1.49 2.19 1.16 1.50
TUBB4B tubulin, beta 4B class IVb chr9q34  G2 --- -1.06 -1.06 -1.02 -1.00 1.01 -1.05 1.13 1.07 1.58 1.25 1.13 1.19
TUBB4B tubulin, beta 4B class IVb chr9q34  G2 --- -1.09 -1.03 -1.08 -1.02 -1.01 -1.11 1.13 1.03 1.55 1.22 1.11 1.19
TUBB6 tubulin, beta 6 class V chr18p11.21  GTP catabolic process --- 1.02 1.04 -1.02 -1.01 -1.04 -1.07 1.04 1.08 1.44 1.30 1.15 1.32
TUBD1 tubulin, delta 1 chr17q23.1  GTP catabolic process --- 1.01 -1.08 -1.02 -1.11 1.05 -1.01 -1.31 -1.05 1.01 -1.10 1.25 1.41
TUBD1 tubulin, delta 1 chr17q23.1  GTP catabolic process --- -1.13 1.11 1.29 1.13 -1.29 -1.05 -1.80 -1.45 -2.15 -1.39 -1.24 -1.10
TUBG1 tubulin, gamma 1 chr17q21  G2 --- -1.06 -1.08 -1.01 1.10 1.05 -1.11 1.16 1.12 1.83 1.45 1.22 1.45
TUBG2 tubulin, gamma 2 chr17q21  G2 --- 1.05 -1.03 -1.02 1.34 1.10 1.01 1.38 1.12 2.19 2.06 1.00 1.14
TUBGCP2 tubulin, gamma complex as chr10q26.3  G2 --- 1.00 -1.05 -1.01 1.02 -1.11 1.01 -1.03 -1.02 1.01 -1.06 -1.30 -1.22
TUBGCP3 tubulin, gamma complex as chr13q34  G2 --- 1.13 1.10 -1.06 -1.09 -1.55 -1.35 -1.31 -1.21 -2.24 -2.38 -1.66 -2.40
TUBGCP3 tubulin, gamma complex as chr13q34  G2 --- 1.00 -1.01 1.02 -1.00 1.01 1.06 1.16 1.04 1.88 1.81 1.73 2.03
TUBGCP3 tubulin, gamma complex as chr13q34  G2 --- 1.08 1.01 1.04 1.12 -1.06 -1.09 1.17 1.07 1.86 2.06 1.76 1.88
TUBGCP5 tubulin, gamma complex as chr15q11.2  G2 --- 1.04 -1.03 -1.02 -1.02 1.01 1.25 -1.13 -1.07 -1.62 1.05 -1.17 -1.09
TUBGCP5 tubulin, gamma complex as chr15q11.2  G2 --- -1.07 -1.10 1.02 1.00 -1.01 1.01 -1.08 -1.10 -1.49 -1.21 -1.16 -1.09
TUBGCP6 tubulin, gamma complex as chr22q13.31-q13.33 G2 --- 1.29 1.44 -1.86 -1.63 -1.09 -1.14 1.21 1.26 1.16 -1.48 1.19 -1.05
TUFT1 tuftelin 1 chr1q21  bone mineralization --- 1.06 1.10 -1.03 1.01 -1.04 1.01 -1.06 1.04 1.00 1.07 1.54 1.31
TUG1 taurine upregulated 1 (non-pchr22q12.2 0 --- 1.01 1.03 -1.03 1.07 -1.03 1.02 -1.11 -1.03 -1.31 -1.23 -1.18 -1.14
TUG1 taurine upregulated 1 (non-pchr22q12.2 0 --- -1.05 -1.08 1.02 -1.12 1.01 1.04 -1.20 -1.02 -1.98 -1.41 -1.36 -1.26
TUG1 taurine upregulated 1 (non-pchr22q12.2 0 --- -1.03 1.08 1.10 1.05 -1.04 1.05 -1.30 -1.12 -2.06 -1.88 -2.08 -1.96
TUG1 taurine upregulated 1 (non-pchr22q12.2 0 --- -1.03 1.01 1.04 -1.12 -1.03 1.02 -1.20 -1.12 -1.68 -1.53 -1.39 -1.36
TULP2 tubby like protein 2 chr19q13.1  visual perception --- -1.62 -1.88 1.14 2.56 1.93 1.45 -2.43 -1.95 4.03 1.24 -1.46 5.34
TULP4 tubby like protein 4 chr6q25-q26  regulation of transcription, DNA-depende--- 1.23 1.26 1.02 -1.22 1.01 1.08 -1.18 -1.07 -1.17 -1.17 -1.07 -1.38
TUSC1 tumor suppressor candidate chr9p21.2 0 --- 1.10 1.06 -1.06 1.05 -1.01 1.14 -1.11 -1.02 -2.16 -1.84 -1.61 -1.76
TUSC3 tumor suppressor candidate chr8p22  protein N-linked glycosylation --- 1.18 1.02 -1.00 1.06 -1.09 -1.10 -1.17 -1.12 -1.29 -1.09 -1.53 -1.70
TUSC3 tumor suppressor candidate chr8p22  protein N-linked glycosylation --- 1.19 1.13 1.08 1.02 1.06 -1.04 -1.22 -1.03 -1.42 -1.18 -1.40 -1.33
TUT1 terminal uridylyl transferasechr11q12.2  mRNA polyadenylation --- -1.17 -1.04 -1.02 1.01 1.13 1.04 1.09 1.02 1.46 1.25 1.63 1.68
TVP23B trans-golgi network vesicle chr17p11.2 0 --- -1.02 -1.01 -1.04 -1.09 -1.13 -1.03 -1.12 -1.07 1.32 1.49 1.36 1.27
TVP23C trans-golgi network vesicle chr17p12 0 --- 1.03 -1.12 -1.00 -1.00 1.20 1.12 2.49 2.67 -1.06 -1.44 -1.50 -1.52
TWF1 twinfilin actin-binding protechr12q12  negative regulation of actin filament poly--- 1.04 -1.01 -1.05 -1.01 1.09 1.01 1.10 -1.01 -1.10 1.05 1.95 1.87
TWF1 twinfilin actin-binding protechr12q12  negative regulation of actin filament poly--- 1.05 1.06 1.04 1.01 -1.01 1.06 -1.32 -1.07 -1.05 1.27 1.67 1.43
TWF2 twinfilin actin-binding protechr3p21.1  positive regulation of lamellipodium asse--- -1.11 -1.10 -1.02 -1.12 1.18 1.39 -1.11 -1.05 1.31 1.39 1.16 1.17
TWISTNB TWIST neighbor chr7p21.1  transcription, DNA-dependent --- 1.10 1.03 -1.04 1.04 -1.04 1.05 -1.17 -1.24 1.17 1.06 1.35 1.14
TWISTNB TWIST neighbor chr7p21.1  transcription, DNA-dependent --- -1.37 1.05 1.40 1.42 -1.04 -1.32 1.40 -1.11 1.46 1.64 1.18 -1.09
TWSG1 twisted gastrulation homolochr18p11.3  ossification --- 1.08 1.11 1.04 -1.18 -1.18 -1.06 -1.24 -1.08 -1.25 -1.05 -1.38 -1.73
TXLNG taxilin gamma chrXp22.2  transcription, DNA-dependent --- 1.15 1.11 1.19 1.03 1.00 1.04 -1.17 -1.13 -1.58 -1.53 1.08 -1.03
TXLNG taxilin gamma chrXp22.2  transcription, DNA-dependent --- -1.04 1.06 1.06 1.01 1.02 -1.03 -1.18 -1.04 -1.22 -1.30 1.02 -1.03
TXLNG taxilin gamma chrXp22.2  transcription, DNA-dependent --- -1.01 1.13 1.04 1.02 1.30 1.04 1.27 -1.07 -1.31 -1.65 1.80 1.53
TXLNG2P taxilin gamma 2, pseudogenchrYq11.222 0 --- 1.96 -1.06 -2.17 -1.91 -2.16 1.47 -2.26 1.21 1.47 1.31 1.94 2.40
TXN thioredoxin chr9q31  negative regulation of transcription from --- -1.02 1.04 -1.05 -1.03 -1.07 -1.05 1.03 -1.03 1.18 1.11 -1.00 -1.03
TXNDC11 thioredoxin domain contain chr16p13.13  cell redox homeostasis --- -1.06 -1.07 1.00 -1.04 1.13 1.03 1.06 -1.09 1.15 -1.01 1.32 1.27
TXNDC12 thioredoxin domain contain chr1p32.3  cell redox homeostasis --- -1.05 -1.01 -1.03 1.02 1.05 1.06 -1.02 -1.06 1.15 1.16 1.11 1.16
TXNDC15 thioredoxin domain contain chr5q31.1  cell redox homeostasis --- 1.10 -1.08 -1.01 1.15 1.03 1.10 -1.05 1.09 -1.09 -1.06 -1.46 -1.21
TXNDC15 thioredoxin domain contain chr5q31.1  cell redox homeostasis --- -1.10 -1.09 1.03 -1.03 1.11 -1.02 1.00 1.04 1.23 1.06 1.57 1.49
TXNDC16 thioredoxin domain contain chr14q22.1  cell redox homeostasis --- 1.07 1.12 -1.03 1.07 -1.29 1.02 -1.39 -1.17 -1.59 -1.22 -1.46 -1.54
TXNDC17 thioredoxin domain contain chr17p13.1  tumor necrosis factor-mediated signaling --- 1.02 -1.02 1.03 1.07 -1.03 -1.07 -1.13 -1.09 -1.01 1.03 -1.30 -1.13
TXNDC17 thioredoxin domain contain chr17p13.1  tumor necrosis factor-mediated signaling --- -1.13 -1.10 -1.02 -1.07 1.01 -1.03 1.06 1.02 1.36 1.41 1.09 1.21
TXNDC9 thioredoxin domain contain chr2q11.2  cell redox homeostasis --- -1.08 -1.04 1.02 -1.05 -1.07 1.12 1.21 1.35 1.39 1.23 1.65 1.30
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TXNDC9 thioredoxin domain contain chr2q11.2  cell redox homeostasis --- 1.00 1.05 -1.09 -1.10 -1.04 1.00 -1.20 -1.02 -1.27 -1.23 -1.27 -1.32
TXNDC9 thioredoxin domain contain chr2q11.2  cell redox homeostasis --- -1.07 1.03 -1.04 -1.04 -1.12 -1.03 -1.29 -1.13 -1.38 -1.24 -1.20 -1.31
TXNL1 thioredoxin-like 1 chr18q21.31  glycerol ether metabolic process --- -1.06 -1.01 -1.03 1.05 -1.00 -1.07 1.11 1.07 1.01 -1.08 -1.08 -1.15
TXNL1 thioredoxin-like 1 chr18q21.31  glycerol ether metabolic process --- 1.10 -1.11 -1.06 1.25 1.31 1.93 -1.67 -1.24 -2.07 -2.80 -2.93 -3.50
TXNL4B thioredoxin-like 4B chr16q22.2  mRNA processing --- -1.04 -1.18 -1.02 1.02 1.05 1.02 -1.14 -1.10 1.11 1.01 1.33 1.21
TXNRD1 thioredoxin reductase 1 chr12q23-q24.1  mesoderm formation --- 1.02 1.10 -1.03 -1.09 -1.02 -1.01 -1.01 -1.00 -1.21 -1.14 -1.05 -1.22
TXNRD3 /// Tthioredoxin reductase 3 /// thchr3q21.3  multicellular organismal development --- -1.10 -1.13 1.15 1.20 -1.13 -1.15 -1.02 -1.13 -1.28 -1.38 -1.03 -1.01
TYMS thymidylate synthetase chr18p11.32  G1 --- -1.09 -1.08 -1.05 -1.00 -1.05 -1.04 1.04 1.04 1.13 1.05 -1.16 -1.08
TYMS thymidylate synthetase chr18p11.32  G1 --- -1.01 -1.01 1.03 -1.01 1.00 -1.11 1.06 -1.09 1.04 1.02 -1.23 -1.11
TYR tyrosinase chr11q14-q21  melanin biosynthetic process from tyrosin--- 3.48 -1.10 1.98 1.05 -1.33 -1.34 -8.68 -2.49 1.64 -1.00 -4.32 -3.96
TYSND1 trypsin domain containing 1chr10q22.1  proteolysis --- -1.20 -1.20 -1.03 1.02 1.36 1.05 -1.01 1.01 -1.53 -1.36 1.16 1.13
TYW3 tRNA-yW synthesizing protchr1p31.1  tRNA processing --- -1.03 -1.02 1.02 1.04 1.03 -1.04 1.23 1.17 1.30 1.18 1.24 1.26
TYW5 tRNA-yW synthesizing protchr2q33.1  tRNA processing --- -1.39 -1.31 -1.04 -1.05 1.19 -1.15 1.28 1.40 1.95 -1.10 2.59 2.26
TYW5 tRNA-yW synthesizing protchr2q33.1  tRNA processing --- -1.03 -1.03 -1.04 -1.51 -1.10 1.06 -1.60 -1.38 -1.40 -1.29 1.01 1.03
TYW5 tRNA-yW synthesizing protchr2q33.1  tRNA processing --- 1.08 1.33 -1.15 -1.11 -1.18 -1.16 -1.13 -1.21 1.10 -1.27 1.64 1.52
U2AF1 U2 small nuclear RNA auxichr21q22.3  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP 1.04 1.16 1.13 -1.43 1.49 1.30 1.04 -1.15 -1.57 -1.44 -1.27 -1.66
U2AF1L4 U2 small nuclear RNA auxichr19q13.12  mRNA processing --- -1.00 -1.06 1.10 1.16 1.07 -1.13 1.13 -1.02 1.76 1.19 1.46 1.36
U2AF2 U2 small nuclear RNA auxichr19q13.42  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.08 1.00 -1.05 -1.14 -1.08 1.02 -1.07 1.02 -1.27 -1.31 -1.14 -1.33
U2SURP U2 snRNP-associated SURPchr3q23  RNA processing --- -1.07 -1.18 -1.04 -1.08 1.00 1.08 -1.43 -1.04 -1.41 -1.45 -1.59 -1.43
U2SURP U2 snRNP-associated SURPchr3q23  RNA processing --- 1.23 1.57 -1.21 -1.43 1.42 1.56 -1.35 -1.53 -1.39 -1.48 -1.89 -1.99
U2SURP U2 snRNP-associated SURPchr3q23  RNA processing --- 1.18 1.17 1.08 1.09 -1.11 1.03 -1.17 -1.01 -1.60 -1.41 -1.24 -1.49
U2SURP U2 snRNP-associated SURPchr3q23  RNA processing --- -1.01 1.04 -1.02 1.03 1.00 -1.03 1.00 1.03 -1.24 -1.32 -1.04 -1.07
UACA uveal autoantigen with coilechr15q22-q24  intrinsic apoptotic signaling pathway in r --- 1.19 -1.16 1.16 -1.05 -1.44 -1.03 -1.26 -1.42 -3.66 -2.34 -2.89 -2.68
UACA uveal autoantigen with coilechr15q22-q24  intrinsic apoptotic signaling pathway in r --- -1.21 -1.10 -1.02 1.16 -1.36 -1.02 -1.29 1.13 -1.40 -1.20 -2.09 -1.90
UAP1 UDP-N-acteylglucosamine chr1q23.3  UDP-N-acetylglucosamine metabolic pro--- -1.02 1.02 1.00 1.03 -1.02 -1.01 1.04 1.02 1.41 1.33 1.35 1.39
UBA2 ubiquitin-like modifier activchr19q12  cellular protein modification process --- 1.02 -1.03 -1.02 -1.03 -1.15 1.05 -1.11 1.08 -1.20 -1.11 -1.02 1.15
UBA3 ubiquitin-like modifier activchr3p24.3-p13  mitotic cell cycle --- -1.01 -1.02 -1.01 -1.01 -1.12 -1.07 1.04 -1.11 -1.21 -1.15 1.05 -1.08
UBA5 ubiquitin-like modifier activchr3q22.1  response to endoplasmic reticulum stress --- 1.03 1.14 1.14 1.09 -1.01 1.02 1.11 -1.02 -1.32 -1.27 -1.31 -1.34
UBA5 ubiquitin-like modifier activchr3q22.1  response to endoplasmic reticulum stress --- 1.01 1.05 -1.02 1.13 -1.12 -1.05 1.01 -1.01 -1.16 -1.17 -1.49 -1.47
UBA5 ubiquitin-like modifier activchr3q22.1  response to endoplasmic reticulum stress --- -1.19 -1.10 1.02 1.01 -1.01 -1.00 1.15 1.12 1.12 1.14 1.17 1.13
UBA6 ubiquitin-like modifier activchr4q13.2  cellular protein modification process --- -1.25 -1.22 1.23 1.25 1.42 1.27 1.51 1.18 1.54 1.63 2.03 1.65
UBA6 ubiquitin-like modifier activchr4q13.2  cellular protein modification process --- 1.14 1.14 -1.06 -1.10 -1.16 -1.09 -1.13 -1.04 1.43 1.30 1.58 1.44
UBA6 ubiquitin-like modifier activchr4q13.2  cellular protein modification process --- 1.43 1.42 1.13 1.01 -1.08 1.03 -1.03 -1.52 2.19 1.91 1.59 1.60
UBA6 ubiquitin-like modifier activchr4q13.2  cellular protein modification process --- 1.01 1.06 -1.05 -1.05 -1.03 1.04 -1.05 -1.01 1.35 1.44 1.45 1.40
UBAC1 UBA domain containing 1 chr9q34.3  protein ubiquitination --- -1.02 1.03 1.07 -1.02 1.06 -1.02 -1.07 -1.11 -1.05 -1.08 -1.24 -1.20
UBAC2 UBA domain containing 2 chr13q32.3 0 --- -1.04 -1.07 -1.03 -1.04 -1.02 1.01 1.08 1.07 1.14 1.17 1.13 1.25
UBAC2-AS1 UBAC2 antisense RNA 1 chr13q32.3 0 --- 1.62 1.38 -1.17 -1.32 -1.49 1.01 -1.08 -1.13 -3.51 -2.49 -3.57 -4.82
UBALD2 UBA-like domain containinchr17q25.1 0 --- 1.06 -1.04 1.43 1.27 1.01 -1.00 1.07 1.02 1.14 1.35 1.33 1.17
UBALD2 UBA-like domain containinchr17q25.1  translation --- -1.10 -1.12 -1.02 -1.05 1.01 -1.17 1.11 1.14 1.58 1.31 1.38 1.36
UBAP1 ubiquitin associated protein chr9p13.3  transport --- -1.03 -1.06 -1.00 -1.02 1.07 1.07 1.11 -1.09 1.59 1.44 1.82 1.47
UBAP1 ubiquitin associated protein chr9p13.3  transport --- -1.10 -1.07 -1.10 -1.11 -1.04 -1.00 1.06 1.00 1.42 1.46 1.64 1.51
UBAP2 ubiquitin associated protein chr9p13.3 0 --- -1.10 -1.00 1.00 1.03 1.02 1.11 -1.34 -1.06 -1.20 1.06 -1.07 1.10
UBAP2L ubiquitin associated protein chr1q21.3  binding of sperm to zona pellucida --- 1.35 1.26 -1.12 -1.31 -1.34 -1.20 -1.11 1.09 -1.41 -1.38 -1.63 -2.21
UBAP2L ubiquitin associated protein chr1q21.3  binding of sperm to zona pellucida --- -1.11 -1.18 1.02 -1.04 -1.10 -1.12 -1.07 1.07 -1.67 -2.03 -1.45 -1.47
UBAP2L ubiquitin associated protein chr1q21.3  binding of sperm to zona pellucida --- -1.04 -1.02 -1.01 1.00 1.03 -1.00 1.00 -1.00 1.09 -1.00 -1.15 -1.09
UBASH3A ubiquitin associated and SHchr21q22.3  regulation of cytokine production --- 3.62 3.63 1.59 2.26 1.24 1.12 -1.10 -1.26 5.89 6.06 2.18 1.40
UBASH3B ubiquitin associated and SHchr11q24.1  negative regulation of protein kinase activ--- 2.74 1.90 -1.74 -4.64 1.41 1.78 1.23 -5.20 1.23 1.13 3.10 7.91
UBASH3B ubiquitin associated and SHchr11q24.1  negative regulation of protein kinase activ--- -2.59 1.56 1.18 1.09 -1.35 1.25 1.37 1.26 2.00 1.76 4.88 2.75
UBASH3B ubiquitin associated and SHchr11q24.1  negative regulation of protein kinase activ--- 1.10 1.30 -2.23 -1.22 -1.01 -1.02 1.17 1.02 1.14 1.08 2.03 1.70
UBASH3B ubiquitin associated and SHchr11q24.1  negative regulation of protein kinase activ--- 2.40 2.12 1.07 1.02 1.13 1.11 1.44 1.11 1.79 1.15 1.35 1.18
UBB ubiquitin B chr17p12-p11.2  cell cycle checkpoint --- -1.07 1.03 -1.03 -1.03 1.11 -1.02 1.21 1.07 1.33 -1.04 1.12 1.04
UBBP2 /// UBubiquitin B pseudogene 2 // --- 0 --- -1.40 -1.02 -1.30 -1.20 -1.51 -1.14 -1.25 1.03 1.10 1.14 -1.70 -1.63
UBC ubiquitin C chr12q24.3  cell cycle checkpoint DNA_replication_Reactome // GenMAPP /// -1.02 -1.01 -1.10 -1.03 -1.07 -1.07 1.00 -1.06 1.27 1.29 1.23 1.30
UBC ubiquitin C chr12q24.3  cell cycle checkpoint DNA_replication_Reactome // GenMAPP /// -1.05 -1.03 -1.06 1.00 1.05 -1.01 1.04 -1.04 1.52 1.35 1.31 1.36
UBE2A ubiquitin-conjugating enzymchrXq24  protein polyubiquitination --- 1.03 -1.04 1.07 1.07 -1.02 1.00 -1.01 -1.01 1.18 1.16 1.29 1.28
UBE2B ubiquitin-conjugating enzymchr5q31.1  protein polyubiquitination --- 1.30 1.21 1.12 -1.08 -1.01 1.08 -1.36 -1.24 -1.71 -1.73 -1.49 -1.83
UBE2B ubiquitin-conjugating enzymchr5q31.1  protein polyubiquitination --- 1.24 1.03 1.09 1.01 -1.17 -1.09 1.15 1.01 -1.14 -1.51 -1.60 -2.09
UBE2B ubiquitin-conjugating enzymchr5q31.1  protein polyubiquitination --- 1.19 1.15 -1.07 -1.14 -1.19 -1.03 -1.39 -1.13 -1.73 -1.75 -1.61 -1.89
UBE2D2 ubiquitin-conjugating enzymchr5q31.2  protein polyubiquitination --- -1.01 1.06 1.02 -1.04 1.02 1.02 -1.10 -1.15 -1.19 -1.11 -1.04 -1.12
UBE2D2 ubiquitin-conjugating enzymchr5q31.2  protein polyubiquitination --- 1.02 -1.03 -1.09 -1.07 1.08 1.05 -1.20 -1.10 -1.80 -1.77 -1.77 -1.88
UBE2D2 ubiquitin-conjugating enzymchr5q31.2  protein polyubiquitination --- 1.00 -1.01 -1.04 1.01 -1.03 -1.05 -1.00 1.05 1.30 1.21 1.22 1.22
UBE2D3 ubiquitin-conjugating enzymchr4q24  negative regulation of transcription from --- 1.10 1.19 -1.14 -1.10 -1.04 1.01 1.11 -1.02 1.52 1.36 1.86 1.64
UBE2D3 ubiquitin-conjugating enzymchr4q24  negative regulation of transcription from --- -1.00 -1.26 -1.13 -1.12 1.17 1.13 -2.00 -1.31 -1.32 -1.12 -1.18 1.04
UBE2D3 ubiquitin-conjugating enzymchr4q24  negative regulation of transcription from --- -1.01 -1.02 -1.02 1.04 1.05 1.03 -1.07 -1.08 1.12 1.05 1.19 1.19
UBE2D3 ubiquitin-conjugating enzymchr4q24  negative regulation of transcription from --- 1.16 1.14 1.05 -1.03 1.19 1.29 -1.12 -1.22 -2.07 -1.99 -1.69 -1.69
UBE2D4 ubiquitin-conjugating enzymchr7p13  protein ubiquitination --- 1.05 -1.07 -1.05 1.01 1.09 1.18 -1.10 -1.11 -1.40 -1.23 -1.72 -1.35
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UBE2D4 ubiquitin-conjugating enzymchr7p13  protein ubiquitination --- 1.08 -1.01 1.12 1.13 1.07 -1.04 1.19 1.04 -1.57 -1.28 -1.64 -1.48
UBE2D4 ubiquitin-conjugating enzymchr7p13  protein ubiquitination --- 1.09 1.08 1.03 1.04 1.03 1.14 1.02 1.13 -1.74 -1.35 -1.43 -1.45
UBE2D4 ubiquitin-conjugating enzymchr7p13  protein ubiquitination --- 1.02 1.10 -1.02 1.01 -1.08 -1.04 -1.35 -1.20 -1.33 1.01 -1.59 -1.32
UBE2D4 ubiquitin-conjugating enzymchr7p13  protein ubiquitination --- 1.01 1.07 1.06 1.01 -1.02 -1.01 -1.01 1.11 -1.84 -1.26 -1.47 -1.46
UBE2E1 ubiquitin-conjugating enzymchr3p24.2  cell cycle checkpoint --- -1.02 1.00 -1.04 1.14 -1.06 1.05 -1.12 -1.18 -1.02 -1.04 -1.12 -1.12
UBE2E3 ubiquitin-conjugating enzymchr2q32.1  protein ubiquitination --- 1.11 1.11 -1.06 -1.06 -1.02 1.01 -1.19 -1.21 -1.50 -1.28 -1.61 -1.77
UBE2F ubiquitin-conjugating enzymchr2q37.3  protein neddylation --- -1.10 -1.14 -1.13 -1.18 -1.04 -1.01 1.10 1.03 1.08 1.03 1.33 1.26
UBE2F ubiquitin-conjugating enzymchr2q37.3  protein neddylation --- -1.03 -1.13 1.01 1.03 -1.17 -1.04 -1.01 1.04 1.25 1.22 1.31 1.44
UBE2F ubiquitin-conjugating enzymchr2q37.3  protein neddylation --- -1.01 -1.03 -1.03 1.07 -1.13 -1.03 1.09 1.11 1.19 1.21 1.37 1.52
UBE2G1 ubiquitin-conjugating enzymchr17p13.2  ubiquitin-dependent protein catabolic pro--- 1.14 1.05 1.07 1.09 1.14 1.05 1.05 1.00 1.23 1.11 1.43 1.10
UBE2G1 ubiquitin-conjugating enzymchr17p13.2  ubiquitin-dependent protein catabolic pro--- 1.18 1.27 -1.10 -1.22 -1.07 1.02 -1.52 -1.19 -1.78 -1.80 -1.30 -1.70
UBE2G2 ubiquitin-conjugating enzymchr21q22.3  ubiquitin-dependent protein catabolic pro--- -1.08 -1.03 1.01 1.03 1.09 1.05 -1.17 -1.10 -1.20 -1.12 -1.20 -1.09
UBE2G2 ubiquitin-conjugating enzymchr21q22.3  ubiquitin-dependent protein catabolic pro--- 1.00 -1.02 1.01 1.07 -1.04 1.02 -1.03 1.02 -1.11 -1.05 -1.26 -1.03
UBE2H ubiquitin-conjugating enzymchr7q32  ubiquitin-dependent protein catabolic pro--- -1.12 -1.06 1.14 1.02 -1.16 -1.04 1.25 1.12 -1.06 1.35 1.34 1.13
UBE2H ubiquitin-conjugating enzymchr7q32  ubiquitin-dependent protein catabolic pro--- 1.09 -1.12 -1.04 -1.26 -1.10 -1.09 1.19 1.11 1.09 1.26 1.04 1.16
UBE2H ubiquitin-conjugating enzymchr7q32  ubiquitin-dependent protein catabolic pro--- 1.09 1.10 1.01 -1.03 -1.03 1.00 1.02 1.02 1.08 1.19 -1.16 -1.11
UBE2I ubiquitin-conjugating enzymchr16p13.3  negative regulation of transcription from --- 1.16 -1.03 1.27 1.13 1.26 1.30 -1.08 -1.02 -1.49 -1.25 -1.97 -1.53
UBE2J1 ubiquitin-conjugating enzymchr6q15  protein ubiquitination --- 1.15 1.16 1.06 -1.18 1.18 1.18 -1.02 -1.17 -1.52 -1.51 -1.16 -1.16
UBE2J1 ubiquitin-conjugating enzymchr6q15  protein N-linked glycosylation via aspara--- -1.08 -1.05 1.22 1.21 -1.00 1.10 1.06 1.24 1.40 1.41 1.65 2.04
UBE2J1 ubiquitin-conjugating enzymchr6q15  protein ubiquitination --- -1.10 -1.04 1.10 1.15 1.07 -1.06 1.21 1.08 1.84 1.52 1.39 1.61
UBE2J2 ubiquitin-conjugating enzymchr1p36.33  response to unfolded protein --- 1.08 1.09 1.04 -1.01 -1.02 -1.05 1.06 1.12 1.06 -1.08 1.41 1.30
UBE2K ubiquitin-conjugating enzymchr4p14  ubiquitin-dependent protein catabolic pro--- 1.11 1.13 -1.01 -1.07 -1.10 1.03 -1.06 -1.01 -1.63 -1.43 -1.15 -1.34
UBE2K ubiquitin-conjugating enzymchr4p14  ubiquitin-dependent protein catabolic pro--- -1.07 -1.05 -1.07 -1.05 1.14 1.05 1.13 1.19 1.09 1.05 1.36 1.24
UBE2L3 ubiquitin-conjugating enzymchr22q11.21  protein polyubiquitination --- -1.04 1.04 1.03 1.05 -1.08 -1.06 -1.23 -1.12 1.04 -1.08 1.17 1.20
UBE2L3 ubiquitin-conjugating enzymchr22q11.21  protein polyubiquitination --- -1.08 -1.04 -1.01 1.01 1.01 -1.03 1.00 1.06 1.17 1.07 1.19 1.20
UBE2L6 ubiquitin-conjugating enzymchr11q12  cellular protein modification process --- -1.03 -1.10 1.01 1.03 1.03 -1.02 1.25 1.09 1.46 1.50 1.16 1.26
UBE2M ubiquitin-conjugating enzymchr19q13.43  cellular protein modification process --- 1.05 1.00 -1.11 1.01 1.05 -1.03 1.02 -1.08 1.30 1.30 1.10 1.14
UBE2N ubiquitin-conjugating enzymchr12q22  double-strand break repair via homologou--- 1.32 1.25 1.18 1.07 -1.10 -1.07 -1.11 -1.16 -1.04 1.11 1.16 1.07
UBE2N ubiquitin-conjugating enzymchr12q22  double-strand break repair via homologou--- 1.16 1.17 1.13 1.05 -1.07 1.03 -1.38 -1.25 -1.56 -1.43 -1.15 -1.33
UBE2O ubiquitin-conjugating enzymchr17q25.1  protein ubiquitination --- 1.05 -1.03 1.03 -1.09 -1.05 -1.02 -1.12 1.04 1.19 1.12 1.04 1.01
UBE2Q1 ubiquitin-conjugating enzymchr1q21.3  protein ubiquitination --- -1.09 -1.14 1.14 1.07 1.33 1.08 -1.42 -1.17 -1.48 -1.61 -2.47 -2.16
UBE2Q1 ubiquitin-conjugating enzymchr1q21.3  protein ubiquitination --- -1.05 -1.01 -1.06 -1.12 1.16 -1.00 -1.25 -1.22 -2.00 -1.69 -2.55 -2.36
UBE2R2 ubiquitin-conjugating enzymchr9p13.3  protein monoubiquitination --- 1.01 -1.01 -1.05 -1.04 -1.03 -1.01 -1.07 -1.06 1.09 1.23 1.10 1.08
UBE2R2 ubiquitin-conjugating enzymchr9p13.3  protein monoubiquitination --- 1.03 -1.02 -1.10 -1.21 -1.01 1.05 -1.17 -1.22 1.04 1.19 1.19 1.20
UBE2S ubiquitin-conjugating enzymchr19q13.43  cellular protein modification process --- -1.01 -1.09 1.04 1.16 -1.01 -1.21 1.20 1.13 2.67 1.73 2.62 2.79
UBE2U ubiquitin-conjugating enzymchr1p31.3  protein ubiquitination --- 1.12 -1.00 -2.04 -1.45 1.35 1.77 -1.48 -1.20 5.06 1.76 1.55 1.70
UBE2V2 ubiquitin-conjugating enzymchr8q11.21  protein polyubiquitination --- -1.03 -1.01 -1.02 -1.10 1.08 1.13 -1.26 -1.15 -1.05 1.22 1.12 1.15
UBE2V2 ubiquitin-conjugating enzymchr8q11.21  protein polyubiquitination --- -1.08 -1.04 -1.09 1.03 -1.16 1.05 -1.20 -1.19 1.18 1.30 1.09 1.07
UBE2W ubiquitin-conjugating enzymchr8q21.11  DNA repair --- 1.33 1.42 1.02 -1.32 1.07 1.07 -1.08 -1.00 1.23 1.10 1.94 1.03
UBE2Z ubiquitin-conjugating enzymchr17q21.32  apoptotic process --- -1.07 1.21 -1.07 -1.05 1.15 1.17 1.37 -1.18 -1.88 -2.12 -1.90 -1.61
UBE3A ubiquitin protein ligase E3Achr15q11.2  ovarian follicle development --- -1.08 -1.08 1.01 1.07 1.06 1.06 1.00 1.03 1.05 1.10 1.15 1.24
UBE3A ubiquitin protein ligase E3Achr15q11.2  ovarian follicle development --- 1.16 -1.01 -1.09 -1.15 1.14 1.01 1.01 -1.13 -1.68 -1.53 -1.84 -1.73
UBE3B ubiquitin protein ligase E3Bchr12q24.11  cellular protein modification process --- 1.09 1.07 1.16 1.04 1.12 1.11 -1.11 -1.19 -1.70 -1.36 -1.52 -1.41
UBE3B ubiquitin protein ligase E3Bchr12q24.11  cellular protein modification process --- 1.13 1.20 1.20 1.20 1.38 -1.06 -1.13 -1.22 -1.11 -1.37 1.09 -1.07
UBE3B ubiquitin protein ligase E3Bchr12q24.11  protein ubiquitination --- 1.02 -1.04 1.04 1.17 1.01 -1.16 1.25 1.23 2.09 1.83 1.48 1.43
UBE3C ubiquitin protein ligase E3Cchr7q36.3  protein polyubiquitination --- 1.13 1.22 1.07 -1.04 1.06 1.01 1.48 1.27 2.41 1.67 2.57 2.09
UBE3C ubiquitin protein ligase E3Cchr7q36.3  protein polyubiquitination --- 1.18 1.56 -1.09 -1.19 -1.05 -1.12 -1.81 1.17 1.59 -1.06 -1.12 -2.83
UBE3D ubiquitin protein ligase E3Dchr6q14.1  protein ubiquitination --- -1.01 -1.15 1.06 1.05 1.13 -1.05 -1.23 1.06 -1.85 -1.37 -1.25 -1.25
UBE4A ubiquitination factor E4A chr11q23.3  protein polyubiquitination --- -1.10 -1.06 -1.02 1.02 1.13 -1.01 1.01 1.05 -1.08 -1.00 -1.20 -1.09
UBE4B ubiquitination factor E4B chr1p36.3  protein polyubiquitination --- -1.01 1.01 -1.02 -1.01 1.01 -1.03 -1.21 -1.13 -1.54 -1.26 -1.45 -1.31
UBE4B ubiquitination factor E4B chr1p36.3  protein polyubiquitination --- 1.10 1.05 1.16 1.08 1.15 1.12 -1.17 -1.13 -1.64 -1.30 -1.35 -1.32
UBE4B ubiquitination factor E4B chr1p36.3  protein polyubiquitination --- 1.03 1.05 1.02 -1.09 1.10 1.15 -1.11 -1.15 -1.32 -1.36 -1.57 -1.69
UBE4B ubiquitination factor E4B chr1p36.3  protein polyubiquitination --- -1.05 -1.01 1.10 -1.04 1.18 1.09 1.02 -1.01 -1.87 -1.48 -1.53 -1.64
UBE4B ubiquitination factor E4B chr1p36.3  protein polyubiquitination --- -1.07 1.05 1.02 -1.02 1.08 -1.05 1.05 -1.18 -1.69 -1.47 -1.45 -1.42
UBFD1 ubiquitin family domain conchr16p12 0 --- 1.20 1.18 1.03 -1.15 -1.05 1.02 -1.21 -1.26 -1.42 -1.29 -1.23 -1.56
UBIAD1 UbiA prenyltransferase domchr1p36.22  ubiquinone biosynthetic process --- -1.15 -1.19 -1.04 1.20 -1.20 -1.21 -1.11 1.15 1.35 1.09 1.63 1.61
UBL3 ubiquitin-like 3 chr13q12-q13 0 --- 1.07 1.16 1.05 -1.13 -1.16 -1.02 -1.32 1.02 -1.43 -1.22 -1.34 -1.56
UBL3 ubiquitin-like 3 chr13q12-q13 0 --- 1.01 -1.00 1.05 1.00 1.02 -1.05 1.00 -1.18 -1.94 -1.55 -1.82 -1.58
UBL7 ubiquitin-like 7 (bone marrochr15q24.1 0 --- 1.01 -1.05 1.06 1.05 -1.02 -1.07 1.12 1.02 -1.14 -1.17 -1.33 -1.19
UBL7-AS1 UBL7 antisense RNA 1 (he chr15q24.1 0 --- -1.33 -1.23 -1.01 -1.20 1.25 -1.24 1.06 -1.16 -1.73 -1.55 -1.18 -1.18
UBLCP1 ubiquitin-like domain conta chr5q33.3 0 --- -1.03 1.02 -1.11 -1.10 -1.09 -1.01 -1.11 1.09 -1.11 -1.12 -1.15 -1.29
UBN1 ubinuclein 1 chr16p13.3  regulation of transcription from RNA pol--- -1.08 -1.03 -1.02 1.03 -1.03 -1.03 1.06 1.06 1.23 1.15 1.11 1.24
UBN1 ubinuclein 1 chr16p13.3  regulation of transcription from RNA pol--- -1.15 -1.30 1.15 1.15 1.02 -1.02 1.12 1.12 1.29 1.11 1.28 1.30
UBOX5 U-box domain containing 5 chr20p13  protein polyubiquitination --- 1.08 1.21 -1.01 1.26 1.20 -1.00 1.47 1.36 1.97 1.73 1.41 1.06
UBP1 upstream binding protein 1 chr3p22.3  angiogenesis --- 1.10 1.09 1.03 1.08 -1.06 1.04 -1.24 -1.19 -1.42 -1.42 -1.55 -1.65
UBQLN1 ubiquilin 1 chr9q22|9q21.2-q21  response to hypoxia --- -1.00 1.13 -1.04 -1.02 -1.08 -1.00 -1.05 -1.01 1.27 1.41 1.34 1.31
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UBQLN2 ubiquilin 2 chrXp11.21  nucleotide-excision repair --- 1.04 1.05 1.01 1.02 1.01 1.02 1.01 -1.06 -1.05 -1.05 -1.09 -1.16
UBQLN2 NULL ---  cell death --- -1.03 1.07 -1.15 1.04 1.13 1.07 -1.61 -1.11 -2.08 -1.50 -1.97 -2.08
UBQLN4 ubiquilin 4 chr1q21  regulation of proteasomal ubiquitin-depen--- -1.13 -1.05 -1.21 -1.14 1.16 1.13 -1.27 -1.07 1.06 1.17 -1.13 1.10
UBQLN4 ubiquilin 4 chr1q21  nucleotide-excision repair --- 1.05 -1.05 -1.01 1.07 1.06 1.03 -1.05 -1.06 1.40 1.29 1.12 1.24
UBR1 ubiquitin protein ligase E3 cchr15q13  ubiquitin-dependent protein catabolic pro--- -1.02 1.06 -1.03 -1.08 -1.06 -1.02 -1.18 -1.10 -1.41 -1.19 -1.25 -1.29
UBR2 ubiquitin protein ligase E3 cchr6p21.1  chromatin silencing --- 1.00 1.01 1.02 -1.04 -1.08 -1.01 -1.46 -1.24 -1.89 -1.52 -1.57 -1.31
UBR2 ubiquitin protein ligase E3 cchr6p21.1  chromatin silencing --- -1.18 -1.15 1.10 1.01 1.15 -1.06 1.19 1.17 -1.08 -1.11 1.19 1.32
UBR3 ubiquitin protein ligase E3 cchr2q31.1  in utero embryonic development --- 1.26 1.15 1.05 -1.07 -1.02 -1.01 -1.15 1.06 -2.51 -1.83 -1.42 -2.09
UBR3 ubiquitin protein ligase E3 cchr2q31.1  in utero embryonic development --- 1.09 -1.02 1.08 -1.02 -1.12 1.09 -1.54 -1.18 -1.95 -1.36 -1.51 -1.64
UBR4 ubiquitin protein ligase E3 cchr1p36.13  protein ubiquitination --- -1.02 -1.10 -1.18 -1.78 1.50 2.08 -2.45 -1.00 4.94 3.86 3.23 2.35
UBR5 ubiquitin protein ligase E3 cchr8q22  protein polyubiquitination --- 1.53 1.32 1.01 1.12 -1.25 -1.23 -1.18 -1.21 -1.61 -1.47 -1.42 -1.65
UBR5 ubiquitin protein ligase E3 cchr8q22  protein polyubiquitination --- -1.05 -1.04 -1.06 -1.10 -1.10 -1.02 -1.12 -1.08 -1.76 -1.40 -1.41 -1.45
UBR7 ubiquitin protein ligase E3 cchr14q32.12  protein ubiquitination --- 1.04 1.09 1.02 1.03 -1.03 -1.01 -1.00 -1.05 -1.55 -1.37 -1.32 -1.40
UBTD1 ubiquitin domain containingchr10q24.2 0 --- -1.28 -1.33 -1.05 -1.29 1.26 -1.09 -1.03 1.31 1.65 1.38 1.38 1.47
UBTD2 ubiquitin domain containingchr5q35.1 0 --- 1.02 1.12 -1.01 -1.12 -1.09 1.02 -1.11 -1.18 -1.55 -1.31 -1.53 -1.74
UBTD2 ubiquitin domain containingchr5q35.1 0 --- 1.23 1.06 1.07 1.09 1.02 -1.05 -1.02 -1.11 -1.60 -1.36 -1.46 -1.42
UBTF upstream binding transcriptichr17q21.31  blastocyst growth --- -1.05 1.00 1.02 -1.12 1.03 -1.01 1.01 -1.04 -1.34 -1.41 -1.97 -1.96
UBTF upstream binding transcriptichr17q21.31  blastocyst growth --- -1.02 1.04 1.12 -1.05 1.21 1.12 -1.33 -1.18 -1.85 -1.36 -1.29 -1.32
UBTF upstream binding transcriptichr17q21.31  blastocyst growth --- 1.00 1.04 -1.17 -1.03 1.19 -1.11 -1.05 -1.02 -1.16 -1.32 -2.00 -2.39
UBTF upstream binding transcriptichr17q21.31  blastocyst growth --- 1.01 -1.13 1.11 -1.09 1.03 1.01 1.07 -1.12 -1.29 -1.23 -1.81 -1.93
UBXN10 UBX domain protein 10 chr1p36.12 0 --- 1.35 -1.45 1.17 1.03 1.31 1.06 -1.28 1.20 1.05 -1.07 -1.67 -1.29
UBXN10 UBX domain protein 10 chr1p36.12 0 --- 1.37 1.41 1.27 -1.04 -1.16 -1.07 1.16 -1.23 -1.71 -1.22 -1.51 -1.52
UBXN11 UBX domain protein 11 chr1p36.11 0 --- -1.04 -1.02 -1.02 1.29 1.03 -1.06 1.30 1.36 -1.09 -1.09 -2.14 -1.58
UBXN2A UBX domain protein 2A chr2p23.3  regulation of gene expression --- -1.07 -1.09 1.05 -1.14 1.28 1.17 -1.63 -1.16 -2.39 -2.08 -1.84 -2.30
UBXN2A UBX domain protein 2A chr2p23.3  regulation of gene expression --- 1.03 1.03 1.10 1.04 1.03 1.03 1.15 1.14 -1.17 -1.17 -1.22 -1.17
UBXN2B UBX domain protein 2B chr8q12.1 0 --- 1.07 1.03 1.02 -1.01 1.09 -1.09 1.11 1.24 1.05 1.03 -1.77 -1.55
UBXN2B UBX domain protein 2B chr8q12.1 0 --- 1.09 1.16 1.12 1.03 1.19 1.08 1.14 -1.03 -1.47 -1.26 -1.48 -1.68
UBXN4 UBX domain protein 4 chr2q21.3  response to unfolded protein --- -1.09 -1.05 -1.06 -1.01 1.03 -1.01 -1.00 1.00 -1.16 -1.11 -1.07 -1.06
UBXN7 UBX domain protein 7 chr3q29 0 --- 1.16 1.13 1.10 -1.07 -1.14 -1.05 -1.05 1.04 -1.62 -1.66 -1.06 -1.30
UBXN7-AS1 UBXN7 antisense RNA 1 --- 0 --- 1.01 -1.04 1.26 -1.73 -1.57 1.03 -1.30 1.25 1.06 1.39 -3.18 -1.89
UBXN8 UBX domain protein 8 chr8p12-p11.2  single fertilization --- 1.00 1.03 1.13 1.20 1.04 1.06 -1.17 -1.16 -1.62 -1.36 -1.41 -1.54
UCHL1 ubiquitin carboxyl-terminal chr4p14  proteolysis --- -1.01 -1.03 -1.01 -1.06 1.07 -1.02 1.14 -1.00 1.27 1.29 1.27 1.48
UCHL5 ubiquitin carboxyl-terminal chr1q32  DNA repair --- 1.00 1.03 1.03 1.08 1.01 1.03 1.24 1.24 1.05 1.02 1.35 1.09
UCHL5 ubiquitin carboxyl-terminal chr1q32  DNA repair --- 1.19 1.13 1.00 -1.03 1.01 1.05 -1.07 1.08 -1.25 -1.19 1.16 1.09
UCHL5 ubiquitin carboxyl-terminal chr1q32  DNA repair --- 1.07 1.11 -1.01 -1.18 -1.17 -1.09 -1.53 -1.17 1.17 1.37 1.39 1.55
UCKL1 uridine-cytidine kinase 1-likchr20q13.33  UMP biosynthetic process --- -1.10 -1.10 -1.11 -1.02 -1.07 -1.39 1.35 1.19 1.21 -1.10 -1.24 -1.18
UCN urocortin chr2p23-p21  positive regulation of protein phosphoryl --- 1.70 1.71 -1.18 -1.29 1.10 -1.43 1.19 1.56 2.16 1.53 1.67 1.62
UCP2 uncoupling protein 2 (mitocchr11q13  response to superoxide Electron_Transport_Chain // GenMAPP -1.07 1.06 -1.16 -1.06 -1.16 -1.19 1.05 1.13 1.09 1.03 -1.06 -1.12
UCP2 uncoupling protein 2 (mitocchr11q13  response to superoxide Electron_Transport_Chain // GenMAPP -1.05 1.00 -1.08 -1.07 -1.02 -1.03 -1.08 -1.09 -1.34 -1.13 -1.27 -1.21
UCP3 uncoupling protein 3 (mitocchr11q13.4  response to superoxide Circadian_Exercise // GenMAPP /// Electron 1.58 1.32 1.36 1.46 -1.33 -1.65 -1.39 1.00 -1.16 -1.58 -4.75 -1.56
UFL1 UFM1-specific ligase 1 chr6q16.1  negative regulation of protein ubiquitinat --- -2.13 -1.18 1.09 1.35 1.10 1.17 -1.07 1.45 -1.16 1.95 1.61 1.70
UFSP1 UFM1-specific peptidase 1 chr7q22.1 0 --- -1.20 -1.20 -1.10 -1.02 -1.08 -1.18 -1.05 -1.02 -1.70 -1.58 -1.05 1.09
UFSP2 UFM1-specific peptidase 2 chr4q35.1  proteolysis --- -1.03 -1.04 -1.00 1.00 1.06 1.05 1.31 1.16 1.18 1.22 1.07 1.21
UG0898H09 uncharacterized LOC64376 chr8q12.3 0 --- -1.56 -1.46 -2.68 -1.27 -1.22 2.04 -4.53 -1.08 -1.00 -13.57 -2.56 -1.57
UGCG UDP-glucose ceramide glucchr9q31  lipid metabolic process --- 1.17 1.11 -1.07 -1.13 -1.13 1.02 -1.05 -1.02 1.04 1.10 1.48 1.27
UGCG UDP-glucose ceramide glucchr9q31  lipid metabolic process --- -1.07 -1.09 1.01 1.00 1.29 1.04 1.19 1.06 1.52 1.23 2.13 1.88
UGCG UDP-glucose ceramide glucchr9q31  lipid metabolic process --- 1.19 1.08 1.01 1.05 1.09 1.11 -1.00 1.12 1.44 1.45 1.62 1.38
UGGT1 UDP-glucose glycoprotein gchr2q14.3  protein folding --- 1.08 1.02 -1.04 1.21 1.03 1.02 -1.04 1.02 -1.15 -1.03 -1.64 -1.45
UGGT1 UDP-glucose glycoprotein gchr2q14.3  protein folding --- -1.04 -1.19 -1.04 1.16 1.17 1.07 -1.01 1.07 1.05 1.17 1.06 1.44
UGGT2 UDP-glucose glycoprotein gchr13q32.1  protein folding --- 1.04 -1.09 1.69 1.77 -1.55 1.32 4.21 2.49 1.48 1.22 -1.17 1.67
UGGT2 UDP-glucose glycoprotein gchr13q32.1  protein folding --- -1.00 -1.00 -1.10 1.20 -1.19 1.11 1.03 1.05 -1.98 -1.76 -1.41 -1.73
UGGT2 UDP-glucose glycoprotein gchr13q32.1  protein folding --- -1.05 -1.21 1.06 1.52 -1.00 1.15 1.10 1.39 1.05 1.04 -1.25 -1.32
UGGT2 UDP-glucose glycoprotein gchr13q32.1  protein folding --- 1.09 1.10 -1.03 -1.03 1.02 -1.03 1.16 1.08 -1.09 -1.24 -1.35 -1.27
UGP2 UDP-glucose pyrophosphorchr2p14-p13  carbohydrate metabolic process Circadian_Exercise // GenMAPP /// Glycoge -1.20 -1.20 1.08 -1.16 1.22 1.07 -1.11 -1.34 -2.31 -1.48 -1.77 -1.42
UGP2 UDP-glucose pyrophosphorchr2p14-p13  carbohydrate metabolic process Circadian_Exercise // GenMAPP /// Glycoge -1.05 -1.04 1.03 1.09 1.15 1.04 1.06 -1.08 1.20 1.31 1.25 1.39
UGT1A1 /// UUDP glucuronosyltransferaschr2q37  liver development Irinotecan_pathway_PharmGKB // GenMAP -1.01 1.13 -1.03 -1.09 1.47 1.38 1.17 1.17 3.16 2.97 9.82 10.75
UGT1A1 /// UUDP glucuronosyltransferaschr2q37  liver development Irinotecan_pathway_PharmGKB // GenMAP -1.05 1.02 1.24 1.45 -1.01 -1.05 1.12 -1.14 2.96 2.56 7.33 7.67
UGT1A1 /// UUDP glucuronosyltransferaschr2q37  liver development Irinotecan_pathway_PharmGKB // GenMAP -1.11 1.09 1.23 -1.08 -1.21 -1.31 -1.30 -1.10 2.57 2.43 8.70 9.38
UGT1A1 /// UUDP glucuronosyltransferaschr2q37  liver development Irinotecan_pathway_PharmGKB // GenMAP -1.06 -1.10 1.11 1.13 1.28 1.22 1.12 1.05 3.38 2.81 7.16 7.17
UGT1A1 /// UUDP glucuronosyltransferaschr2q37  liver development Irinotecan_pathway_PharmGKB // GenMAP -1.08 -1.16 1.30 1.17 1.00 1.09 1.06 -1.02 3.03 2.73 8.05 8.22
UGT1A8 UDP glucuronosyltransferaschr2q37  carbohydrate metabolic process Irinotecan_pathway_PharmGKB // GenMAP -1.17 -1.76 1.85 1.80 1.59 -1.17 2.05 -1.52 3.96 1.70 8.71 11.74
UGT1A8 /// UUDP glucuronosyltransferaschr2q37  carbohydrate metabolic process Irinotecan_pathway_PharmGKB // GenMAP 1.58 -1.24 -1.80 1.06 1.12 -1.12 1.04 1.50 1.92 2.58 8.51 7.68
UGT8 UDP glycosyltransferase 8 chr4q26  protein localization to paranode region of--- 1.10 1.04 1.07 1.19 -1.04 -1.03 -1.12 -1.34 -1.21 1.01 1.36 1.19
UGT8 UDP glycosyltransferase 8 chr4q26  protein localization to paranode region of--- 1.36 1.04 1.06 -1.06 -1.28 -1.01 -1.32 -1.26 -1.47 -1.04 -1.39 -1.27
UHMK1 U2AF homology motif (UHchr1q23.3  protein phosphorylation --- 1.12 1.10 1.05 1.04 1.05 1.08 -1.13 -1.19 -1.22 -1.14 -1.09 -1.23
UHRF1 ubiquitin-like with PHD andchr19p13.3  negative regulation of transcription from --- 1.14 1.11 -1.09 1.01 -1.21 1.01 -1.23 -1.12 -1.62 -1.33 -1.58 -1.84
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UHRF1BP1L UHRF1 binding protein 1-lichr12q23.1 0 --- 1.41 1.36 -1.13 -1.20 -1.33 -1.18 1.39 -1.00 1.05 1.71 1.16 -2.05
UHRF2 ubiquitin-like with PHD andchr9p24.1  ubiquitin-dependent protein catabolic pro--- -1.06 -1.05 -1.09 1.01 -1.01 1.06 1.06 1.03 1.21 1.21 1.32 1.30
ULBP2 UL16 binding protein 2 chr6q25  immune response --- 1.05 1.05 1.15 1.04 1.04 -1.11 -1.07 1.01 1.13 1.11 1.41 1.38
ULBP2 UL16 binding protein 2 chr6q25  immune response --- 1.11 1.09 -1.14 -1.20 -1.10 1.04 -1.05 -1.04 1.78 1.68 2.07 1.93
ULK1 unc-51-like kinase 1 (C. ele chr12q24.3  autophagic vacuole assembly --- -1.15 -1.06 -1.05 -1.12 -1.05 -1.01 -1.03 1.00 1.00 1.39 -1.02 1.38
ULK2 unc-51-like kinase 2 (C. ele chr17p11.2  protein phosphorylation --- -1.02 -1.25 1.03 1.23 -1.40 1.06 -1.15 1.31 -2.76 -2.22 -2.81 -2.77
ULK2 unc-51-like kinase 2 (C. ele chr17p11.2  protein phosphorylation --- 1.52 -1.01 -1.13 1.02 1.60 1.51 -1.05 -1.14 -2.09 -1.69 -1.79 -1.76
ULK4 unc-51-like kinase 4 (C. ele chr3p22.1  epithelial cilium movement --- 1.05 -1.20 1.17 1.04 1.13 1.18 -1.06 1.06 -1.08 -1.20 -2.18 -2.58
UMPS uridine monophosphate syn chr3q13  pyrimidine nucleobase metabolic process--- 1.25 1.03 1.03 -1.01 1.12 1.01 -1.22 -1.46 -1.24 -1.44 -1.15 1.23
UNC119 unc-119 homolog (C. eleganchr17q11.2  transport --- -1.10 -1.17 1.03 -1.00 1.08 -1.17 1.17 -1.10 2.32 2.03 1.34 1.61
UNC119B unc-119 homolog B (C. elegchr12q24.31  transport Fatty_Acid_Degradation // GenMAPP /// Mi -1.00 1.02 1.01 1.01 1.04 1.04 -1.06 1.06 -1.32 -1.33 -1.21 -1.14
UNC13A unc-13 homolog A (C. elegachr19p13.11  positive regulation of neurotransmitter se --- 2.47 -1.22 1.34 2.99 1.04 2.58 1.23 -1.49 -2.08 -1.70 1.55 2.21
UNC13B unc-13 homolog B (C. elegachr9p13.3  exocytosis --- 1.15 -1.01 1.03 1.14 -1.01 1.06 -1.32 -1.21 -1.17 1.09 -1.36 -1.15
UNC13C unc-13 homolog C (C. elegachr15q21.3  exocytosis --- -1.37 -1.97 -3.09 -1.56 14.75 8.28 -1.02 2.10 -1.56 -2.05 3.22 1.09
UNC5A unc-5 homolog A (C. eleganchr5q35.2  apoptotic process --- -1.82 1.15 -1.29 -1.40 -1.22 -1.48 -1.93 -1.15 -1.49 1.23 -1.55 -1.06
UNC5A unc-5 homolog A (C. eleganchr5q35.2  apoptotic process --- -1.06 1.71 1.11 2.22 -1.08 1.83 -1.38 1.35 3.17 -2.90 -1.16 -1.42
UNC5C unc-5 homolog C (C. eleganchr4q21-q23  apoptotic process --- 2.05 1.51 1.82 -1.35 -1.89 1.18 7.18 15.61 7.93 3.51 -1.82 -1.38
UNC5C unc-5 homolog C (C. eleganchr4q21-q23  apoptotic process --- -1.64 2.39 1.09 1.19 -1.08 1.11 -7.91 -1.09 5.90 1.17 -1.31 -1.48
UNC5C unc-5 homolog C (C. eleganchr4q21-q23  apoptotic process --- -7.16 -1.44 1.26 -1.21 2.77 1.78 2.35 2.04 1.22 1.11 3.05 1.22
UNC5CL unc-5 homolog C (C. eleganchr6p21.1  signal transduction --- 1.94 2.48 1.17 1.25 -1.94 2.00 -1.52 1.34 2.11 1.51 2.68 2.27
UNC80 unc-80 homolog (C. eleganschr2q35  ion transmembrane transport --- 2.45 2.45 -1.28 1.24 2.39 3.49 -1.25 -1.66 1.64 -1.73 2.00 1.99
UNC93A unc-93 homolog A (C. elegachr6q27 0 --- -1.47 -1.65 1.14 -1.49 -2.23 1.25 1.41 1.35 1.93 1.57 -2.03 -1.08
UNG uracil-DNA glycosylase chr12q23-q24.1  DNA repair --- -1.02 1.04 -1.02 1.01 1.05 1.03 -1.06 -1.25 -1.29 -1.20 -1.12 -1.20
UNK unkempt homolog (Drosophchr17q25.1 0 --- -1.00 -1.08 1.01 -1.10 -1.10 1.06 -1.51 -1.14 -1.37 -1.36 -1.76 -2.10
UNKL unkempt homolog (Drosophchr16p13.3  protein ubiquitination --- -1.06 -1.08 1.02 -1.10 1.03 1.25 -1.42 -1.24 -1.03 1.30 1.77 1.82
UNKL unkempt homolog (Drosophchr16p13.3  protein ubiquitination --- 1.03 -1.01 1.15 -1.09 1.02 1.10 -1.22 1.09 1.05 -1.07 1.61 1.85
UPB1 ureidopropionase, beta chr22q11.2  pyrimidine nucleobase metabolic process--- 1.50 1.52 1.39 1.16 -1.43 -2.36 -2.54 -1.32 -1.35 1.42 -2.83 -2.22
UPF1 UPF1 regulator of nonsensechr19p13.2-p13.11  nuclear-transcribed mRNA catabolic proc--- -1.01 -1.13 1.06 -1.26 -1.07 -1.00 1.06 1.15 1.58 1.29 1.35 1.68
UPF3A UPF3 regulator of nonsensechr13q34  nuclear-transcribed mRNA catabolic proc--- 1.20 1.17 1.30 1.17 1.11 1.08 1.01 1.03 -1.33 -1.27 -1.35 -1.24
UPF3A UPF3 regulator of nonsensechr13q34  nuclear-transcribed mRNA catabolic proc--- -1.23 -1.06 1.02 -1.03 1.03 -1.06 -1.01 1.04 -1.60 -1.65 -1.80 -1.64
UPF3A UPF3 regulator of nonsensechr13q34  nuclear-transcribed mRNA catabolic proc--- 1.11 1.18 -1.11 -1.11 -1.07 1.03 -1.06 -1.04 -1.19 -1.06 -1.22 -1.25
UPK1A uroplakin 1A chr19q13.13  epithelial cell differentiation --- 1.07 -1.48 -1.03 -1.02 -1.68 -1.17 1.15 1.27 2.63 3.12 1.50 1.70
UPK2 uroplakin 2 chr11q23  multicellular organismal development --- 1.77 1.62 1.35 1.27 1.37 1.20 -1.06 -1.16 1.64 1.88 1.75 2.02
UPK3B uroplakin 3B chr7q11.2  negative regulation of gene expression --- -1.19 -1.02 -1.31 -1.28 -1.10 -1.03 1.41 1.37 1.40 1.55 1.09 1.72
UPP1 uridine phosphorylase 1 chr7p12.3  nucleobase-containing compound metabo--- 1.06 -1.11 1.07 1.23 1.12 -1.08 1.17 1.13 1.80 1.37 1.85 1.68
UQCC ubiquinol-cytochrome c red chr20q11.22 0 --- -1.59 1.03 1.73 1.56 -1.08 1.32 -1.53 -1.33 -1.96 -2.17 -4.16 -2.66
UQCC ubiquinol-cytochrome c red chr20q11.22 0 --- -1.06 -1.09 1.00 -1.10 1.15 1.02 1.09 1.12 -1.05 -1.02 1.30 1.54
UQCC ubiquinol-cytochrome c red chr20q11.22 0 --- 1.10 1.07 1.06 1.18 1.17 1.25 1.07 -1.17 -1.51 -1.72 -1.38 -1.93
UQCR10 ubiquinol-cytochrome c red chr22q12.2  mitochondrial electron transport, ubiquin Electron_Transport_Chain // GenMAPP -1.05 -1.10 1.06 1.15 1.00 1.12 -1.46 -1.15 -1.44 -1.56 -1.60 -1.57
UQCRB ubiquinol-cytochrome c red chr8q22  oxidative phosphorylation Electron_Transport_Chain // GenMAPP -1.02 1.03 1.03 1.08 -1.04 -1.03 1.11 1.10 1.24 1.13 -1.04 -1.04
UQCRB ubiquinol-cytochrome c red chr8q22  oxidative phosphorylation Electron_Transport_Chain // GenMAPP 1.20 1.03 -1.07 -1.07 -1.51 -1.26 -1.03 1.06 -1.65 -2.33 -3.30 -2.68
UQCRB ubiquinol-cytochrome c red chr8q22  oxidative phosphorylation Electron_Transport_Chain // GenMAPP -1.01 -1.01 1.04 1.19 -1.09 1.07 -1.07 -1.20 -1.24 -1.11 -1.55 -1.54
UQCRB ubiquinol-cytochrome c red chr8q22  oxidative phosphorylation Electron_Transport_Chain // GenMAPP -1.14 -1.02 1.00 -1.02 1.07 1.08 1.10 1.06 1.17 1.07 -1.04 -1.05
UQCRC1 ubiquinol-cytochrome c red chr3p21.3  oxidative phosphorylation Electron_Transport_Chain // GenMAPP -1.10 -1.16 1.01 1.01 1.02 -1.04 1.20 1.08 1.44 1.30 1.15 1.36
UQCRFS1 ubiquinol-cytochrome c red chr19q12  response to hormone stimulus Electron_Transport_Chain // GenMAPP -1.05 -1.01 -1.02 1.00 -1.00 -1.05 1.03 -1.05 1.24 1.12 1.16 1.16
URB1 URB1 ribosome biogenesis chr21q22.11 0 --- 1.45 1.27 1.29 -1.14 -1.20 -1.05 1.00 1.04 2.57 2.32 1.54 1.54
URB1 URB1 ribosome biogenesis chr21q22.11 0 --- 1.05 1.05 1.01 1.01 1.06 1.07 1.01 1.03 -1.20 -1.13 -1.55 -1.45
URGCP upregulator of cell prolifera chr7p13  cell cycle --- 1.02 1.02 1.01 1.00 -1.11 -1.17 -1.13 1.17 1.22 1.20 1.60 1.78
URI1 URI1, prefoldin-like chaper chr19q12  negative regulation of transcription from --- -1.05 -1.11 1.05 1.07 1.04 -1.11 -1.11 -1.06 1.22 1.02 1.31 1.37
UROC1 urocanate hydratase 1 chr3q21.3  histidine metabolic process --- 1.89 2.23 -1.33 -1.42 -1.37 -1.61 1.26 -1.20 1.27 1.36 1.18 1.46
UROD uroporphyrinogen decarbox chr1p34  liver development Heme_Biosynthesis // GenMAPP -1.11 -1.13 1.08 1.02 1.06 -1.08 1.07 1.07 -1.16 -1.21 -1.49 -1.39
UROD uroporphyrinogen decarbox chr1p34  liver development Heme_Biosynthesis // GenMAPP 1.06 1.05 -1.04 1.01 -1.00 -1.02 1.05 1.04 -1.08 -1.09 -1.38 -1.38
UROS uroporphyrinogen III synthachr10q25.2-q26.3  porphyrin-containing compound metabol Heme_Biosynthesis // GenMAPP -1.11 -1.06 1.16 1.06 -1.03 -1.01 -1.11 1.05 -2.05 -1.75 -3.96 -2.90
UROS uroporphyrinogen III synthachr10q25.2-q26.3  porphyrin-containing compound metabol Heme_Biosynthesis // GenMAPP -1.03 -1.06 -1.02 1.06 1.04 -1.04 1.09 1.13 -1.35 -1.45 -2.71 -2.46
USB1 U6 snRNA biogenesis 1 chr16q21  mRNA processing --- -1.01 -1.04 -1.00 -1.07 1.01 1.06 -1.10 -1.06 1.22 1.24 -1.21 -1.43
USB1 U6 snRNA biogenesis 1 chr16q21  mRNA processing --- -1.08 -1.10 1.16 -1.04 -1.08 -1.07 -1.08 1.07 1.54 1.18 -1.37 -1.48
USE1 unconventional SNARE in tchr19p13.11  transport --- -1.01 1.02 -1.06 -1.04 1.04 -1.09 1.36 1.15 1.47 1.25 1.66 1.63
USE1 unconventional SNARE in tchr19p13.11  transport --- -1.10 -1.16 -1.08 -1.35 1.15 -1.02 1.37 -1.11 1.51 1.36 1.78 1.85
USF2 upstream transcription factochr19q13  regulation of transcription from RNA pol--- 1.10 1.05 1.02 1.05 -1.05 1.03 1.06 -1.04 -1.11 -1.15 -1.21 -1.30
USH1C Usher syndrome 1C (autosochr11p14.3  G2 --- -1.12 -1.40 1.37 1.24 1.25 1.40 1.22 1.11 -1.41 -1.29 -2.56 -1.76
USH1C Usher syndrome 1C (autosochr11p14.3  G2 --- -1.14 -1.06 1.15 1.35 -1.27 -1.14 -1.15 -1.09 -1.05 -1.04 -1.42 -1.14
USO1 USO1 vesicle transport fact chr4q21.1  mitotic cell cycle --- 1.10 1.11 1.01 -1.03 -1.02 -1.04 -1.00 -1.07 1.05 1.01 1.34 1.24
USO1 USO1 vesicle transport fact chr4q21.1  mitotic cell cycle --- -1.17 -1.30 1.11 1.03 1.26 1.05 1.16 1.12 1.05 1.16 1.53 1.51
USP1 ubiquitin specific peptidase chr1p31.3  DNA repair --- 1.09 1.03 -1.06 1.00 -1.06 -1.09 -1.00 -1.10 -1.02 -1.07 -1.09 -1.19
USP11 ubiquitin specific peptidase chrXp11.23  proteolysis --- -1.01 -1.00 1.03 1.06 1.08 1.00 1.12 -1.01 1.06 -1.03 -1.42 -1.28
USP12 ubiquitin specific peptidase chr13q12.13  cellular protein modification process --- -1.01 1.13 1.12 1.18 -1.15 -1.05 -1.26 1.05 -1.03 1.10 1.26 1.16
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USP13 ubiquitin specific peptidase chr3q26.2-q26.3  regulation of transcription, DNA-depende--- -1.01 1.02 1.03 -1.02 -1.10 -1.03 -1.13 -1.13 -1.29 -1.26 -1.22 -1.34
USP13 ubiquitin specific peptidase chr3q26.2-q26.3  regulation of transcription, DNA-depende--- -1.02 -1.01 1.10 1.09 -1.02 -1.05 1.07 1.01 -1.21 -1.19 1.10 1.33
USP14 ubiquitin specific peptidase chr18p11.32  proteolysis --- -1.04 1.01 -1.07 1.03 -1.07 -1.05 -1.07 -1.04 1.03 1.05 1.15 1.11
USP14 ubiquitin specific peptidase chr18p11.32  proteolysis --- 1.02 1.05 1.06 1.05 1.08 1.01 -1.18 -1.13 -1.06 -1.10 1.12 1.14
USP15 ubiquitin specific peptidase chr12q14  proteolysis --- 1.01 -1.00 1.05 1.12 1.09 1.03 1.17 1.11 1.11 1.08 1.69 1.72
USP15 ubiquitin specific peptidase chr12q14  proteolysis --- 1.05 1.14 1.19 -1.01 1.32 1.23 -1.10 -1.07 -1.60 -1.38 1.25 -1.00
USP16 ubiquitin specific peptidase chr21q22.11  transcription, DNA-dependent --- -1.04 -1.03 -1.02 -1.02 1.05 1.00 1.03 1.03 -1.24 -1.25 -1.03 -1.05
USP18 ubiquitin specific peptidase chr22q11.21  proteolysis --- 1.06 -1.06 1.23 1.10 -1.04 -1.10 1.47 1.17 1.24 1.17 1.35 1.46
USP2 ubiquitin specific peptidase chr11q23.3  negative regulation of transcription from --- 1.05 1.17 1.08 1.14 1.18 1.08 1.01 1.12 -1.54 -1.27 -1.00 -1.04
USP21 ubiquitin specific peptidase chr1q22  transcription, DNA-dependent --- 1.05 -1.06 1.08 -1.00 1.08 1.11 1.01 1.05 -1.21 -1.37 -1.29 1.02
USP21 ubiquitin specific peptidase chr1q22  transcription, DNA-dependent --- -1.07 1.09 -1.01 1.06 1.09 -1.02 -1.03 -1.05 -1.49 -1.45 -1.40 -1.10
USP22 ubiquitin specific peptidase chr17p11.2  transcription, DNA-dependent --- -1.04 -1.06 -1.05 -1.04 -1.10 -1.04 -1.09 -1.05 -1.12 1.01 -1.05 1.02
USP24 ubiquitin specific peptidase chr1p32.3  proteolysis --- 1.01 -1.19 -1.01 1.09 -1.09 -1.03 1.12 1.20 1.09 -1.07 1.23 1.05
USP24 ubiquitin specific peptidase chr1p32.3  proteolysis --- -1.09 -1.06 1.13 -1.04 1.00 -1.13 -1.04 1.04 -1.25 -1.18 -1.21 -1.15
USP25 ubiquitin specific peptidase chr21q11.2  cellular protein modification process --- 1.01 -1.05 1.00 1.12 -1.04 -1.00 -1.28 -1.18 -1.89 -1.37 -1.68 -1.57
USP28 ubiquitin specific peptidase chr11q23  DNA damage checkpoint --- 1.07 1.03 -1.11 -1.03 1.02 1.21 -1.35 -1.14 -1.01 1.31 1.09 1.15
USP3 ubiquitin specific peptidase chr15q22.3  mitotic cell cycle --- -1.07 -1.06 1.01 1.04 -1.02 -1.02 1.09 1.04 1.08 1.10 1.23 1.19
USP3 ubiquitin specific peptidase chr15q22.3  mitotic cell cycle --- 1.04 -1.03 1.07 -1.01 -1.03 -1.09 -1.21 1.10 -1.45 -1.45 -1.63 -1.52
USP30 ubiquitin specific peptidase chr12q24.11  proteolysis --- 1.11 -1.04 1.04 1.28 -1.28 -1.04 -1.15 -1.10 -1.42 -1.04 -1.27 -1.02
USP31 ubiquitin specific peptidase chr16p12.2  proteolysis --- 1.23 1.17 1.11 -1.03 1.04 1.05 -1.09 -1.08 -1.52 -1.60 -1.32 -1.40
USP32 ubiquitin specific peptidase chr17q23.3  proteolysis --- 1.03 -1.06 1.03 1.18 -1.06 -1.10 1.45 1.25 1.69 1.47 1.64 1.80
USP32P2 ubiquitin specific peptidase chr17p11.2 0 --- 1.25 1.01 -1.09 1.18 1.02 1.29 -1.45 -1.08 -1.45 -1.16 -1.37 -1.38
USP33 ubiquitin specific peptidase chr1p31.1  proteolysis --- 1.03 -1.09 -1.01 1.02 -1.08 -1.04 -1.13 -1.07 1.16 1.21 1.06 1.17
USP33 ubiquitin specific peptidase chr1p31.1  proteolysis --- -1.03 -1.03 -1.02 1.00 -1.06 1.02 -1.15 -1.11 -1.45 -1.28 -1.27 -1.32
USP34 ubiquitin specific peptidase chr2p15  proteolysis --- 1.34 1.48 1.15 1.20 1.08 -1.07 -1.68 -1.15 -2.28 -1.65 -1.71 -1.23
USP34 ubiquitin specific peptidase chr2p15  proteolysis --- 1.22 -1.01 -1.04 -1.09 1.26 1.04 -1.07 1.01 -1.39 -1.68 -1.00 -1.20
USP34 ubiquitin specific peptidase chr2p15  proteolysis --- -1.06 -1.07 -1.00 1.01 -1.01 1.06 -1.06 1.01 -1.65 -1.36 -1.35 -1.40
USP34 ubiquitin specific peptidase chr2p15  proteolysis --- 1.05 1.01 1.18 1.39 1.06 1.14 -1.03 -1.21 -4.38 -6.60 -8.47 -6.59
USP34 ubiquitin specific peptidase chr2p15  proteolysis --- -1.02 -1.07 1.20 1.07 1.04 1.11 -1.27 -1.23 -1.63 -1.37 -1.40 -1.50
USP36 ubiquitin specific peptidase chr17q25.3  proteolysis --- 1.15 -1.16 1.16 1.21 1.02 1.08 1.36 1.26 -1.11 -1.28 -1.28 -1.45
USP36 ubiquitin specific peptidase chr17q25.3  proteolysis --- -1.18 -1.22 -1.01 1.02 -1.00 1.03 1.03 1.05 1.14 1.21 1.08 1.15
USP36 ubiquitin specific peptidase chr17q25.3  proteolysis --- 1.08 1.21 1.15 1.12 1.11 1.10 1.12 1.19 1.32 1.11 1.62 1.58
USP36 ubiquitin specific peptidase chr17q25.3  proteolysis --- -1.01 1.04 -1.03 1.03 1.19 -1.06 1.08 -1.11 1.47 1.03 1.15 1.17
USP38 ubiquitin specific peptidase ---  proteolysis --- 1.11 -1.10 1.00 -1.32 1.31 1.48 1.11 1.04 -1.64 -1.42 -1.96 -1.81
USP40 ubiquitin specific peptidase chr2q37.1  proteolysis --- 1.09 -1.05 1.01 1.08 1.17 1.17 -1.25 -1.44 -1.94 -1.77 -1.46 -1.65
USP40 ubiquitin specific peptidase chr2q37.1  proteolysis --- 1.12 -1.01 1.02 1.04 -1.03 -1.09 -1.23 -1.22 -1.48 -1.34 1.04 1.08
USP42 ubiquitin specific peptidase chr7p22.1  proteolysis --- -1.03 -1.04 1.04 -1.12 1.06 -1.01 -1.29 -1.12 -1.40 -1.41 1.02 -1.18
USP43 ubiquitin specific peptidase chr17p13.1  proteolysis --- 1.25 1.14 1.13 -1.01 1.09 1.12 1.01 1.16 -1.56 -1.12 -1.68 -1.81
USP45 ubiquitin specific peptidase chr6q16.2  proteolysis --- 1.64 1.05 -1.14 -1.06 -1.12 1.29 -1.82 -1.16 -1.39 -1.41 -1.50 -1.84
USP45 ubiquitin specific peptidase chr6q16.2  proteolysis --- 1.09 -1.18 -1.04 1.21 1.13 1.28 1.08 1.01 -1.04 -1.06 1.30 1.38
USP46 ubiquitin specific peptidase chr4q12  behavioral fear response --- 1.16 1.09 1.09 1.08 -1.12 1.16 -1.14 1.01 -1.48 -1.52 -1.42 -1.71
USP46 ubiquitin specific peptidase chr4q12  behavioral fear response --- 1.16 1.20 1.39 1.18 1.03 1.05 -1.24 -1.08 -1.72 -1.48 -1.19 -1.41
USP47 ubiquitin specific peptidase chr11p15.3  DNA repair --- -1.12 -1.13 1.08 1.04 1.15 -1.03 -1.15 -1.00 1.03 1.02 -1.34 1.02
USP47 ubiquitin specific peptidase chr11p15.3  DNA repair --- -1.04 1.04 1.06 1.12 1.03 -1.07 -1.03 1.14 -1.39 -1.48 -1.46 -1.31
USP47 ubiquitin specific peptidase chr11p15.3  DNA repair --- -1.10 -1.09 1.04 -1.08 1.13 1.07 -1.10 1.02 -1.39 -1.35 -1.56 -1.41
USP47 ubiquitin specific peptidase chr11p15.3  DNA repair --- -1.07 -1.08 1.01 1.00 1.05 1.11 1.08 1.17 -1.49 -1.32 -1.35 -1.28
USP47 ubiquitin specific peptidase chr11p15.3  DNA repair --- -1.03 1.01 1.13 1.15 1.09 1.02 -1.15 -1.08 -1.78 -1.63 -1.45 -1.48
USP48 ubiquitin specific peptidase chr1p36.12  proteolysis --- -1.02 -1.06 1.07 1.11 1.02 -1.01 -1.01 1.07 -1.18 -1.14 -1.34 -1.18
USP48 ubiquitin specific peptidase chr1p36.12  proteolysis --- -1.14 -1.17 1.08 -1.11 1.02 1.17 1.18 1.25 -1.41 -1.22 -1.60 -1.74
USP49 ubiquitin specific peptidase chr6p21  mRNA splicing, via spliceosome --- -1.04 1.31 1.02 1.13 1.07 1.37 1.04 1.47 -1.50 -1.36 -1.36 -1.98
USP49 ubiquitin specific peptidase chr6p21  mRNA splicing, via spliceosome --- 1.04 -1.16 1.15 1.28 1.54 1.40 1.22 -1.33 -1.39 -1.37 -1.80 -1.59
USP49 ubiquitin specific peptidase chr6p21  mRNA splicing, via spliceosome --- -1.08 1.05 1.24 -1.02 -1.12 1.02 -1.05 -1.15 -1.98 -2.35 -1.52 -1.44
USP51 ubiquitin specific peptidase chrXp11.21  proteolysis --- 1.08 -1.15 -1.05 -1.32 -1.16 1.23 -1.42 -1.01 -2.15 -1.52 -1.47 -1.29
USP53 ubiquitin specific peptidase chr4q26  ubiquitin-dependent protein catabolic pro--- 1.24 1.32 1.08 -1.05 -1.19 1.03 -1.20 -1.03 1.02 1.08 1.54 1.13
USP53 ubiquitin specific peptidase chr4q26  ubiquitin-dependent protein catabolic pro--- 1.56 1.40 1.15 1.03 -1.24 -1.01 1.05 1.07 1.10 1.10 1.85 1.20
USP53 ubiquitin specific peptidase chr4q26  ubiquitin-dependent protein catabolic pro--- 1.29 1.16 1.03 -1.01 1.24 1.12 -1.07 1.12 1.33 1.05 1.68 1.57
USP6NL-IT1 USP6NL intronic transcript ---  Golgi organization --- -1.12 1.08 1.14 1.10 -1.10 1.15 1.21 1.05 -1.41 -1.31 -1.87 -2.09
USP7 ubiquitin specific peptidase chr16p13.3  DNA repair --- 1.08 1.01 1.01 1.03 -1.11 -1.00 -1.39 -1.17 -1.28 -1.20 -1.49 -1.24
USP7 ubiquitin specific peptidase chr16p13.3  DNA repair --- 1.00 -1.02 -1.00 1.00 1.04 -1.06 1.01 1.05 1.04 -1.07 1.26 1.23
USP7 ubiquitin specific peptidase chr16p13.3  transcription-coupled nucleotide-excision--- -1.19 -1.19 1.10 1.00 1.04 1.02 -1.12 -1.07 -1.00 -1.08 -1.17 -1.05
USP9X ubiquitin specific peptidase chrXp11.4  negative regulation of transcription from --- 1.00 -1.03 1.07 -1.01 1.06 -1.16 -1.03 1.09 -1.99 -2.00 -2.12 -1.69
USP9X ubiquitin specific peptidase chrXp11.4  negative regulation of transcription from --- -1.05 -1.02 -1.04 -1.01 -1.05 -1.04 -1.04 -1.05 -1.43 -1.18 -1.42 -1.39
UST uronyl-2-sulfotransferase chr6q25.1  carbohydrate metabolic process --- -1.09 -1.06 1.25 1.27 1.11 1.04 -1.11 -1.25 1.46 1.37 1.47 1.64
UTP11L UTP11-like, U3 small nuclechr1p34.3  rRNA processing --- -1.05 -1.00 1.01 -1.02 1.06 1.02 -1.11 -1.09 1.10 1.02 1.18 1.14
UTP14A UTP14, U3 small nucleolar chrXq26.1  rRNA processing --- -1.08 -1.08 -1.00 1.03 1.10 -1.00 1.11 1.05 -1.45 -1.54 -1.76 -1.76
UTP14A UTP14, U3 small nucleolar chrXq26.1  rRNA processing --- 1.05 -1.21 1.15 1.15 -1.26 1.02 -1.28 1.02 -1.62 -1.62 -1.67 -1.61
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UTP14A /// U UTP14, U3 small nucleolar chr13q14.2 /// chrXq rRNA processing --- -1.10 1.00 1.09 -1.04 1.06 -1.04 1.03 1.08 -1.68 -1.59 -1.80 -1.56
UTP15 UTP15, U3 small nucleolar chr5q13.2  rRNA processing --- -1.21 -1.11 -1.01 1.10 -1.14 -1.10 -1.29 1.08 1.07 1.05 1.54 1.51
UTP15 UTP15, U3 small nucleolar chr5q13.2  rRNA processing --- 1.43 1.25 1.03 1.06 -1.02 -1.02 -2.13 -1.88 -1.67 -2.03 1.13 1.03
UTP18 UTP18 small subunit (SSU)chr17q21.33  rRNA processing --- 1.11 -1.01 -1.05 1.19 -1.14 -1.29 1.28 1.06 -1.71 -1.45 1.39 1.12
UTP20 UTP20, small subunit (SSUchr12q23  endonucleolytic cleavage in ITS1 to sepa --- -1.09 -1.06 1.10 1.02 1.11 1.03 -1.09 -1.17 -1.44 -1.72 -1.34 -1.50
UTP23 UTP23, small subunit (SSUchr8q24.11  rRNA processing --- -1.04 1.09 1.12 -1.10 -1.04 1.02 -1.00 1.10 -1.67 -1.35 1.04 -1.14
UTP23 UTP23, small subunit (SSUchr8q24.11  rRNA processing --- 1.03 1.03 1.01 -1.09 -1.08 -1.02 -1.27 -1.16 -1.56 -1.33 -1.06 -1.12
UTP6 UTP6, small subunit (SSU) chr17q11.2  rRNA processing --- 1.06 1.09 -1.00 -1.07 -1.02 -1.03 -1.04 -1.11 1.04 -1.12 1.30 1.24
UTRN utrophin chr6q24  positive regulation of cell-matrix adhesio --- 1.04 1.07 1.03 -1.00 1.16 1.02 1.20 1.11 -1.58 -1.54 -1.47 -1.48
UVRAG UV radiation resistance assochr11q13.5  DNA repair --- 1.06 1.03 1.00 1.12 1.04 -1.02 1.23 1.15 1.29 1.17 1.16 1.09
VAMP1 vesicle-associated membranchr12p  synaptic transmission --- 1.14 -1.06 1.08 1.39 -1.04 1.07 -1.11 -1.15 -1.00 1.02 -1.66 -1.13
VAMP2 vesicle-associated membranchr17p13.1  energy reserve metabolic process --- -1.14 -1.30 -1.02 1.04 1.10 1.06 -1.03 1.06 -1.21 1.01 -1.55 -1.33
VAMP2 vesicle-associated membranchr17p13.1  energy reserve metabolic process --- 1.03 1.03 1.06 1.26 1.26 -1.01 1.31 1.09 1.04 -1.22 -1.09 -1.50
VAMP3 vesicle-associated membranchr1p36.23  positive regulation of receptor recycling --- -1.04 1.02 -1.01 1.08 -1.01 -1.08 1.14 1.08 1.33 1.19 1.30 1.35
VAMP3 vesicle-associated membranchr1p36.23  positive regulation of receptor recycling --- -1.07 -1.05 1.07 1.03 -1.21 -1.15 1.14 -1.12 1.07 1.20 1.74 1.71
VAMP4 vesicle-associated membranchr1q24-q25  vesicle-mediated transport --- -1.07 -1.18 1.10 1.14 -1.19 -1.10 -1.02 1.23 1.82 1.46 1.70 1.56
VAMP4 vesicle-associated membranchr1q24-q25  vesicle-mediated transport --- 1.10 -1.02 1.06 1.33 1.09 1.02 1.36 1.16 1.47 1.51 1.62 1.44
VAMP5 vesicle-associated membranchr2p11.2  multicellular organismal development --- -1.01 -1.17 -1.04 -1.29 -1.21 -1.53 1.49 1.39 1.22 1.25 1.26 1.44
VAMP5 vesicle-associated membranchr2p11.2  muscle organ development --- 1.04 1.01 1.29 1.12 1.05 1.07 1.08 -1.04 1.27 1.38 1.43 1.43
VAMP8 vesicle-associated membranchr2p12-p11.2  autophagic vacuole fusion --- -1.02 -1.02 1.00 -1.07 1.02 -1.10 1.08 1.03 -1.10 -1.18 -1.41 -1.52
VANGL1 VANGL planar cell polaritychr1p13.1  multicellular organismal development --- 1.06 1.10 1.01 -1.09 1.06 1.11 -1.42 -1.31 -2.00 -1.94 -1.51 -1.50
VANGL1 VANGL planar cell polaritychr1p13.1  multicellular organismal development --- 1.10 -1.04 1.12 1.09 -1.03 1.04 -1.41 -1.12 -1.58 -1.42 -1.11 -1.22
VANGL2 VANGL planar cell polaritychr1q22-q23  establishment of planar polarity --- -2.81 -1.36 6.29 2.68 -4.18 1.78 -1.67 -1.14 11.31 3.14 5.38 1.97
VAPA VAMP (vesicle-associated mchr18p11.22  phospholipid metabolic process Circadian_Exercise // GenMAPP 1.04 1.01 -1.07 1.04 -1.04 1.02 1.04 -1.03 1.24 1.17 1.18 1.19
VAPA VAMP (vesicle-associated mchr18p11.22  phospholipid metabolic process Circadian_Exercise // GenMAPP 1.07 1.13 -1.17 1.06 1.03 -1.08 1.26 1.30 -1.16 -1.50 -2.26 -1.50
VAPA VAMP (vesicle-associated mchr18p11.22  phospholipid metabolic process Circadian_Exercise // GenMAPP 1.33 1.17 1.16 1.49 1.21 1.13 -1.10 -1.39 -2.93 -2.05 -2.70 -2.67
VAPB VAMP (vesicle-associated mchr20q13.33  phospholipid metabolic process --- -1.16 -1.08 1.06 1.04 1.15 1.02 -1.33 -1.25 -1.97 -2.00 -2.19 -1.82
VAPB VAMP (vesicle-associated mchr20q13.33  phospholipid metabolic process --- -1.08 -1.08 -1.06 -1.02 1.00 1.05 -1.12 -1.04 -1.27 -1.21 1.19 1.26
VAPB VAMP (vesicle-associated mchr20q13.33  phospholipid metabolic process --- 1.31 1.15 1.24 1.13 1.16 -1.04 -1.22 -1.45 -2.63 -2.07 -2.37 -2.49
VASH1 vasohibin 1 chr14q24.3  angiogenesis --- 1.10 1.68 1.07 -2.52 1.26 -1.13 -1.32 2.24 1.69 1.40 -1.27 1.06
VASH1 vasohibin 1 chr14q24.3  angiogenesis --- -1.06 -1.30 -1.23 1.15 -1.19 -1.14 1.15 1.19 -1.46 -1.26 -1.67 -1.49
VASH2 vasohibin 2 chr1q32.3  positive regulation of endothelial cell pro--- 1.27 1.21 -1.17 -1.17 1.36 1.18 -2.44 -1.36 -1.44 -1.50 -1.33 -1.44
VASH2 vasohibin 2 chr1q32.3  positive regulation of endothelial cell pro--- -1.24 1.07 1.09 -1.07 -1.04 1.07 -1.75 -1.58 -2.13 -1.78 -1.63 -1.43
VASN vasorin chr16p13.3  cellular response to hypoxia --- 1.34 1.20 -1.08 -1.21 -1.21 1.15 1.67 1.38 1.21 1.18 1.54 1.65
VAT1 vesicle amine transport prot chr17q21  negative regulation of mitochondrial fusi --- -1.10 -1.11 -1.01 1.04 -1.04 -1.09 1.21 1.17 1.48 1.32 1.32 1.51
VAV3 vav 3 guanine nucleotide exchr1p13.3  angiogenesis Integrin-mediated_cell_adhesion_KEGG // G -1.10 -1.04 1.13 -1.13 1.09 1.10 -1.68 -1.11 -3.33 -1.95 -2.83 -2.41
VAV3 vav 3 guanine nucleotide exchr1p13.3  angiogenesis Integrin-mediated_cell_adhesion_KEGG // G 1.07 1.03 1.06 -1.17 -1.21 -1.19 -1.28 -1.15 -2.23 -1.35 -2.34 -2.22
VCAM1 vascular cell adhesion mole chr1p32-p31  response to hypoxia --- -4.59 -4.24 1.07 1.95 3.18 1.87 1.13 -1.24 1.38 2.78 -1.07 -7.08
VCAN versican chr5q14.3  carbohydrate metabolic process --- 1.34 1.75 2.49 6.07 1.56 -3.01 1.30 2.48 1.14 1.77 4.58 1.94
VCPIP1 valosin containing protein (pchr8q13  proteolysis --- 1.03 1.03 -1.07 -1.08 1.03 -1.01 1.03 -1.01 2.21 1.49 2.77 2.69
VCPIP1 valosin containing protein (pchr8q13  proteolysis --- 1.24 1.17 1.17 -1.15 1.16 1.22 -1.48 -1.16 -1.30 -1.14 1.12 1.07
VCPIP1 valosin containing protein (pchr8q13  proteolysis --- -1.06 -1.27 1.36 1.04 -1.28 1.02 -1.26 -1.10 -1.32 -1.34 1.39 1.34
VDAC1 voltage-dependent anion ch chr5q31  behavioral fear response --- -1.09 -1.10 1.02 1.10 1.13 -1.09 1.20 1.21 1.46 1.35 1.25 1.41
VDAC1 voltage-dependent anion ch chr5q31  behavioral fear response --- 1.29 1.54 -1.64 -1.36 1.10 1.35 1.10 -1.39 2.34 3.18 -1.09 -1.11
VDAC2 voltage-dependent anion ch chr10q22  transport --- -1.07 -1.00 -1.04 -1.03 -1.04 -1.06 1.09 1.01 1.34 1.31 1.27 1.34
VDAC3 voltage-dependent anion ch chr8p11.2  transport --- 1.00 1.05 -1.07 1.04 -1.08 1.01 -1.11 -1.02 -1.03 1.01 -1.22 -1.08
VDAC3 voltage-dependent anion ch chr8p11.2  transport --- -1.09 -1.03 -1.01 -1.02 1.08 -1.11 -1.04 -1.12 -1.25 -1.16 -1.14 -1.10
VDAC3 voltage-dependent anion ch chr8p11.2  transport --- 1.07 1.07 1.00 1.05 1.04 1.04 -1.31 -1.40 -1.66 -1.12 -1.21 -1.11
VDR vitamin D (1,25- dihydroxy chr12q13.11  negative regulation of transcription from Nuclear_Receptors // GenMAPP /// Ovarian_ -1.08 -1.20 1.10 1.10 1.16 -1.05 1.31 -1.04 1.77 1.24 1.05 1.30
VDR vitamin D (1,25- dihydroxy chr12q13.11  negative regulation of transcription from Nuclear_Receptors // GenMAPP /// Ovarian_ 1.06 1.02 1.03 -1.22 -1.08 -1.53 1.55 1.31 -1.27 -1.08 -1.17 -1.10
VEGFA vascular endothelial growth chr6p12  negative regulation of transcription from Hypertrophy_model // GenMAPP 1.22 1.47 -1.28 -1.15 -1.25 -1.06 1.31 -1.08 5.50 5.47 5.70 6.08
VEGFA vascular endothelial growth chr6p12  negative regulation of transcription from Hypertrophy_model // GenMAPP 1.14 -1.03 -1.06 1.05 -1.54 -1.25 1.08 -1.02 1.31 1.41 1.88 1.95
VEGFA vascular endothelial growth chr6p12  negative regulation of transcription from Hypertrophy_model // GenMAPP -1.06 -1.13 -1.08 1.04 1.20 1.00 1.64 1.14 4.14 2.99 4.47 4.10
VEGFA vascular endothelial growth chr6p12  negative regulation of transcription from Hypertrophy_model // GenMAPP -1.01 1.02 1.08 1.04 1.14 -1.02 1.43 1.07 1.98 1.99 3.22 3.24
VEGFC vascular endothelial growth chr4q34.3  angiogenesis --- -1.18 -1.03 1.17 -1.04 1.34 -1.30 1.40 1.04 2.55 2.05 2.23 2.17
VENTX VENT homeobox chr10q26.3  regulation of transcription, DNA-depende--- -1.03 1.01 -2.12 -1.29 -2.10 -1.26 -1.77 -3.27 -1.91 1.05 -1.29 -1.96
VEPH1 ventricular zone expressed Pchr3q24-q25 0 --- 1.05 -1.11 -1.30 1.03 1.17 -1.11 -1.18 -1.13 1.17 1.08 -2.97 -6.72
VEPH1 ventricular zone expressed Pchr3q24-q25 0 --- 1.04 1.06 1.12 1.08 -1.02 -1.04 -1.05 1.14 -2.32 -2.08 -3.99 -5.64
VEPH1 ventricular zone expressed Pchr3q24-q25 0 --- -1.14 -1.37 1.08 1.16 1.11 -1.13 1.12 1.09 -1.50 -1.45 -4.08 -2.42
VEZF1 vascular endothelial zinc finchr17q22  angiogenesis --- 1.04 -1.01 1.03 1.01 1.02 1.01 1.00 -1.01 -1.39 -1.34 -1.33 -1.23
VGLL2 vestigial like 2 (Drosophila)chr6q22.1  transcription, DNA-dependent --- -4.64 -1.48 -4.34 -3.06 -2.66 2.84 -2.02 -1.27 -2.29 1.33 2.75 3.66
VGLL3 vestigial like 3 (Drosophila)chr3p12.1  transcription, DNA-dependent --- 1.08 1.16 -1.13 -1.09 -1.16 1.00 -1.28 -1.17 -1.44 -1.10 -1.29 -1.50
VGLL3 vestigial like 3 (Drosophila)chr3p12.1  transcription, DNA-dependent --- -1.01 1.02 1.09 1.06 1.08 1.06 -1.49 -1.20 -2.56 -1.69 -3.70 -3.68
VGLL4 vestigial like 4 (Drosophila)chr3p25.3  transcription, DNA-dependent --- 1.05 1.10 -1.03 -1.06 -1.01 1.00 -1.07 -1.07 -1.34 -1.12 -1.20 -1.22
VIMP VCP-interacting membrane chr15q26.3  negative regulation of acute inflammatory--- 1.07 1.04 1.01 -1.02 1.04 -1.05 1.05 1.00 1.31 1.16 1.91 1.81
VIPAS39 VPS33B interacting protein chr14q24.3-q31  transcription, DNA-dependent --- -1.03 1.01 1.13 1.05 1.11 1.01 1.19 -1.02 -1.44 -1.52 -1.20 -1.33
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VIPAS39 VPS33B interacting protein chr14q24.3-q31  transcription, DNA-dependent --- 1.13 1.08 -1.23 -1.57 1.50 1.11 -1.37 -1.17 -1.22 -1.38 -1.21 -1.16
VIPR1 vasoactive intestinal peptidechr3p22  muscle contraction GPCRDB_Class_B_Secretin-like // GenMAP 1.30 1.31 -1.01 1.25 -1.11 -1.25 -1.05 1.01 -1.71 -1.60 -2.23 -2.89
VIPR2 vasoactive intestinal peptidechr7q36.3  signal transduction GPCRDB_Class_B_Secretin-like // GenMAP -1.04 1.05 -1.01 1.04 1.19 -1.02 1.06 -1.02 -1.59 -1.93 -3.42 -2.80
VIPR2 vasoactive intestinal peptidechr7q36.3  signal transduction GPCRDB_Class_B_Secretin-like // GenMAP -1.17 -1.12 1.11 1.20 1.22 -1.05 1.21 1.11 -4.21 -4.48 -6.10 -4.96
VIPR2 vasoactive intestinal peptidechr7q36.3  signal transduction GPCRDB_Class_B_Secretin-like // GenMAP 1.12 -1.04 1.40 1.56 1.10 -1.11 -1.01 -1.02 -1.94 -2.23 -4.72 -4.60
VIT vitrin chr2p22.2  positive regulation of cell-substrate adhes--- -1.29 -2.06 1.61 1.60 -1.56 2.80 -1.22 -1.11 -2.75 -4.24 -2.22 -2.91
VKORC1 vitamin K epoxide reductas chr16p11.2  drug metabolic process --- 1.02 -1.01 1.06 1.08 -1.02 -1.05 1.29 1.10 1.56 1.32 1.11 1.24
VLDLR very low density lipoproteinchr9p24  negative regulation of transcription from --- 1.13 -1.07 1.23 1.03 1.42 1.25 1.12 -1.11 1.31 1.98 2.75 2.84
VMA21 VMA21 vacuolar H+-ATPachrXq28  vacuolar proton-transporting V-type ATP--- 1.19 1.13 -1.01 1.01 -1.05 -1.03 1.16 1.14 2.57 2.19 3.41 3.08
VMA21 VMA21 vacuolar H+-ATPachrXq28  vacuolar proton-transporting V-type ATP--- -1.09 -1.00 -1.06 -1.10 1.03 -1.00 -1.17 -1.15 -1.38 -1.24 -1.67 -1.61
VMA21 VMA21 vacuolar H+-ATPachrXq28  vacuolar proton-transporting V-type ATP--- -1.14 -1.48 -1.22 -1.48 -1.66 1.25 1.27 1.56 1.05 1.19 2.11 1.26
VPS13A vacuolar protein sorting 13 chr9q21  transport --- 1.28 1.01 1.04 -1.06 -1.06 1.05 -1.44 -1.35 -1.40 -1.34 -1.60 -2.72
VPS13A vacuolar protein sorting 13 chr9q21  transport --- 1.35 1.28 1.10 1.12 -1.07 1.15 -1.30 -1.26 -1.39 -1.35 -1.38 -1.70
VPS13A vacuolar protein sorting 13 chr9q21  Golgi to endosome transport --- -1.03 -1.02 1.27 1.12 -1.15 -1.03 -1.17 -1.01 -2.11 -1.61 -1.39 -1.44
VPS13A vacuolar protein sorting 13 chr9q21  transport --- 1.15 1.01 1.10 1.16 -1.07 1.14 -1.16 -1.22 -1.83 -1.34 -1.41 -1.54
VPS13A vacuolar protein sorting 13 chr9q21  transport --- 1.10 1.00 1.04 1.19 -1.05 1.09 -1.14 -1.02 -1.77 -1.46 -1.79 -1.67
VPS13B vacuolar protein sorting 13 chr8q22.2  transport --- -1.21 1.52 1.23 1.23 -1.59 -1.02 1.60 -1.50 10.15 4.66 1.62 1.23
VPS13B vacuolar protein sorting 13 chr8q22.2  transport --- 1.01 1.00 -1.02 -1.03 -1.01 1.03 -1.07 1.01 -2.10 -1.81 -2.32 -2.13
VPS13B vacuolar protein sorting 13 chr8q22.2  transport --- 1.03 1.04 1.12 1.09 -1.02 -1.01 -1.13 -1.08 -2.69 -2.21 -2.48 -2.72
VPS13C vacuolar protein sorting 13 chr15q22.2 0 --- 1.54 -1.05 1.39 -1.31 -1.10 1.16 -1.06 -1.13 -1.79 -1.57 -4.04 -3.14
VPS13C vacuolar protein sorting 13 chr15q22.2  protein localization --- 1.25 1.12 1.04 1.02 -1.04 1.03 -1.20 -1.11 -1.87 -1.37 -2.11 -2.29
VPS13D vacuolar protein sorting 13 chr1p36.22  protein localization --- -1.02 1.05 1.01 1.00 1.12 -1.13 1.00 -1.02 -2.26 -1.80 -2.30 -1.74
VPS13D vacuolar protein sorting 13 chr1p36.22  protein localization --- 1.06 1.04 1.16 -1.06 1.01 1.07 -1.17 -1.27 -1.47 -1.27 -1.19 -1.11
VPS25 vacuolar protein sorting 25 chr17q21.31  transcription, DNA-dependent --- -1.10 -1.08 1.00 -1.12 1.08 -1.02 1.01 -1.16 1.36 1.35 1.29 1.33
VPS26B vacuolar protein sorting 26 chr11q25  transport --- 1.03 1.11 1.06 1.15 1.11 1.19 1.08 -1.02 -1.40 -1.33 -1.36 -1.25
VPS33A vacuolar protein sorting 33 chr12q24.31  transport --- 1.10 1.15 1.01 1.10 -1.07 1.02 -1.13 1.02 -1.73 -1.38 -1.68 -1.91
VPS33A vacuolar protein sorting 33 chr12q24.31  transport --- 1.04 1.01 1.09 1.16 1.14 1.16 1.00 1.02 -1.72 -1.64 -1.43 -1.47
VPS33B vacuolar protein sorting 33 chr15q26.1  transport --- -1.10 -1.07 1.12 1.10 1.08 -1.12 1.14 1.19 1.31 1.15 1.04 1.20
VPS35 vacuolar protein sorting 35 chr16q12  transport --- -1.10 -1.02 -1.04 -1.03 -1.04 -1.07 1.02 1.06 -1.08 -1.00 -1.14 -1.01
VPS36 vacuolar protein sorting 36 chr13q14.3  transcription, DNA-dependent --- -1.03 -1.05 -1.00 -1.05 1.01 1.16 -1.31 -1.22 -2.60 -1.78 -2.47 -2.64
VPS37A vacuolar protein sorting 37 chr8p22  transport --- 1.13 1.17 1.06 -1.06 -1.13 -1.04 -1.00 -1.05 1.31 1.39 1.73 1.34
VPS37A vacuolar protein sorting 37 chr8p22  transport --- 1.01 -1.12 -1.01 -1.20 1.24 1.17 -1.15 -1.07 -1.07 1.11 1.67 1.55
VPS37C vacuolar protein sorting 37 chr11q12.2  transport --- 1.02 -1.07 1.07 1.19 -1.00 -1.09 1.21 1.25 1.53 1.27 1.45 1.53
VPS37C vacuolar protein sorting 37 chr11q12.2  transport --- 1.22 -1.05 1.00 1.11 1.05 -1.02 1.25 1.34 1.68 1.29 1.46 1.43
VPS39 vacuolar protein sorting 39 chr15q15.1  transport --- -1.03 1.00 1.06 1.16 1.15 1.02 1.03 1.08 -1.41 -1.23 -1.54 -1.28
VPS41 vacuolar protein sorting 41 chr7p14-p13  transport --- 1.16 1.14 1.07 1.01 1.04 1.16 -1.37 -1.12 -2.04 -1.78 -1.99 -2.23
VPS41 vacuolar protein sorting 41 chr7p14-p13  transport --- 1.13 1.12 -1.39 1.23 1.06 1.23 1.10 -1.10 -1.83 -1.77 -1.32 -1.26
VPS41 vacuolar protein sorting 41 chr7p14-p13  transport --- -1.03 -1.01 1.10 -1.06 1.05 -1.12 -1.07 1.04 -2.09 -1.92 -1.79 -1.94
VPS45 vacuolar protein sorting 45 chr1q21.2  transport --- 1.02 -1.00 -1.01 1.05 1.05 1.02 -1.04 -1.07 -1.18 -1.13 -1.31 -1.27
VPS4B vacuolar protein sorting 4 h chr18q21.33  ATP catabolic process --- 1.04 1.17 -1.05 -1.03 -1.29 -1.06 -1.20 -1.12 -1.83 -1.55 -1.27 -1.32
VPS51 vacuolar protein sorting 51 chr11q13  transport --- -1.01 -1.00 -1.02 1.08 -1.03 -1.16 1.42 1.30 1.11 -1.15 -1.59 -1.46
VPS52 vacuolar protein sorting 52 chr6p21.3  transport --- 1.03 -1.00 1.00 1.03 1.03 -1.02 -1.03 -1.02 -1.20 -1.12 -1.42 -1.28
VPS53 vacuolar protein sorting 53 chr17p13.3  transport --- 1.02 -1.16 -1.10 1.03 -1.06 1.02 1.01 1.19 -2.18 -2.33 -2.27 -1.38
VPS53 vacuolar protein sorting 53 chr17p13.3  transport --- 1.06 1.02 1.33 1.39 -1.02 -1.19 -1.05 -1.09 1.01 -1.13 1.02 1.14
VPS53 vacuolar protein sorting 53 chr17p13.3  transport --- -1.06 -1.06 1.01 1.02 1.15 -1.12 -1.30 -1.09 -2.62 -2.27 -2.27 -2.22
VPS53 vacuolar protein sorting 53 chr17p13.3  transport --- 1.08 1.10 1.11 1.02 -1.11 -1.01 1.17 -1.08 -1.27 -1.26 -1.31 -1.17
VPS54 vacuolar protein sorting 54 chr2p13-p14  transport --- 1.03 1.09 1.09 1.03 -1.07 1.02 -1.29 -1.04 -1.39 -1.19 -1.42 -1.48
VRK2 vaccinia related kinase 2 chr2p16.1  protein phosphorylation --- 1.02 1.05 1.04 1.18 1.08 1.05 -1.05 1.04 -1.37 -1.20 -1.28 -1.12
VRK3 vaccinia related kinase 3 chr19q13  protein phosphorylation --- -1.31 -1.26 1.07 -1.02 1.10 1.03 -1.05 1.02 -1.12 -1.11 1.08 1.44
VRK3 vaccinia related kinase 3 chr19q13  protein phosphorylation --- -1.03 1.14 1.31 1.18 -1.04 -1.00 -1.17 1.20 -1.10 -1.55 -2.04 -1.95
VRK3 vaccinia related kinase 3 chr19q13  protein phosphorylation --- -1.26 -1.25 1.14 1.02 1.11 1.02 1.26 1.13 1.43 1.29 1.52 1.56
VSIG10 V-set and immunoglobulin chr12q24.23 0 --- 1.11 1.13 -1.03 -1.09 1.08 1.08 -1.07 1.06 -1.69 -1.72 -2.10 -2.77
VSIG10 V-set and immunoglobulin chr12q24.23 0 --- 1.16 1.16 -1.00 1.06 -1.25 1.04 -1.07 1.04 -1.35 -1.48 -1.59 -1.99
VSIG10 V-set and immunoglobulin chr12q24.23 0 --- 1.14 1.01 -1.07 -1.20 -1.11 -1.10 1.15 1.11 -2.18 -2.31 -3.35 -3.01
VSIG10 V-set and immunoglobulin chr12q24.23 0 --- -1.07 -1.22 1.06 -1.02 1.17 1.22 -1.28 -1.12 -2.17 -1.62 -2.06 -1.90
VSIG10L V-set and immunoglobulin chr19q13.41 0 --- -1.00 -1.21 -1.12 1.06 -1.10 -1.01 1.15 1.13 -1.42 -1.36 -1.89 -1.66
VTA1 Vps20-associated 1 homolo chr6q24.1  transport --- -1.00 1.03 1.01 -1.12 1.05 -1.06 1.11 1.05 1.04 1.18 1.31 1.12
VTI1A vesicle transport through intchr10q25.2  transport --- 1.02 1.15 1.03 -1.09 -1.10 1.01 -1.08 -1.12 1.21 1.23 -1.04 -1.10
VTI1A vesicle transport through intchr10q25.2  transport --- -1.01 1.05 -1.14 -1.01 -1.09 1.04 -1.30 -1.16 -1.98 -1.87 -1.73 -2.31
VTI1A vesicle transport through intchr10q25.2  transport --- -1.10 -1.10 -1.11 1.03 -1.13 -1.19 1.42 1.31 1.94 1.57 1.14 1.09
VTI1A vesicle transport through intchr10q25.2  transport --- 1.79 1.47 1.03 -1.26 -1.05 1.09 -1.33 -1.09 -4.26 -2.87 -1.90 -2.11
VTI1B vesicle transport through intchr14q24.1  autophagic vacuole fusion --- -1.10 1.06 -1.05 -1.06 1.22 1.03 -1.05 -1.00 -1.10 -1.05 -1.60 -1.28
VTI1B vesicle transport through intchr14q24.1  autophagic vacuole fusion --- -1.03 -1.10 -1.01 1.12 1.07 -1.12 1.02 1.09 1.08 1.02 -1.45 -1.12
VWA3B von Willebrand factor A do chr2q11.2 0 --- -1.87 -1.09 -1.12 2.04 7.13 1.35 -7.34 -1.68 1.08 -4.03 1.11 -1.15
VWA5A von Willebrand factor A do chr11q24.1 0 --- 1.10 1.07 -1.07 -1.01 1.13 1.05 1.20 1.15 2.20 1.84 1.64 1.36
VWA5A von Willebrand factor A do chr11q24.1 0 --- -1.11 -1.05 -1.19 -1.28 1.16 1.07 -1.12 -1.08 1.07 1.13 1.32 1.48
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VWA8 von Willebrand factor A do chr13q14.11  ATP catabolic process --- 1.11 1.19 -1.02 -1.07 1.11 -1.12 -1.21 1.09 -1.29 -1.05 -1.63 -1.63
VWA8 von Willebrand factor A do chr13q14.11  ATP catabolic process --- -1.03 -1.08 -1.04 -1.05 1.06 1.06 -1.01 1.12 -1.94 -1.45 -1.93 -2.01
VWA9 von Willebrand factor A do chr15q22.31 0 --- 1.08 1.05 1.03 -1.04 1.13 1.05 -1.04 -1.11 -1.30 -1.41 1.10 -1.05
WAC WW domain containing adachr10p12.1|10p12.1  cell cycle checkpoint --- -1.14 -1.22 -1.00 1.03 1.01 -1.02 1.07 1.07 1.23 1.12 1.22 1.35
WAC WW domain containing adachr10p12.1|10p12.1  cell cycle checkpoint --- 1.03 1.25 1.12 1.03 -1.26 -1.09 -1.52 -1.27 -1.37 -1.46 -1.32 -1.23
WAPAL wings apart-like homolog (Dchr10q23.2  mitotic cell cycle --- -1.17 -1.02 1.02 1.05 1.10 1.12 -1.02 1.01 1.10 1.03 1.62 1.62
WAPAL wings apart-like homolog (Dchr10q23.2  mitotic cell cycle --- 1.06 1.10 1.13 -1.07 -1.00 -1.01 -1.09 -1.18 1.09 1.04 1.49 1.52
WAPAL wings apart-like homolog (Dchr10q23.2  mitotic cell cycle --- -1.14 -1.00 1.09 1.06 1.14 1.15 -1.05 1.17 1.05 1.04 1.46 1.38
WARS tryptophanyl-tRNA synthetachr14q32.31  angiogenesis --- 1.13 1.05 1.03 -1.01 1.17 -1.00 1.27 -1.02 1.60 1.34 1.11 1.21
WARS tryptophanyl-tRNA synthetachr14q32.31  angiogenesis --- -1.06 -1.06 -1.01 1.05 1.11 -1.06 1.26 1.19 1.74 1.41 1.06 1.13
WARS2 tryptophanyl tRNA synthetachr1p12  vasculogenesis --- 1.01 1.03 1.15 -1.01 1.05 1.01 1.24 1.02 1.09 -1.05 1.03 -1.28
WARS2 tryptophanyl tRNA synthetachr1p12  vasculogenesis --- -1.02 -1.00 1.03 1.17 1.08 -1.01 1.26 1.19 -1.30 -1.21 -1.26 -1.13
WASF1 WAS protein family, membchr6q21  protein complex assembly --- 1.06 1.13 -1.02 -1.08 -1.11 1.06 -1.23 -1.12 -1.60 -1.23 -1.21 -1.28
WASF2 WAS protein family, membchr1p36.11  regulation of neurotransmitter levels --- -1.11 -1.11 1.10 1.04 1.06 1.04 1.11 -1.01 1.48 1.52 1.35 1.47
WASF2 WAS protein family, membchr1p36.11  regulation of neurotransmitter levels --- -1.34 -1.28 1.12 1.00 1.34 1.23 1.27 -1.00 1.34 1.35 1.69 1.60
WASF2 WAS protein family, membchr1p36.11  regulation of neurotransmitter levels --- -1.12 -1.09 1.05 1.04 1.08 1.04 1.10 1.05 1.30 1.23 1.29 1.32
WBP2 WW domain binding proteinchr17q25 0 --- 1.19 1.15 1.09 -1.07 1.05 1.06 1.02 1.06 1.16 1.06 1.54 1.27
WBP4 WW domain binding proteinchr13q14.11  mRNA processing --- 1.64 1.58 1.13 1.02 1.03 -1.10 1.09 1.17 -1.94 -1.74 -1.23 -1.42
WBSCR28 Williams-Beuren syndrome chr7q11.23 0 --- -2.31 -1.52 -1.20 1.10 -2.02 -1.10 1.04 -1.33 2.03 1.97 1.23 -1.34
WDFY2 WD repeat and FYVE domachr13q14.3 0 --- 1.03 1.07 -1.20 1.13 1.22 -1.11 -1.03 1.50 1.43 1.20 1.39 1.51
WDFY3 WD repeat and FYVE domachr4q21.23 0 --- -1.05 -1.05 1.18 1.01 -1.11 -1.07 1.09 -1.21 -1.74 -1.47 -1.93 -2.19
WDFY3 WD repeat and FYVE domachr4q21.23 0 --- -1.11 1.02 1.21 1.03 -1.26 -1.21 -1.41 -1.33 -3.57 -1.88 -2.05 -2.79
WDFY3 WD repeat and FYVE domachr4q21.23 0 --- 1.22 1.29 1.04 -1.07 -1.03 -1.02 -1.15 -1.15 -3.18 -1.95 -2.54 -3.30
WDFY3-AS2 WDFY3 antisense RNA 2 chr4q21.3 0 --- -2.01 -1.26 1.08 1.46 -1.29 1.29 -1.31 -2.33 -2.10 -1.43 -3.63 -1.56
WDHD1 WD repeat and HMG-box Dchr14q22.2  RNA processing --- 1.20 1.08 1.26 1.01 -1.12 -1.11 -1.17 -1.05 -1.29 -1.29 -1.34 -1.59
WDHD1 WD repeat and HMG-box Dchr14q22.2  RNA processing --- 1.10 1.06 -1.04 1.02 -1.14 1.11 -1.11 1.10 -1.19 -1.02 -1.39 -1.32
WDR1 WD repeat domain 1 chr4p16.1  platelet degranulation Hypertrophy_model // GenMAPP 1.06 1.00 1.16 1.15 1.09 1.09 -1.09 1.03 1.78 1.54 1.32 1.25
WDR1 WD repeat domain 1 chr4p16.1  platelet degranulation Hypertrophy_model // GenMAPP 1.10 1.06 1.14 1.08 1.14 1.09 -1.03 1.01 -1.05 -1.04 -1.05 -1.07
WDR1 WD repeat domain 1 chr4p16.1  platelet degranulation Hypertrophy_model // GenMAPP -1.01 1.02 1.05 1.08 1.05 -1.09 1.45 1.39 1.71 1.26 1.44 1.49
WDR11 WD repeat domain 11 chr10q26 0 --- -1.89 -2.13 1.08 -1.10 -1.01 -1.07 1.25 1.26 -1.69 -1.85 -1.88 -1.49
WDR11 WD repeat domain 11 chr10q26 0 --- 1.26 1.19 1.04 1.06 -1.09 1.21 -1.30 1.01 -1.58 -1.34 -1.66 -1.82
WDR11-AS1 WDR11 antisense RNA 1 chr10q26.13 0 --- -1.48 -1.12 1.07 -1.52 1.35 1.27 -1.04 1.81 1.26 1.56 2.02 2.09
WDR16 WD repeat domain 16 chr17p13.1 0 --- -1.61 -1.56 1.82 1.27 1.01 1.08 1.03 1.11 -2.37 -2.12 -1.81 -2.06
WDR19 WD repeat domain 19 chr4p14  cell morphogenesis --- 1.69 -1.07 1.40 1.43 -2.67 -1.69 1.02 1.06 -3.87 -2.31 -3.06 -3.16
WDR19 WD repeat domain 19 chr4p14  cell morphogenesis --- 1.07 1.27 -1.04 -1.04 -1.02 -1.04 1.03 1.00 -3.17 -2.88 -4.18 -5.04
WDR19 WD repeat domain 19 chr4p14  cell morphogenesis --- -1.26 1.21 1.26 1.17 -1.30 -1.15 -1.57 -1.97 -1.18 -1.46 -1.58 -1.96
WDR20 WD repeat domain 20 chr14q32.31 0 --- -1.01 1.03 1.08 1.05 -1.05 -1.04 -1.17 -1.05 1.36 1.14 1.74 1.29
WDR24 WD repeat domain 24 chr16p13.3  protein import into peroxisome matrix --- 1.12 1.12 -1.06 1.03 1.05 -1.01 1.22 1.23 1.76 1.13 1.73 1.79
WDR25 WD repeat domain 25 chr14q32.2 0 --- -1.04 -1.22 1.00 -1.04 -1.05 -1.00 -1.09 1.04 1.89 1.98 1.86 2.23
WDR26 WD repeat domain 26 chr1q42.13 0 --- 1.24 1.15 1.24 1.20 1.20 1.32 -1.02 1.15 1.15 1.31 1.27 1.05
WDR26 WD repeat domain 26 chr1q42.13 0 --- -1.08 -1.03 1.07 1.07 1.01 1.01 -1.02 1.04 -1.31 -1.27 -1.02 1.02
WDR26 WD repeat domain 26 chr1q42.13 0 --- -1.04 -1.08 -1.12 -1.10 1.13 1.00 1.46 1.20 1.07 1.26 1.59 1.63
WDR27 WD repeat domain 27 chr6q27 0 --- 1.20 -1.19 -1.24 1.02 1.01 -1.13 1.21 1.42 1.27 1.49 1.05 1.45
WDR27 WD repeat domain 27 chr6q27 0 --- 1.08 1.24 1.22 1.15 1.54 1.31 1.11 -1.10 -3.27 -2.35 -1.52 -2.48
WDR27 WD repeat domain 27 chr6q27 0 --- 1.15 1.05 -1.01 1.09 -1.14 1.09 -1.27 1.10 -1.82 -1.41 -1.75 -2.20
WDR31 WD repeat domain 31 chr9q32 0 --- -1.11 -1.11 1.08 -1.13 -1.27 1.03 -1.22 -1.25 -3.00 -2.72 -2.88 -2.16
WDR31 WD repeat domain 31 chr9q32 0 --- 1.23 1.06 1.63 -1.30 1.34 2.39 -1.76 -1.24 -1.96 -1.15 -2.04 -1.98
WDR34 WD repeat domain 34 chr9q34.11 0 --- -1.16 -1.07 -1.02 1.01 1.08 -1.08 1.07 1.09 1.08 -1.03 -1.34 -1.19
WDR35 WD repeat domain 35 chr2p24.1  cell projection organization --- 1.14 1.14 -1.05 -1.06 1.10 1.12 1.10 1.18 -2.09 -2.40 1.11 -1.15
WDR35 WD repeat domain 35 chr2p24.1  cell projection organization --- 1.08 1.01 -1.05 1.14 -1.22 1.00 -1.35 -1.05 -2.42 -2.40 -1.99 -1.87
WDR36 WD repeat domain 36 chr5q22.1  retina homeostasis --- -1.13 -1.03 1.03 1.05 -1.01 -1.06 1.23 1.16 1.60 1.37 2.10 1.91
WDR37 WD repeat domain 37 chr10p15.3 0 --- -1.04 -1.14 1.01 1.13 1.30 1.71 -1.01 1.18 1.85 2.03 1.80 2.15
WDR4 WD repeat domain 4 chr21q22.3  tRNA modification --- -1.17 -1.22 1.13 1.05 1.24 1.10 -1.16 -1.23 -1.31 -1.31 -1.43 -1.28
WDR4 WD repeat domain 4 chr21q22.3  tRNA modification --- -1.05 -1.08 1.04 1.11 1.04 -1.05 1.04 1.13 -1.20 -1.48 -1.44 -1.29
WDR41 WD repeat domain 41 chr5q13.3 0 --- -1.06 1.01 -1.04 -1.01 1.04 -1.01 1.03 1.06 -1.11 -1.00 -1.17 -1.14
WDR41 WD repeat domain 41 chr5q13.3 0 --- 1.47 1.32 -1.15 1.02 1.25 1.39 -1.04 1.01 -2.83 -2.17 -2.89 -3.29
WDR41 WD repeat domain 41 chr5q13.3 0 --- -1.00 -1.07 1.06 1.05 1.08 -1.05 1.14 1.12 1.31 1.32 1.12 1.21
WDR45 WD repeat domain 45 chrXp11.23  autophagic vacuole assembly --- 1.06 1.00 1.03 1.14 1.01 -1.03 1.16 1.19 1.07 -1.00 -1.82 -1.63
WDR45 WD repeat domain 45 chrXp11.23  autophagic vacuole assembly --- -1.02 -1.03 1.01 1.14 1.00 -1.12 1.10 1.15 1.12 -1.04 -1.72 -1.52
WDR45B WD repeat domain 45B chr17q25.3  autophagic vacuole assembly --- 1.00 1.04 -1.02 -1.08 1.01 1.04 1.07 -1.05 1.71 1.81 1.39 1.42
WDR46 WD repeat domain 46 chr6p21.3 0 --- -1.14 -1.23 1.15 1.08 1.04 -1.09 1.20 1.24 1.21 1.04 1.47 1.80
WDR5 WD repeat domain 5 chr9q34  skeletal system development --- -1.03 -1.10 -1.10 -1.08 1.22 1.09 -1.05 1.00 1.32 1.34 1.34 1.38
WDR52 WD repeat domain 52 chr3q13.2 0 --- 1.04 1.03 1.01 -1.15 1.10 1.01 1.15 -1.09 -2.55 -2.66 -3.16 -5.24
WDR52 WD repeat domain 52 chr3q13.2 0 --- -1.11 -1.28 1.02 1.26 1.30 1.22 -1.04 1.00 -2.27 -2.58 -4.02 -1.99
WDR53 WD repeat domain 53 chr3q29 0 --- 1.17 1.04 1.08 1.15 -1.12 1.08 -1.01 -1.05 1.21 1.28 1.32 1.37
WDR55 WD repeat domain 55 chr5q31.3  rRNA processing --- 1.03 1.11 -1.03 -1.06 1.04 1.01 -1.02 -1.00 1.93 1.15 2.37 2.97
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WDR55 WD repeat domain 55 chr5q31.3  rRNA processing --- 1.24 1.04 1.13 1.11 -1.05 -1.14 1.27 1.03 -1.01 -1.07 1.28 1.67
WDR59 WD repeat domain 59 chr16q23.1 0 --- 1.25 1.23 1.09 1.04 1.04 -1.53 1.25 1.26 2.98 2.80 1.77 1.48
WDR59 WD repeat domain 59 chr16q23.1 0 --- -1.06 -1.08 1.01 1.04 1.25 1.14 1.25 1.26 1.68 1.54 1.61 1.37
WDR59 WD repeat domain 59 chr16q23.1 0 --- -1.05 1.02 1.10 1.08 -1.00 -1.14 1.18 1.02 -1.12 -1.22 -1.20 -1.25
WDR5B WD repeat domain 5B chr3q21.1 0 --- -1.21 -1.27 1.14 1.09 1.07 1.05 -1.44 1.12 -3.00 -2.54 -1.93 -1.79
WDR6 WD repeat domain 6 chr3p21.31  cell cycle --- -1.10 -1.07 -1.01 1.00 -1.03 -1.08 1.08 1.09 1.10 -1.09 -1.05 1.04
WDR60 WD repeat domain 60 chr7q36.3 0 --- 1.07 -1.06 1.05 1.11 1.04 -1.01 1.15 1.12 -1.69 -1.39 -1.39 -1.20
WDR61 WD repeat domain 61 chr15q25.1  transcription, DNA-dependent --- 1.04 -1.48 -1.28 -1.21 -1.35 -1.05 -1.04 1.21 -1.28 -1.20 -2.64 -1.94
WDR62 WD repeat domain 62 chr19q13.12  nervous system development --- -1.08 -1.18 1.29 1.33 -1.08 -1.07 1.35 1.05 1.48 1.23 1.12 1.20
WDR66 WD repeat domain 66 chr12q24.31 0 --- -1.42 -1.30 -1.09 1.04 -2.09 1.31 1.82 1.28 -1.07 1.67 1.23 1.36
WDR66 WD repeat domain 66 chr12q24.31 0 --- 1.16 -1.44 1.03 -1.22 -1.74 1.86 1.41 1.43 3.18 3.86 1.16 1.52
WDR67 WD repeat domain 67 chr8q24.13  regulation of Rab GTPase activity --- 1.10 1.04 -1.02 -1.03 -1.04 -1.04 -1.27 -1.06 -1.59 -1.55 -1.41 -1.24
WDR67 WD repeat domain 67 chr8q24.13  regulation of Rab GTPase activity --- -1.05 -1.17 1.15 -1.03 -1.12 -1.10 -1.13 -1.19 -1.03 -1.03 1.20 1.13
WDR7 WD repeat domain 7 chr18q21.31 0 --- -1.00 -1.06 1.08 1.11 1.02 1.04 -1.30 -1.21 -2.20 -1.91 -2.29 -1.50
WDR70 WD repeat domain 70 chr5p13.2 0 --- -1.09 -1.06 -1.03 -1.09 1.05 1.01 1.04 -1.05 -1.22 -1.32 -1.16 -1.10
WDR72 WD repeat domain 72 chr15q21.3 0 --- 1.19 1.16 -1.17 -1.25 1.30 1.43 -1.29 1.09 -2.29 -1.68 -3.44 -3.04
WDR73 WD repeat domain 73 chr15q25.2 0 --- 1.01 -1.03 1.02 1.18 -1.01 1.04 1.11 1.25 -1.70 -1.66 -2.03 -1.55
WDR73 WD repeat domain 73 chr15q25.2 0 --- 1.65 1.71 1.30 1.39 -1.16 1.21 1.22 1.14 -2.14 -1.54 -1.85 -1.41
WDR74 WD repeat domain 74 chr11q12.3  blastocyst formation --- -1.96 -2.86 1.09 -1.50 1.23 2.08 -3.15 -1.22 -2.12 -1.78 1.06 2.31
WDR74 WD repeat domain 74 chr11q12.3  blastocyst formation --- -1.06 -1.05 1.03 1.01 -1.00 -1.03 1.10 -1.01 1.12 -1.04 1.23 1.33
WDR74 WD repeat domain 74 chr11q12.3  blastocyst formation --- -1.17 -1.11 1.02 -1.03 1.13 -1.03 1.31 1.04 1.23 1.01 1.35 1.39
WDR75 WD repeat domain 75 chr2q32.2 0 --- -1.02 1.10 -1.02 -1.08 -1.06 -1.05 -1.02 1.03 1.03 1.03 1.31 1.19
WDR76 WD repeat domain 76 chr15q15.3 0 --- -1.16 1.01 -1.00 -1.01 -1.18 1.10 -1.42 -1.21 -2.22 -1.64 -1.77 -1.75
WDR76 WD repeat domain 76 chr15q15.3 0 --- -1.04 -1.24 -1.04 -1.04 -1.02 1.19 -1.05 -1.10 -1.59 -1.59 -1.44 -1.45
WDR77 WD repeat domain 77 chr1p13.2  spliceosomal snRNP assembly --- -1.08 -1.03 -1.07 -1.00 -1.05 -1.08 -1.16 -1.02 -1.10 -1.09 -1.05 -1.02
WDR78 WD repeat domain 78 chr1p31.3 0 --- -8.62 1.11 -2.47 -5.49 -3.72 -3.96 2.10 -1.50 1.06 2.24 1.23 1.45
WDR78 WD repeat domain 78 chr1p31.3 0 --- -5.38 1.03 2.83 2.11 2.31 -1.52 -3.54 -2.57 6.78 1.48 2.57 -1.98
WDR83 WD repeat domain 83 chr19p13.2  RNA splicing, via transesterification reac--- -1.06 -1.19 1.02 1.07 -1.04 1.01 1.32 1.22 1.27 1.09 1.46 1.75
WDR86 WD repeat domain 86 chr7q36.1 0 --- 1.63 1.10 1.23 1.07 1.46 1.33 -1.03 -1.12 1.90 1.86 1.26 2.00
WDR89 WD repeat domain 89 chr14q23.2 0 --- 1.12 -1.14 -1.17 -1.23 1.09 -1.03 -1.11 -1.20 -1.43 -1.07 1.06 1.15
WDR89 WD repeat domain 89 chr14q23.2 0 --- -1.17 -1.14 1.12 1.09 1.08 1.12 -1.18 -1.13 -1.01 1.07 1.29 1.32
WDR90 WD repeat domain 90 chr16p13.3 0 --- 4.42 2.56 -1.19 -1.33 -2.23 -1.10 -1.15 -1.52 -2.58 -1.29 -1.62 -1.75
WDR91 WD repeat domain 91 chr7q33 0 --- 1.06 -1.22 1.24 1.01 1.06 -1.25 1.53 1.17 -2.09 -1.98 -1.46 -1.44
WDSUB1 WD repeat, sterile alpha mochr2q24.2  protein ubiquitination --- 1.08 1.19 1.16 1.17 1.03 -1.15 1.01 -1.01 -1.45 -1.55 -1.32 -1.44
WDTC1 WD and tetratricopeptide rechr1p36.11  negative regulation of transcription from --- -1.05 -1.21 -1.17 -1.03 -1.20 -1.23 1.16 1.01 1.06 -1.00 -1.45 -1.22
WDYHV1 WDYHV motif containing chr8q24.13  cellular protein modification process --- -1.04 -1.14 1.16 1.16 1.13 1.17 1.01 -1.03 1.30 1.33 1.42 1.43
WFDC1 WAP four-disulfide core dochr16q24.3  regulation of cell growth --- -1.08 -1.18 1.24 1.28 1.36 1.20 1.33 1.23 1.91 1.64 1.56 1.79
WFDC2 WAP four-disulfide core dochr20q13.12  proteolysis --- -3.81 -1.03 -1.23 -1.25 1.08 -1.32 1.05 1.21 1.24 1.04 1.54 2.14
WFS1 Wolfram syndrome 1 (wolfrchr4p16.1  kidney development --- -1.07 1.05 1.04 1.06 1.00 1.10 1.27 1.03 1.27 1.47 1.58 1.48
WFS1 Wolfram syndrome 1 (wolfrchr4p16.1  kidney development --- -1.09 -1.10 1.01 1.07 1.02 -1.05 1.12 1.14 1.18 1.09 1.30 1.33
WHAMM WAS protein homolog asso chr15q25.2 0 --- -1.08 -1.04 -1.00 -1.11 -1.03 -1.05 1.06 1.09 1.11 1.18 1.45 1.37
WHAMMP2 /WAS protein homolog asso chr15q11.2 /// chr150 --- 1.09 -1.23 -1.07 1.39 -1.26 1.19 1.61 1.05 -1.05 1.37 1.34 1.09
WHSC1 Wolf-Hirschhorn syndrome chr4p16.3  negative regulation of transcription from --- 1.23 1.14 1.02 -1.03 -1.04 1.12 1.04 -1.11 -1.52 -1.26 -1.58 -1.91
WHSC1 Wolf-Hirschhorn syndrome chr4p16.3  negative regulation of transcription from --- -1.10 -1.03 1.08 -1.20 1.10 1.02 1.06 1.04 1.31 1.27 1.13 1.02
WHSC1 Wolf-Hirschhorn syndrome chr4p16.3  negative regulation of transcription from --- -1.30 -1.09 1.20 1.01 -1.18 1.08 -1.12 -1.04 -1.12 1.01 -1.67 -1.25
WHSC1L1 Wolf-Hirschhorn syndrome chr8p11.2  transcription, DNA-dependent --- 1.14 1.10 1.08 -1.08 1.03 1.08 1.18 1.07 1.57 1.36 1.28 -1.49
WHSC1L1 Wolf-Hirschhorn syndrome chr8p11.2  transcription, DNA-dependent --- 1.18 1.24 -1.05 1.08 -1.14 -1.05 1.49 1.36 1.74 1.86 2.52 2.75
WHSC1L1 Wolf-Hirschhorn syndrome chr8p11.2  transcription, DNA-dependent --- -1.14 -1.09 1.02 -1.06 -1.00 -1.07 -1.02 -1.09 -1.36 -1.54 1.00 1.03
WHSC1L1 Wolf-Hirschhorn syndrome chr8p11.2  transcription, DNA-dependent --- -1.07 -1.06 1.06 -1.00 1.06 1.09 -1.03 -1.04 -1.50 -1.46 -1.51 -1.47
WIF1 WNT inhibitory factor 1 chr12q14.3  regulation of transcription, DNA-depende--- 1.19 1.00 -1.80 -1.19 -1.61 -1.37 -1.61 1.08 2.23 2.36 3.07 2.30
WIPF1 WAS/WASL interacting prochr2q31.1  protein complex assembly --- 1.04 1.00 1.03 1.17 1.07 -1.04 1.13 -1.05 1.21 1.06 1.38 1.19
WIPF1 WAS/WASL interacting prochr2q31.1  protein complex assembly --- -1.07 -1.01 1.04 -1.07 -1.02 -1.00 -1.05 -1.00 -1.89 -1.31 -1.65 -2.01
WIPF1 WAS/WASL interacting prochr2q31.1  protein complex assembly --- 1.02 -1.01 -1.04 1.08 -1.05 1.10 -1.22 -1.15 -1.77 -1.36 -1.91 -1.99
WIPF2 WAS/WASL interacting prochr17q21.2  actin cytoskeleton organization --- -1.12 -1.07 -1.10 -1.19 1.14 1.09 1.11 -1.00 1.10 1.31 1.31 1.33
WIPF2 WAS/WASL interacting prochr17q21.2  actin cytoskeleton organization --- 1.16 1.09 1.01 -1.13 1.03 -1.20 -1.01 -1.36 1.64 1.92 2.80 2.44
WIPF3 WAS/WASL interacting prochr7p14.3  multicellular organismal development --- 2.22 1.21 -1.17 1.12 1.17 -1.62 2.81 2.07 2.64 1.98 4.86 3.67
WIPI1 WD repeat domain, phosphochr17q24.2  autophagic vacuole assembly --- 1.22 1.27 1.07 -1.05 -1.07 1.02 -1.16 -1.16 1.47 1.48 1.46 1.64
WIPI1 WD repeat domain, phosphochr17q24.2  autophagic vacuole assembly --- -1.03 1.07 1.15 1.07 1.15 1.10 1.06 1.02 1.62 1.42 1.38 1.35
WIPI2 WD repeat domain, phosphochr7p22.1  autophagic vacuole assembly --- -1.06 -1.12 1.07 1.01 -1.10 -1.10 -1.21 -1.08 -1.31 -1.34 -1.28 -1.23
WIPI2 WD repeat domain, phosphochr7p22.1  autophagic vacuole assembly --- -1.05 -1.09 1.39 1.24 -1.07 -1.03 -1.25 1.03 -2.07 -1.66 -1.39 -1.34
WIPI2 WD repeat domain, phosphochr7p22.1  autophagic vacuole assembly --- -1.11 -1.04 -1.12 -1.20 1.08 -1.05 1.13 1.04 1.03 -1.00 -1.08 -1.05
WLS wntless homolog (Drosophi chr1p31.3  mesoderm formation --- 1.00 -1.04 1.01 1.04 -1.01 1.02 -1.10 -1.05 -1.33 -1.15 -1.22 -1.27
WLS wntless homolog (Drosophi chr1p31.3  mesoderm formation --- -1.15 -1.11 1.01 -1.06 -1.09 -1.08 1.06 1.11 -1.43 -1.39 -1.72 -1.45
WLS wntless homolog (Drosophi chr1p31.3  mesoderm formation --- 1.00 -1.09 1.11 1.09 1.13 1.03 1.02 -1.03 -1.47 -1.43 -1.68 -1.64
WNK1 WNK lysine deficient prote chr12p13.3  positive regulation of systemic arterial bl --- 1.39 -1.01 1.04 -1.25 -1.12 -1.62 1.91 1.17 3.12 2.59 1.12 1.13
WNK1 WNK lysine deficient prote chr12p13.3  positive regulation of systemic arterial bl --- 1.72 1.23 1.41 1.20 1.06 1.02 -1.08 -1.59 -2.93 -1.67 -2.07 -1.98
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WNK1 WNK lysine deficient prote chr12p13.3  positive regulation of systemic arterial bl --- 1.46 1.33 1.56 1.19 1.31 1.77 -1.22 -1.54 -1.84 -2.03 -2.15 -2.07
WNK2 WNK lysine deficient prote chr9q22.3  protein phosphorylation --- 1.22 -1.00 -1.00 1.26 -1.21 -1.17 1.18 1.15 2.08 1.52 1.35 1.26
WNK2 WNK lysine deficient prote chr9q22.3  protein phosphorylation --- -1.09 -1.01 -1.01 1.08 1.03 1.06 -1.00 1.32 1.50 1.31 -1.13 -1.17
WNK4 WNK lysine deficient prote chr17q21-q22  protein phosphorylation --- -2.28 -1.29 -3.05 -1.48 -1.70 -2.51 2.61 -1.32 1.11 1.15 3.35 3.57
WNT11 wingless-type MMTV integchr11q13.5  osteoblast differentiation Wnt_signaling // GenMAPP 1.18 1.12 -1.73 1.10 -1.59 -1.75 -1.30 1.16 1.07 1.11 1.51 1.80
WNT3 wingless-type MMTV integchr17q21  cell morphogenesis Wnt_signaling // GenMAPP 1.30 1.29 1.15 1.01 1.03 1.08 -1.31 -1.14 -2.17 -1.65 -1.21 -1.62
WNT5A wingless-type MMTV integchr3p21-p14  activation of MAPK activity Wnt_signaling // GenMAPP 1.14 1.21 -1.22 -1.15 -1.19 -1.05 -1.19 -1.11 -2.21 -1.96 -1.85 -2.54
WNT5A wingless-type MMTV integchr3p21-p14  activation of MAPK activity Wnt_signaling // GenMAPP 1.13 1.14 -1.01 -1.06 -1.20 -1.07 -1.37 -1.25 -1.59 -1.52 -1.36 -1.66
WNT7B wingless-type MMTV integchr22q13  in utero embryonic development Wnt_signaling // GenMAPP 1.33 -1.05 1.34 1.43 1.21 -1.30 -1.16 1.08 1.95 1.20 2.28 2.09
WNT9A wingless-type MMTV integchr1q42  mitotic cell cycle checkpoint --- -1.10 -1.16 -1.11 -1.21 1.01 1.05 -1.15 -1.12 -1.66 -1.67 -1.57 -1.19
WRB tryptophan rich basic proteinchr21q22.3 0 --- 1.10 1.18 -1.05 -1.02 -1.11 -1.05 -1.46 -1.37 -1.69 -1.30 -1.07 -1.23
WRN Werner syndrome, RecQ hechr8p12  telomere maintenance --- 1.09 1.10 1.02 1.12 1.07 -1.00 -1.00 1.07 -1.41 -1.36 -1.28 -1.33
WRNIP1 Werner helicase interacting chr6p25.2  DNA synthesis involved in DNA repair --- -1.06 1.07 -1.02 1.57 -1.20 -1.03 2.33 1.57 7.22 4.47 3.29 2.79
WT1 Wilms tumor 1 chr11p13  negative regulation of transcription from --- 1.23 1.13 -2.19 -2.07 -1.82 -1.12 2.16 3.92 1.68 2.02 1.50 1.72
WTAP Wilms tumor 1 associated pchr6q25-q27  mRNA processing --- 1.03 1.01 -1.07 -1.08 1.10 1.01 1.27 1.00 1.11 -1.18 -1.04 -1.35
WTAP Wilms tumor 1 associated pchr6q25-q27  mRNA processing --- 1.03 -1.04 -1.01 1.07 1.03 -1.05 1.35 1.15 1.83 1.07 1.47 1.10
WTAP Wilms tumor 1 associated pchr6q25-q27  mRNA processing --- 1.01 1.05 1.03 1.01 -1.05 -1.02 -1.09 -1.07 1.27 1.18 1.36 1.15
WTAP Wilms tumor 1 associated pchr6q25-q27  mRNA processing --- 1.04 1.10 -1.07 -1.04 -1.14 -1.01 -1.17 -1.06 1.17 1.25 1.26 1.11
WWC1 WW and C2 domain containchr5q34  transcription, DNA-dependent --- -1.09 -1.06 1.00 1.12 1.10 -1.07 1.26 1.13 1.52 1.31 1.11 1.21
WWC1 WW and C2 domain containchr5q34  transcription, DNA-dependent --- 1.01 1.02 -1.08 1.11 1.12 1.08 1.74 1.21 1.67 1.55 1.06 1.66
WWC1 WW and C2 domain containchr5q34  transcription, DNA-dependent --- 1.01 1.17 1.05 -1.23 1.09 1.10 1.31 1.07 1.47 1.41 1.08 1.09
WWC3 WWC family member 3 chrXp22.32 0 --- -1.12 1.03 -1.03 -1.19 -1.09 -1.02 -1.07 1.07 -1.53 -1.48 -1.31 -1.76
WWC3 WWC family member 3 chrXp22.32 0 --- -1.03 -1.08 1.09 1.17 1.00 -1.15 1.05 1.15 -1.12 -1.53 -1.62 -1.71
WWOX WW domain containing oxi chr16q23.3-q24.1  osteoblast differentiation --- -1.16 -1.10 1.24 1.16 -1.21 -1.11 1.01 1.07 -1.47 -1.53 -2.47 -2.74
WWOX WW domain containing oxi chr16q23.3-q24.1  osteoblast differentiation --- -1.19 -1.25 -1.02 -1.30 -1.38 -1.30 -1.04 -1.07 -1.11 -1.18 -3.75 -2.24
WWOX WW domain containing oxi chr16q23.3-q24.1  osteoblast differentiation --- 1.06 -1.17 1.03 1.11 1.00 1.20 1.36 1.54 -1.48 -1.17 -4.41 -3.10
WWOX WW domain containing oxi chr16q23.3-q24.1  osteoblast differentiation --- 1.39 -1.15 1.07 -1.60 1.29 1.13 -1.16 -1.44 -1.91 -1.25 -3.12 -3.32
WWOX WW domain containing oxi chr16q23.3-q24.1  osteoblast differentiation --- 1.19 -1.19 -1.10 -1.23 1.29 1.23 -1.21 -1.15 -1.05 -1.17 -1.50 -1.19
WWP1 WW domain containing E3 chr8q21  cellular protein modification process --- -1.01 1.05 1.11 1.07 1.05 1.10 -1.11 -1.06 -1.12 1.02 1.23 1.29
WWP2 WW domain containing E3 chr16q22.1  negative regulation of transcription from --- 1.30 1.23 1.22 1.31 1.21 1.24 1.22 1.09 2.16 1.64 1.32 -1.04
WWP2 WW domain containing E3 chr16q22.1  negative regulation of transcription from --- 1.37 1.21 -1.12 1.23 -1.27 1.01 1.13 1.12 -1.65 -1.65 -2.24 -1.84
WWTR1 WW domain containing tranchr3q23-q24  negative regulation of transcription from --- -1.05 -1.06 -1.04 -1.10 1.28 1.14 1.24 1.14 2.38 2.15 2.37 1.94
XAB2 XPA binding protein 2 chr19p13.2  mRNA splicing, via spliceosome --- -1.06 -1.09 -1.04 1.19 -1.07 -1.24 1.40 1.19 1.71 1.35 1.69 1.97
XAF1 XIAP associated factor 1 chr17p13.1  apoptotic process --- 1.16 1.07 1.43 1.68 1.10 1.14 3.16 2.27 1.63 1.24 1.11 1.28
XAF1 XIAP associated factor 1 chr17p13.1  apoptotic process --- -1.04 1.07 1.12 1.49 1.49 1.33 2.11 1.86 1.46 -1.14 -1.85 -1.45
XBP1 X-box binding protein 1 chr22q12.1|22q12  epithelial cell maturation --- -1.15 1.34 1.05 1.02 1.54 1.54 -1.04 -1.01 -1.66 -1.16 -1.59 -2.36
XCL1 chemokine (C motif) ligand chr1q23  positive regulation of T cell mediated cyt --- -1.49 -1.28 1.93 3.26 -1.04 1.27 1.43 3.26 1.99 1.91 1.97 2.07
XCL1 /// XCLchemokine (C motif) ligand chr1q23 /// chr1q24. positive regulation of T cell mediated cyt --- 2.59 5.37 -1.52 1.24 3.36 2.42 1.44 -1.56 4.91 1.98 10.81 4.49
XIAP X-linked inhibitor of apoptochrXq25  apoptotic process Apoptosis // GenMAPP /// Apoptosis_GenM -1.07 -1.11 1.19 1.20 1.35 1.03 1.14 1.01 1.35 1.06 2.27 1.22
XIST X inactive specific transcripchrXq13.2 0 --- -1.17 -4.69 -1.04 -7.50 1.38 2.26 -1.25 1.45 -1.48 -1.41 -1.60 -1.79
XIST X inactive specific transcripchrXq13.2 0 --- 1.12 1.56 -2.15 -3.31 4.01 -1.21 1.50 2.16 -1.46 1.39 4.48 6.10
XIST X inactive specific transcripchrXq13.2 0 --- 1.28 2.41 3.38 6.00 -2.61 -4.17 2.38 3.82 2.07 -4.32 -1.63 -4.01
XIST X inactive specific transcripchrXq13.2 0 --- -2.45 -1.38 1.55 1.41 -1.87 1.85 -1.04 -1.11 1.71 1.54 -1.67 -1.26
XK X-linked Kx blood group (MchrXp21.1  transport --- 1.02 1.03 -1.01 1.01 1.03 1.11 -1.08 -1.07 -1.25 -1.09 -1.20 -1.24
XKR6 XK, Kell blood group compchr8p23.1 0 --- 2.64 3.36 -1.06 -9.73 -1.17 1.65 2.41 2.47 1.12 1.76 -1.73 -1.44
XKR8 XK, Kell blood group compchr1p35.3  engulfment of apoptotic cell --- -1.01 -1.05 1.09 1.21 1.02 -1.20 1.01 1.07 -1.16 -1.20 -1.08 -1.00
XPA xeroderma pigmentosum, cochr9q22.3  nucleotide-excision repair, DNA damage --- -1.08 -1.09 1.03 1.11 -1.05 -1.09 1.16 1.30 -1.29 -1.43 -1.21 -1.18
XPC xeroderma pigmentosum, cochr3p25  cell cycle checkpoint --- 1.03 -1.12 1.05 1.10 1.11 1.04 1.02 1.12 -1.39 -1.61 -1.34 -1.18
XPNPEP1 X-prolyl aminopeptidase (amchr10q25.3  proteolysis --- -1.00 -1.04 1.03 1.10 -1.02 1.04 1.12 1.04 1.22 1.28 -1.03 1.02
XPNPEP1 X-prolyl aminopeptidase (amchr10q25.3  proteolysis --- -1.38 -1.38 1.10 -1.07 2.57 1.75 1.00 1.21 1.40 -1.06 1.43 1.62
XPNPEP3 X-prolyl aminopeptidase (amchr22q13.2  glomerular filtration --- 1.23 -1.11 1.19 1.05 1.13 1.41 1.08 1.00 -1.22 -1.40 -1.62 -1.68
XPNPEP3 X-prolyl aminopeptidase (amchr22q13.2  glomerular filtration --- -1.04 -1.09 1.37 1.30 1.16 1.43 1.01 -1.00 -1.39 -1.01 -1.03 -1.20
XPNPEP3 X-prolyl aminopeptidase (amchr22q13.2  glomerular filtration --- 1.02 1.00 -1.03 -1.30 1.04 1.02 -1.12 -1.35 -1.11 -1.04 1.20 1.23
XPO1 exportin 1 (CRM1 homologchr2p15  M phase of mitotic cell cycle --- -1.04 -1.03 -1.04 1.01 1.06 1.06 -1.11 -1.09 1.03 1.02 -1.03 -1.04
XPO4 exportin 4 chr13q11  transport --- 1.14 1.20 1.15 1.01 -1.03 1.01 -1.09 1.01 -1.51 -1.57 -1.13 -1.44
XPO4 exportin 4 chr13q11  transport --- 1.05 -1.00 -1.05 1.09 1.06 -1.03 1.45 1.35 1.44 1.12 1.69 1.68
XPO5 exportin 5 chr6p21.1  protein export from nucleus --- -1.20 -1.20 -1.01 -1.02 1.13 -1.05 1.20 1.10 1.37 1.33 1.55 1.80
XPO5 exportin 5 chr6p21.1  protein export from nucleus --- 1.07 1.06 -1.04 1.01 1.09 1.02 1.03 1.05 -1.78 -1.58 -1.39 -1.43
XPO5 exportin 5 chr6p21.1  protein export from nucleus --- -1.01 -1.02 1.08 1.11 1.35 1.25 1.35 1.33 -1.83 -1.49 -1.24 -1.24
XPO6 exportin 6 chr16p11.2  protein export from nucleus --- 1.00 1.02 1.08 1.00 1.07 1.02 1.10 -1.02 1.28 1.11 1.15 1.11
XPO7 exportin 7 chr8p21  protein export from nucleus --- -1.10 -1.07 -1.03 -1.15 1.16 1.03 1.06 -1.04 1.05 1.30 1.55 1.58
XPO7 exportin 7 chr8p21  protein export from nucleus --- 1.34 1.35 -1.14 -1.16 1.48 1.65 -1.26 -1.49 -1.93 -1.13 -4.63 -4.44
XPR1 xenotropic and polytropic rechr1q25.1  G-protein coupled receptor signaling path--- 1.21 1.62 -1.91 -6.62 1.61 1.22 2.00 2.47 -2.21 -3.25 -3.09 -2.59
XPR1 xenotropic and polytropic rechr1q25.1  G-protein coupled receptor signaling path--- 1.25 1.16 -1.05 -1.10 -1.04 1.05 -1.27 -1.04 -1.33 -1.20 -1.51 -1.66
XPR1 xenotropic and polytropic rechr1q25.1  G-protein coupled receptor signaling path--- -1.05 1.18 1.17 -1.05 1.37 1.46 -1.19 1.01 -1.21 -1.17 -2.15 -2.21
XRCC1 X-ray repair complementingchr19q13.2  single strand break repair --- 1.01 -1.07 -1.06 1.07 -1.03 -1.07 1.07 1.13 -1.21 -1.09 -1.30 1.01
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XRCC4 X-ray repair complementingchr5q14.2  in utero embryonic development --- -1.07 -1.02 1.05 1.17 -1.03 1.16 -1.03 1.11 2.54 2.47 1.62 1.91
XRCC4 X-ray repair complementingchr5q14.2  in utero embryonic development --- 1.14 1.01 1.08 1.08 1.13 1.06 -1.02 1.09 1.32 1.17 1.47 1.64
XRCC4 X-ray repair complementingchr5q14.2  in utero embryonic development --- 1.13 1.09 -1.02 1.01 1.07 -1.01 -1.07 1.07 1.25 -1.01 1.58 1.57
XRCC5 X-ray repair complementingchr2q35  telomere maintenance --- -1.09 -1.53 1.16 -1.09 1.35 1.49 1.23 -1.17 -2.47 -2.56 -1.83 -1.57
XRCC5 X-ray repair complementingchr2q35  telomere maintenance --- 1.01 -1.04 -1.09 -1.01 -1.09 1.00 -1.17 -1.08 -1.37 -1.13 -1.51 -1.39
XRN1 5'-3' exoribonuclease 1 chr3q23  nuclear-transcribed mRNA catabolic proc--- -1.79 -1.31 2.13 1.33 1.21 -1.40 1.73 1.02 2.07 1.47 5.56 2.55
XRN1 5'-3' exoribonuclease 1 chr3q23  nuclear-transcribed mRNA catabolic proc--- 1.29 1.42 -1.11 1.03 1.06 1.04 -1.54 -1.60 -1.92 -1.59 -1.94 -2.21
XRN1 5'-3' exoribonuclease 1 chr3q23  nuclear-transcribed mRNA catabolic proc--- -1.07 -1.04 -1.01 1.02 -1.14 -1.08 -1.06 1.00 -1.24 -1.15 -1.31 -1.27
XRN2 5'-3' exoribonuclease 2 chr20p11.2-p11.1  DNA catabolic process, exonucleolytic mRNA_processing_Reactome // GenMAPP 1.01 1.05 -1.06 -1.12 -1.06 -1.02 -1.02 -1.09 -1.35 -1.24 1.04 1.00
XXYLT1 xyloside xylosyltransferase chr3q29 0 --- -1.07 -1.14 1.10 1.27 1.17 -1.08 -1.00 1.12 1.23 1.19 -1.51 -1.26
XYLB xylulokinase homolog (H. inchr3p22-p21.3  carbohydrate metabolic process --- -1.10 1.04 1.05 1.00 1.13 -1.10 1.05 -1.01 -1.16 1.05 -1.39 -2.14
XYLB xylulokinase homolog (H. inchr3p22-p21.3  carbohydrate metabolic process --- 1.04 1.16 1.16 1.33 -1.05 1.06 1.29 1.44 -2.51 -2.20 -3.98 -3.06
XYLT2 xylosyltransferase II chr17q21.33  glycosaminoglycan biosynthetic process --- -1.05 -1.06 -1.01 1.08 -1.13 -1.10 1.19 1.18 1.63 1.49 1.45 1.41
YAE1D1 Yae1 domain containing 1 chr7p14.1 0 --- -1.01 1.01 1.10 1.10 1.02 -1.05 -1.14 -1.09 -1.66 -1.91 -1.65 -1.75
YAF2 YY1 associated factor 2 chr12q12  transcription, DNA-dependent --- 1.11 -1.03 1.25 1.27 -1.05 -1.07 1.42 1.28 1.48 1.34 1.86 1.47
YAP1 Yes-associated protein 1 chr11q13  vasculogenesis --- -1.06 -1.06 1.10 1.04 -1.01 -1.01 1.18 1.10 1.15 1.16 1.14 -1.13
YAP1 Yes-associated protein 1 chr11q13  vasculogenesis --- 1.04 1.05 1.01 -1.14 1.07 1.03 -1.04 -1.03 1.06 1.08 1.26 1.11
YARS tyrosyl-tRNA synthetase chr1p35.1  translation --- -1.00 1.01 -1.00 1.05 -1.02 -1.05 1.14 1.11 1.46 1.22 1.10 1.16
YBX1 Y box binding protein 1 chr1p34  negative regulation of transcription from --- 2.14 1.86 1.06 -7.86 6.17 3.14 1.42 1.36 4.11 3.23 -1.28 -1.39
YBX2 Y box binding protein 2 chr17p13.1  regulation of transcription, DNA-depende--- 1.15 -1.06 -1.11 -1.80 1.25 1.11 -1.06 -1.09 -1.32 -1.11 1.25 1.37
YEATS2 YEATS domain containing chr3q27.1  negative regulation of transcription from --- -1.13 -1.24 -1.08 -1.05 1.00 1.07 1.11 1.08 1.35 1.53 1.16 1.47
YEATS2 YEATS domain containing chr3q27.1  negative regulation of transcription from --- 1.14 1.07 1.13 1.07 -1.05 1.08 1.19 -1.14 -1.24 -1.00 1.46 1.29
YEATS4 YEATS domain containing chr12q13-q15  transcription, DNA-dependent --- 1.26 1.34 1.15 1.07 1.07 1.05 -1.03 1.09 -1.58 -1.54 -1.27 -1.34
YES1 v-yes-1 Yamaguchi sarcomachr18p11.31-p11.21 cellular protein modification process --- -2.16 -1.66 -1.22 1.31 -4.47 -3.48 2.50 2.99 6.70 1.75 1.36 2.12
YIF1A Yip1 interacting factor hom chr11q13  transport --- -1.04 -1.12 -1.07 -1.01 1.01 -1.08 1.09 1.14 1.36 1.17 1.78 1.85
YIF1B Yip1 interacting factor hom chr19q13.2 0 --- 1.38 1.12 -1.16 -1.07 1.12 1.01 1.44 1.54 -3.66 -1.68 -2.77 -2.29
YIF1B Yip1 interacting factor hom chr19q13.2 0 --- -1.03 -1.07 1.03 1.05 -1.06 1.02 1.13 1.11 1.49 1.63 1.55 1.82
YIF1B Yip1 interacting factor hom chr19q13.2 0 --- 1.04 1.00 1.01 1.04 -1.04 -1.04 1.06 -1.03 1.56 1.45 1.43 1.63
YIPF1 Yip1 domain family, memb chr1p33-p32.1 0 --- -1.18 -1.09 1.05 1.05 1.03 -1.07 -1.23 -1.04 1.43 1.17 1.15 1.18
YIPF2 Yip1 domain family, memb chr19p13.2 0 --- 1.28 1.04 1.39 1.41 1.26 1.72 1.00 -1.11 1.13 1.26 1.54 1.70
YIPF2 Yip1 domain family, memb chr19p13.2 0 --- -1.05 -1.07 1.03 1.03 1.09 1.03 1.15 1.00 1.47 1.25 1.47 1.52
YIPF2 Yip1 domain family, memb chr19p13.2 0 --- 1.04 -1.07 1.15 1.05 1.00 1.12 1.18 -1.09 1.62 1.41 1.42 1.49
YIPF4 Yip1 domain family, memb chr2p22.3 0 --- 1.06 -1.16 1.33 1.14 1.10 1.12 -1.22 -1.12 -1.23 -1.21 1.31 -1.18
YIPF4 Yip1 domain family, memb chr2p22.3 0 --- 1.12 1.07 1.09 1.07 -1.31 1.01 -1.29 -1.06 1.16 -1.01 1.44 1.21
YIPF4 Yip1 domain family, memb chr2p22.3 0 --- -1.05 -1.13 -1.16 -1.79 -1.55 -1.91 -1.15 -1.09 -1.91 -1.27 -3.20 -2.21
YIPF5 Yip1 domain family, memb chr5q31.3  transport --- 1.16 1.08 1.03 1.02 1.00 1.04 -1.31 -1.08 1.13 1.12 1.35 1.29
YIPF5 Yip1 domain family, memb chr5q31.3  transport --- -1.08 -1.06 -1.08 1.01 1.01 -1.02 -1.05 -1.05 1.09 1.14 1.38 1.51
YIPF5 Yip1 domain family, memb chr5q31.3  transport --- -1.14 -1.25 1.06 -1.03 1.20 1.15 -1.10 -1.09 1.12 1.15 1.34 1.49
YIPF5 Yip1 domain family, memb chr5q31.3  transport --- -1.06 -1.03 1.03 -1.09 -1.07 -1.02 1.01 1.07 1.09 1.19 1.14 1.12
YIPF6 Yip1 domain family, memb chrXq12  intestinal epithelial cell development --- 1.11 1.07 1.11 -1.11 1.09 1.03 1.02 -1.04 1.84 1.79 2.73 2.31
YIPF6 Yip1 domain family, memb chrXq12  intestinal epithelial cell development --- 1.05 -1.01 -1.03 -1.04 -1.01 1.11 -1.28 -1.19 -1.43 -1.25 -1.78 -1.59
YIPF6 Yip1 domain family, memb chrXq12  intestinal epithelial cell development --- 1.02 1.01 -1.02 -1.12 1.02 1.08 1.05 1.01 1.13 1.26 1.36 1.24
YKT6 YKT6 v-SNARE homolog (chr7p15.1  transport --- 1.19 1.19 -1.20 -1.20 -1.12 -1.57 1.34 -1.00 2.28 2.24 2.14 1.31
YKT6 YKT6 v-SNARE homolog (chr7p15.1  transport --- -1.04 -1.12 1.03 1.07 1.03 -1.00 1.06 1.12 1.54 1.40 1.60 1.71
YLPM1 YLP motif containing 1 chr14q24.3  negative regulation of transcription from --- 1.09 -1.00 -1.05 1.12 -1.23 -1.18 1.66 1.20 -1.20 -1.30 -1.88 -1.52
YLPM1 YLP motif containing 1 chr14q24.3  negative regulation of transcription from --- -1.14 -1.04 1.10 1.06 1.11 1.14 -1.19 -1.00 -1.76 -2.06 -1.27 -1.11
YLPM1 YLP motif containing 1 chr14q24.3  regulation of telomere maintenance --- -1.21 -1.26 1.23 1.29 1.10 1.04 -1.08 -1.23 -1.85 -2.71 -1.75 -1.93
YLPM1 YLP motif containing 1 chr14q24.3  negative regulation of transcription from --- -1.10 -1.05 1.07 -1.02 1.16 1.03 -1.10 1.08 -1.59 -1.65 -1.40 -1.36
YME1L1 YME1-like 1 ATPase chr10p14  proteolysis --- 1.16 -1.06 1.16 -1.01 1.06 1.79 -1.06 1.05 1.15 1.18 1.28 -1.01
YME1L1 YME1-like 1 ATPase chr10p14  proteolysis --- 1.23 1.15 1.04 -1.05 -1.00 1.04 1.11 1.15 1.03 1.07 1.49 1.43
YME1L1 YME1-like 1 ATPase chr10p14  proteolysis --- -1.08 -1.04 1.01 1.04 1.02 1.02 -1.12 -1.05 1.02 1.19 1.38 1.38
YOD1 YOD1 deubiquitinase chr1q32.2  proteolysis --- 1.09 1.13 -1.03 1.01 1.11 1.11 1.22 1.11 1.26 1.02 2.27 1.63
YOD1 YOD1 deubiquitinase chr1q32.2  proteolysis --- 1.15 -1.23 1.35 -1.33 -1.65 1.05 1.41 1.65 -1.75 -1.23 2.44 2.15
YPEL1 yippee-like 1 (Drosophila) chr22q11.2  regulation of myelination --- -1.16 -1.20 1.06 1.11 -1.18 1.06 -1.04 1.04 -1.83 -2.19 -1.55 -1.49
YPEL2 yippee-like 2 (Drosophila) chr17q22 0 --- 1.20 1.22 1.00 -1.05 -1.26 1.04 -1.02 -1.10 -1.61 -1.61 -1.39 -1.75
YPEL3 yippee-like 3 (Drosophila) chr16p11.2 0 --- 1.12 -1.48 1.09 1.37 1.04 1.10 1.14 -1.10 -1.82 -1.50 -1.47 -1.20
YPEL3 yippee-like 3 (Drosophila) chr16p11.2 0 --- 1.17 1.07 1.01 1.30 1.07 -1.03 1.11 1.14 -2.62 -2.26 -2.05 -2.02
YPEL5 yippee-like 5 (Drosophila) chr2p23.1 0 --- -1.08 1.01 -1.03 -1.06 -1.01 -1.06 1.17 1.07 -1.17 1.07 1.21 1.05
YPEL5 yippee-like 5 (Drosophila) chr2p23.1 0 --- 1.06 -1.03 1.06 1.08 1.03 -1.01 1.05 1.00 -1.36 -1.14 -1.21 -1.08
YRDC yrdC domain containing (E.chr1p34.3  negative regulation of transport --- 1.12 1.03 1.19 -1.12 1.13 1.01 1.28 -1.00 1.88 1.28 1.17 -1.04
YRDC yrdC domain containing (E.chr1p34.3  negative regulation of transport --- 1.05 1.09 1.04 -1.03 1.09 1.04 1.06 -1.09 1.57 1.40 1.58 1.30
YTHDC1 YTH domain containing 1 chr4q13.2  mRNA splicing, via spliceosome --- -1.07 -1.07 1.18 1.22 1.10 1.16 1.16 -1.13 1.22 1.12 1.32 1.15
YTHDC2 YTH domain containing 2 chr5q22.2 0 --- 1.14 1.19 1.06 1.16 1.17 1.02 1.03 1.03 1.06 -1.02 -1.44 -1.46
YTHDC2 YTH domain containing 2 chr5q22.2 0 --- 1.10 1.03 1.00 1.07 -1.02 1.23 -1.20 -1.11 -1.47 -1.19 -1.69 -1.55
YTHDF2 YTH domain family, membchr1p35  humoral immune response --- 1.02 1.08 -1.10 -1.08 -1.09 1.04 -1.14 -1.11 -1.18 -1.14 1.02 -1.10
YTHDF3-AS1YTHDF3 antisense RNA 1 chr8q 0 --- -1.00 1.07 -1.17 1.15 -1.17 1.06 -1.43 -1.34 1.20 -1.02 -1.76 1.07
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YWHAB tyrosine 3-monooxygenase/ chr20q13.1  MAPK cascade Calcium_regulation_in_cardiac_cells // GenM -1.07 -1.02 -1.02 -1.00 1.01 -1.01 1.14 1.06 1.18 1.20 -1.17 -1.10
YWHAB tyrosine 3-monooxygenase/ chr20q13.1  MAPK cascade Calcium_regulation_in_cardiac_cells // GenM 1.01 1.03 1.03 -1.11 1.01 1.02 -1.07 -1.06 -1.30 -1.12 -1.67 -1.82
YWHAB tyrosine 3-monooxygenase/ chr20q13.1  MAPK cascade Calcium_regulation_in_cardiac_cells // GenM -1.21 -1.11 -1.07 -1.00 -1.01 -1.08 1.06 1.05 1.10 1.03 -1.26 -1.24
YWHAE tyrosine 3-monooxygenase/ chr17p13.3  G2 --- -1.08 -1.06 -1.19 -1.10 -1.04 -1.07 1.00 -1.03 1.15 1.06 -1.03 -1.05
YWHAQ tyrosine 3-monooxygenase/ chr2p25.1  protein targeting Calcium_regulation_in_cardiac_cells // GenM -1.02 1.03 -1.09 1.01 -1.07 -1.05 -1.01 -1.03 1.18 1.08 -1.03 -1.00
YWHAQ tyrosine 3-monooxygenase/ chr2p25.1  protein targeting Calcium_regulation_in_cardiac_cells // GenM 1.09 1.07 -1.09 1.10 -1.13 1.07 -1.16 -1.08 -1.12 -1.02 -1.32 -1.32
YWHAZ tyrosine 3-monooxygenase/ chr8q23.1  histamine secretion by mast cell --- 1.04 1.25 1.16 1.14 -1.00 1.51 -1.17 -1.03 -1.19 1.02 -1.90 -1.78
YY1 YY1 transcription factor chr14q  negative regulation of transcription from --- 1.15 1.10 1.06 1.15 1.02 -1.01 -1.04 -1.09 1.39 1.20 1.06 1.19
1553372_at --- --- 0 --- 1.36 -1.21 -1.36 -1.02 1.08 -1.08 -1.11 -1.15 1.68 1.31 -1.45 -1.06
1554007_at --- --- 0 --- 1.27 1.17 1.30 1.35 1.14 1.07 -1.16 1.16 -2.33 -1.87 -2.48 -2.30
1554043_a_at --- --- 0 --- -1.83 -1.51 1.13 1.32 -1.25 -1.28 1.65 1.06 1.91 1.57 1.85 1.37
1554194_at --- --- 0 --- -1.06 -1.16 1.07 1.16 1.21 -1.06 1.13 1.12 1.18 1.51 1.07 2.13
1554219_at --- --- 0 --- 1.67 1.80 1.00 -5.62 1.13 -2.02 -7.03 -5.35 1.23 1.36 5.08 6.33
1554220_a_at --- --- 0 --- 1.16 -1.10 1.05 1.32 1.68 1.57 -1.24 -1.11 2.13 1.51 2.60 2.74
1554266_at --- --- 0 --- -1.06 -1.16 -1.07 -1.09 1.27 1.14 1.07 -1.03 -1.46 -1.19 -2.13 -1.60
1554281_at --- --- 0 --- 1.24 1.27 2.21 2.21 2.06 1.79 -1.37 -1.16 -2.05 -1.86 -1.96 -2.29
1554448_at --- --- 0 --- -1.01 -1.11 1.16 1.22 1.06 1.14 1.21 1.09 -2.29 -1.75 -2.36 -1.98
1554723_x_at--- --- 0 --- -2.63 1.25 -1.08 -1.19 1.34 1.26 1.54 1.71 2.04 1.64 1.18 1.32
1554813_at --- --- 0 --- -1.63 -1.33 -1.01 -2.28 -2.54 -2.54 1.11 2.17 -1.39 1.05 -1.53 1.20
1554825_at --- --- 0 --- 1.38 1.46 -1.22 -1.41 1.12 1.10 -1.12 1.18 -2.49 -1.58 -2.15 -1.80
1554865_at --- --- 0 --- -1.00 -1.03 1.09 1.23 1.09 1.25 -1.58 -1.15 1.23 -1.21 1.28 1.09
1554964_x_at--- --- 0 --- 1.20 1.42 1.03 1.05 1.01 1.10 1.43 1.19 -1.43 1.04 -1.98 -1.43
1555157_at --- --- 0 --- 2.35 4.19 1.14 1.57 -1.28 -1.23 1.11 1.44 1.47 1.27 -1.21 1.92
1555176_at --- --- 0 --- -1.01 -2.12 -1.40 -1.48 1.21 2.70 -1.55 2.74 -2.84 -3.52 3.08 4.01
1555186_at --- ---  cell cycle arrest Cell_cycle_KEGG // GenMAPP /// G1_to_S 2.46 5.32 -4.50 -2.31 -3.74 -5.42 1.17 1.55 5.68 2.50 1.00 -1.90
1555194_at --- --- 0 --- 1.37 1.46 1.40 -1.34 1.10 1.03 -1.26 -1.40 -3.20 -1.33 -1.33 -2.23
1555237_at --- --- 0 --- -1.49 1.23 2.71 2.10 3.54 2.13 5.79 2.61 3.46 -1.59 1.18 1.93
1555261_at --- --- 0 --- -1.07 -1.51 1.31 1.57 1.39 1.40 -1.43 -1.27 -1.60 -1.17 -1.91 -1.26
1555303_at --- --- 0 --- 1.08 -1.05 -1.20 -1.12 1.27 1.14 -1.29 -1.21 -1.38 -1.90 -1.69 -2.15
1555392_at --- --- 0 --- 1.15 -1.00 1.16 1.21 1.11 -1.02 1.19 1.01 -1.77 -1.76 -2.34 -2.23
1555461_at --- --- 0 --- -1.13 -1.10 -1.04 1.07 1.09 -1.00 -1.03 1.06 -1.39 -1.63 -1.75 -1.54
1555578_at --- --- 0 --- 1.14 -1.19 1.41 1.23 -1.51 1.08 1.12 1.31 1.14 1.07 1.56 1.54
1555601_at --- --- 0 --- 1.56 5.16 1.92 1.31 -1.35 -1.91 -3.22 -1.83 1.23 -1.81 -2.67 -3.18
1555710_at --- --- 0 --- 1.26 2.41 -2.80 -2.69 -1.15 -5.36 -2.95 -1.26 -2.74 3.39 1.29 -2.39
1555723_at --- --- 0 --- -1.07 -1.36 -1.09 -1.17 1.47 1.45 -1.25 -1.18 -2.60 -2.50 -1.61 -1.70
1555755_at --- --- 0 --- -2.02 -1.53 1.69 -2.26 2.23 4.91 1.58 -1.13 3.45 3.92 1.17 5.53
1555845_at --- --- 0 --- 1.11 1.03 1.16 1.25 -1.17 1.03 -1.08 -1.09 -1.54 -1.51 -1.47 -1.45
1555846_a_at --- --- 0 --- 1.01 1.00 1.03 1.07 1.05 1.10 1.03 -1.17 -1.55 -1.50 -1.31 -1.20
1555897_at --- --- 0 --- 1.21 1.20 -1.00 -1.22 -1.07 1.12 -1.18 1.05 1.54 1.55 1.39 1.38
1555900_at --- --- 0 --- -1.19 1.07 1.11 1.08 1.22 1.13 1.18 -1.12 1.03 -1.01 -1.35 -1.12
1555967_at --- --- 0 --- 1.30 1.07 -1.22 1.01 -1.27 1.01 1.15 1.47 -2.00 -2.08 -1.09 -1.09
1555973_at --- --- 0 --- -1.05 1.28 1.09 -1.01 -1.04 -1.07 -1.19 -1.21 -2.06 -1.94 -1.58 -1.96
1555974_a_at --- --- 0 --- 1.19 1.28 -1.13 -1.21 -1.38 -1.48 -1.32 1.22 -1.17 -1.13 -1.74 -1.75
1556008_a_at --- --- 0 --- -1.39 1.01 3.18 2.68 -1.01 1.15 -1.62 -1.46 -2.25 -2.79 -2.27 -3.94
1556054_at --- --- 0 --- -2.28 -1.54 -1.05 1.28 1.41 1.67 -1.59 -1.38 -2.34 -1.90 -2.20 -2.32
1556078_at --- --- 0 --- -2.01 -1.28 1.33 -1.06 -1.00 -1.49 1.15 1.09 1.60 1.37 2.23 3.35
1556107_at --- --- 0 --- 1.78 1.55 1.07 -1.26 1.69 1.43 -1.54 -1.29 1.03 1.02 1.30 -1.03
1556110_at --- --- 0 --- -1.41 -1.35 1.02 -1.02 1.10 1.08 -1.03 -1.03 1.05 -1.01 1.60 2.13
1556111_s_at --- --- 0 --- -1.29 -1.34 -1.06 1.06 1.02 1.15 -1.59 1.02 -1.11 1.00 1.52 1.93
1556126_s_at --- --- 0 --- 1.33 1.19 1.09 -1.01 1.21 1.23 -1.13 -1.08 -2.18 -2.05 -2.47 -2.42
1556138_a_at --- --- 0 --- 1.07 -1.05 -1.02 1.14 -1.14 -1.17 1.18 1.20 1.56 1.40 1.88 2.28
1556172_at --- --- 0 --- 1.03 1.03 1.04 1.09 1.09 -1.00 -1.02 -1.24 -2.31 -2.02 -2.02 -1.76
1556173_a_at --- --- 0 --- -1.09 -1.17 1.10 1.19 1.07 -1.09 -1.01 1.09 -1.87 -2.09 -1.79 -1.18
1556194_a_at --- --- 0 --- -1.01 -1.18 1.16 1.03 1.12 1.29 -1.33 1.03 -1.53 -1.14 -1.57 -1.57
1556239_a_at --- --- 0 --- -1.09 -1.04 -1.00 1.38 -1.26 1.23 -1.24 1.24 -5.24 -3.83 -2.81 -2.08
1556259_at --- --- 0 --- 1.21 -1.16 -1.48 1.12 1.59 2.05 -3.26 -2.64 1.48 1.49 1.75 1.69
1556306_at --- --- 0 --- -1.08 1.22 -1.11 -1.09 1.07 1.11 1.11 1.12 1.19 1.19 1.56 1.73
1556331_a_at --- --- 0 --- 1.16 1.13 1.01 1.04 1.01 1.16 1.01 -1.01 -2.79 -2.52 -2.20 -2.49
1556332_at --- --- 0 --- 1.38 1.62 -1.00 -1.02 -1.21 -1.09 1.29 1.05 4.17 3.70 2.61 2.49
1556339_a_at --- --- 0 --- -1.43 1.10 -1.38 1.07 1.56 1.51 1.23 1.00 -1.07 -1.64 -1.94 -4.45
1556347_at --- --- 0 --- -1.00 -1.28 1.20 -1.12 -1.01 1.35 -1.17 -1.17 -4.26 -3.31 -2.89 -3.92
1556352_at --- --- 0 --- 1.94 1.39 1.15 -1.13 -1.11 1.25 -1.69 -1.39 -3.56 -2.31 -2.34 -1.96
1556375_at --- --- 0 --- 1.34 -1.01 1.09 1.11 1.15 1.21 1.25 1.26 -1.90 -2.02 -1.47 -1.50
1556385_at --- --- 0 --- 1.29 -1.04 1.04 1.28 1.04 1.06 -1.56 -1.26 -2.38 -2.58 -2.33 -1.78
1556393_at --- --- 0 --- 1.05 -1.31 1.14 -1.18 -1.19 1.03 -1.41 -1.10 -2.18 -1.46 -2.06 -2.13
1556394_a_at --- --- 0 --- -1.23 -1.14 -1.04 -1.51 1.39 1.28 -1.07 -1.14 -2.27 -1.55 -2.20 -1.87
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1556395_at --- --- 0 --- 1.17 -1.05 1.59 1.95 -2.10 -1.24 3.23 19.49 26.60 24.87 2.23 -1.19
1556416_s_at --- --- 0 --- 1.28 -2.66 1.13 1.07 2.54 1.79 -1.44 -3.95 -3.74 -1.23 1.75 1.40
1556434_at --- --- 0 --- 2.28 1.78 1.02 -1.14 1.75 1.08 -1.21 -1.07 -1.60 -1.70 1.08 1.32
1556520_at --- --- 0 --- -2.79 -1.97 -1.60 -1.52 -1.92 1.08 -1.14 1.18 12.68 2.81 -2.21 -1.56
1556542_a_at --- --- 0 --- -1.41 -1.14 -1.23 -1.46 -1.29 -1.37 -1.25 -1.35 -2.66 -1.57 -2.25 -1.35
1556568_a_at --- --- 0 --- 1.04 1.23 1.25 1.27 1.03 1.41 1.16 -1.06 -1.43 -1.26 -2.78 -2.06
1556584_at --- --- 0 --- -1.29 -1.44 -1.11 -1.07 -1.42 -1.31 -1.30 1.22 -1.55 -1.96 -1.91 -1.79
1556586_x_at--- --- 0 --- -1.65 1.05 1.33 1.41 1.03 -1.56 1.09 -1.27 -1.01 -1.55 -2.50 -1.60
1556694_a_at --- --- 0 --- 1.18 -1.42 -1.02 1.18 1.77 1.26 -1.36 -1.06 -1.13 1.02 -2.69 -4.35
1556763_at --- --- 0 --- 1.08 1.60 1.15 1.14 1.01 1.35 1.04 1.10 -3.10 -2.25 -2.81 -3.78
1556764_s_at --- --- 0 --- 1.29 1.11 1.04 1.04 1.36 1.29 -1.14 -1.46 -2.97 -1.98 -2.39 -2.76
1556778_at --- --- 0 --- 1.85 1.61 -1.77 -1.94 -1.76 -2.28 1.43 3.20 2.35 8.46 3.03 4.65
1556794_at --- --- 0 --- 1.86 1.34 1.81 1.37 2.31 1.31 -1.42 1.10 -7.01 -3.78 -1.62 -3.00
1556812_a_at --- --- 0 --- -1.51 2.22 1.88 -1.38 1.45 -1.45 2.53 1.33 17.09 20.58 1.43 1.21
1556817_a_at --- --- 0 --- -2.54 -1.51 -3.74 -2.40 -1.31 -1.95 1.21 -1.28 8.38 5.20 3.73 3.04
1556818_at --- --- 0 --- -1.14 -1.36 -1.26 1.13 1.10 1.31 1.01 -1.08 -2.88 -2.15 -3.48 -2.95
1556865_at --- --- 0 --- 1.40 -1.34 1.18 -1.05 1.06 -1.11 -2.14 -1.69 -2.06 -2.30 -1.74 -1.91
1556933_at --- --- 0 --- 1.33 -1.17 1.21 1.06 1.09 1.25 -1.04 -1.38 -2.50 -1.70 -2.40 -2.87
1556935_at --- --- 0 --- 1.40 1.28 -1.10 -1.31 1.09 1.26 1.10 1.02 -2.48 -2.47 -2.02 -3.45
1556980_at --- --- 0 --- 1.16 4.14 1.35 1.69 1.29 4.75 -2.61 2.16 4.94 7.03 -3.54 -2.05
1556982_at --- --- 0 --- 2.05 1.50 2.57 6.09 -1.31 -1.31 4.71 4.35 2.58 1.01 2.95 -1.23
1556984_at --- --- 0 --- 1.10 -1.51 -1.13 -1.06 1.90 1.37 1.17 1.30 -1.93 -1.58 -3.52 -2.89
1557017_at --- --- 0 --- 2.53 2.79 1.30 1.18 1.16 -2.12 -3.33 -1.32 -3.05 1.14 4.63 4.44
1557029_at --- --- 0 --- 1.25 -1.08 1.07 1.03 1.17 1.29 -1.38 1.36 -2.19 -2.01 1.17 1.05
1557147_a_at --- --- 0 --- -1.12 -1.24 -1.04 1.02 -1.13 1.07 1.15 -1.00 -1.61 -1.05 -1.63 -1.11
1557195_at --- --- 0 --- -1.14 1.02 1.93 1.90 -1.82 -1.07 -1.90 1.26 -1.65 3.51 1.67 1.67
1557196_a_at --- --- 0 --- -1.41 1.38 -1.86 -1.33 -1.22 1.38 1.04 1.14 1.06 2.74 2.24 2.62
1557222_at --- --- 0 --- 1.23 -1.09 -1.00 1.09 -1.25 -1.28 1.12 1.58 -1.27 -1.29 -2.50 -1.68
1557238_s_at --- --- 0 --- -1.03 1.38 -1.00 1.09 1.31 1.43 1.22 -1.11 -2.66 -2.47 -2.12 -2.70
1557240_a_at --- --- 0 --- 1.50 1.28 1.04 -1.09 -1.20 1.04 -1.54 -1.63 -1.55 -1.63 -2.82 -2.36
1557242_at --- --- 0 --- 1.73 1.67 -1.18 1.02 1.11 1.22 -2.39 -1.09 -1.47 -2.29 -1.53 -1.83
1557256_a_at --- --- 0 --- -1.16 1.18 -1.12 3.02 1.79 4.64 -1.56 -1.73 -1.02 -2.28 1.05 -1.20
1557295_a_at --- --- 0 --- -1.56 -1.30 5.14 5.01 -1.05 1.98 1.50 -1.93 2.26 2.06 1.27 1.36
1557301_a_at --- --- 0 --- 2.55 2.57 -2.31 1.06 -1.82 -1.62 -1.90 1.38 1.62 1.46 -1.09 -1.47
1557315_a_at --- --- 0 --- 1.14 1.15 1.16 1.75 -1.31 -1.14 1.06 -1.28 -2.10 -1.76 -1.70 -1.89
1557325_at --- --- 0 --- 1.57 1.98 -1.05 1.10 -1.32 -1.70 1.75 1.61 1.23 1.12 1.04 1.03
1557329_at --- --- 0 --- -1.36 -1.55 -1.05 -1.97 1.07 -1.82 -2.39 -1.80 -2.01 1.83 -1.11 -1.74
1557375_at --- --- 0 --- -1.31 -1.21 1.60 1.28 1.19 1.10 1.25 -1.02 -1.51 -1.77 -3.83 -2.04
1557383_a_at --- --- 0 --- 1.24 1.11 1.03 1.16 -1.10 1.08 -1.39 -1.25 -1.70 -1.27 -2.58 -2.82
1557409_at --- --- 0 --- 1.15 1.18 -1.01 -1.16 1.19 1.09 1.11 1.00 -1.96 -1.45 -1.27 -1.42
1557433_at --- --- 0 --- 1.04 1.06 -1.16 -1.11 1.13 -1.03 -1.40 -1.08 -1.42 -1.52 -2.12 -2.08
1557437_a_at --- --- 0 --- -1.56 -1.10 -1.45 -1.06 -1.13 1.06 -1.10 1.15 -2.76 -1.54 -3.73 -3.68
1557439_at --- --- 0 --- -1.64 -5.04 6.27 -1.71 -1.66 -3.01 1.83 4.22 7.94 3.48 1.68 2.27
1557468_at --- --- 0 --- 1.80 1.03 1.33 -1.22 -1.60 -2.48 2.53 -1.17 -1.09 -2.08 1.15 -1.09
1557487_at --- --- 0 --- 1.08 1.02 -1.10 -1.01 -1.15 -1.08 -1.21 1.35 -1.87 -1.92 -2.53 -2.53
1557495_at --- --- 0 --- 1.16 1.18 -2.58 -1.12 -1.03 1.44 1.04 -1.30 3.13 2.50 1.47 1.75
1557515_at --- --- 0 --- -1.42 -2.00 -1.08 -2.65 1.20 -1.39 -11.42 -3.14 1.34 -1.78 -1.37 -2.75
1557521_a_at --- --- 0 --- 1.03 1.04 -1.12 1.04 1.29 1.42 -1.45 -1.07 -2.40 -1.75 -3.14 -3.27
1557522_x_at--- --- 0 --- 1.39 1.54 -1.09 -1.01 1.21 1.17 -1.25 -1.05 -2.41 -2.11 -3.43 -3.19
1557539_at --- --- 0 --- -1.07 -1.06 1.02 1.02 -1.06 1.19 -1.09 -1.52 -1.62 -1.86 -2.16 -1.24
1557555_at --- --- 0 --- 1.15 1.12 1.47 1.43 1.21 1.60 -1.73 -1.22 -1.09 -1.66 -1.40 -2.04
1557637_at --- --- 0 --- -2.05 -1.70 -1.65 -2.38 1.04 1.36 1.31 -1.01 1.18 1.37 1.72 1.32
1557638_at --- --- 0 --- 1.94 1.79 1.12 1.29 -1.51 -1.45 -1.23 1.26 -1.39 -1.92 -1.21 -1.34
1557658_at --- --- 0 --- 1.01 -3.97 -1.48 1.20 2.10 1.44 -2.94 -1.41 -1.69 1.75 -5.01 -7.75
1557667_at --- --- 0 --- 1.32 1.56 -1.18 -1.06 1.08 1.15 -1.05 -1.38 -2.00 -1.77 -1.43 -1.33
1557689_at --- --- 0 --- -2.33 -1.40 1.19 -1.14 1.01 -1.01 5.94 3.31 -2.93 -2.93 -1.20 -13.40
1557713_at --- --- 0 --- 1.42 1.22 2.39 1.70 1.04 1.29 -2.00 -1.44 -1.98 -6.66 -1.16 2.17
1557797_a_at --- --- 0 --- 1.04 -1.43 -1.21 1.09 1.06 1.26 1.32 1.16 -1.92 -1.66 -1.94 -1.24
1557809_a_at --- --- 0 --- 1.43 -1.19 1.02 -1.06 1.31 1.58 1.76 -1.02 -1.34 -1.42 -2.38 -2.08
1557812_a_at --- --- 0 --- 1.99 1.30 1.14 -1.02 1.06 1.09 -1.49 -1.57 -3.97 -2.44 -2.33 -2.11
1557813_at --- --- 0 --- 1.02 -1.22 -1.09 1.28 1.06 -1.03 -1.20 -1.35 -1.75 -2.54 -2.49 -1.56
1557814_a_at --- --- 0 --- 1.68 1.66 2.55 1.45 1.05 -1.13 1.45 1.43 -1.90 -1.26 -3.95 -1.78
1557816_a_at --- --- 0 --- -2.06 -2.05 -2.03 1.68 -1.40 1.31 -1.28 -3.38 -2.16 -1.04 -3.34 -2.05
1557987_at --- --- 0 --- 1.11 1.56 1.28 -1.06 1.07 1.12 -1.46 -1.02 -2.11 -1.63 -1.68 -2.48
1558078_at --- --- 0 --- 1.01 1.03 -1.12 -1.30 1.02 1.08 1.48 -1.09 -1.93 -2.09 -2.12 -1.95
1558102_at --- --- 0 --- 1.13 1.22 1.17 1.43 1.05 -1.01 1.02 -1.01 1.15 1.08 -1.71 -1.36
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1558103_a_at --- --- 0 --- 1.12 -1.03 1.07 1.08 -1.21 -1.08 -1.07 1.07 1.08 -1.00 -1.75 -1.31
1558193_at --- --- 0 --- -1.45 -1.39 -1.65 1.01 -1.35 -1.41 -1.38 1.09 -2.65 -2.13 -1.59 -1.46
1558208_at --- --- 0 --- -1.23 -1.08 -1.02 -1.08 1.02 1.07 1.64 1.49 4.54 4.04 3.21 2.78
1558236_at --- --- 0 --- -1.04 -1.00 -1.02 1.02 1.11 1.17 -1.10 -1.03 -1.90 -1.83 -6.16 -4.50
1558237_x_at--- --- 0 --- -1.01 -1.00 -1.07 -1.13 -1.08 1.00 -1.02 -1.17 -1.92 -1.66 -5.85 -3.96
1558343_at --- --- 0 --- 1.07 1.02 3.46 -1.91 1.50 1.34 -1.00 -2.72 -1.18 1.21 1.03 1.60
1558348_at --- --- 0 --- -1.19 -1.55 2.22 1.46 1.10 1.08 -1.21 -2.82 -2.73 -1.65 -1.26 -1.10
1558385_at --- --- 0 --- 1.60 1.76 -1.07 -1.48 1.00 -1.06 1.15 -1.10 -4.23 -4.26 -3.29 -2.18
1558409_at --- --- 0 --- 2.93 2.17 1.32 1.23 1.53 1.04 1.22 1.08 -3.38 -2.11 -3.15 -2.57
1558410_s_at --- --- 0 --- 1.84 1.39 1.23 1.07 1.29 1.05 -1.09 -1.07 -2.23 -2.17 -2.55 -2.21
1558444_at --- --- 0 --- 1.02 -1.14 1.10 1.17 1.10 -1.06 -1.29 -1.52 -1.68 -1.78 -1.82 -1.42
1558447_at --- --- 0 --- 2.39 1.18 1.12 1.22 -1.16 -1.04 1.87 1.47 -4.08 -2.13 -1.17 2.17
1558494_at --- --- 0 --- -2.05 -1.26 -1.40 -1.10 -3.08 -4.39 5.64 1.24 3.14 5.39 3.16 4.12
1558522_at --- --- 0 --- 1.47 1.18 -1.13 -1.13 -1.04 1.09 -1.14 -1.10 -2.47 -2.09 -1.63 -2.17
1558525_at --- --- 0 --- 1.07 -1.00 -1.33 1.06 1.33 1.22 1.63 1.26 1.55 1.06 -1.16 1.63
1558624_at --- --- 0 --- 1.96 1.25 1.46 -1.01 1.59 1.67 -1.59 -1.21 -1.25 -2.09 -1.74 -1.29
1558626_at --- --- 0 --- -1.25 -1.08 1.21 1.16 1.17 -1.24 -1.26 -1.39 -5.48 -3.01 -1.60 -2.24
1558672_at --- --- 0 --- -1.08 1.03 -1.15 1.05 1.22 1.30 -1.12 -1.13 -1.61 -1.11 -3.36 -3.13
1558739_at --- --- 0 --- 1.21 1.10 -1.38 1.07 -1.07 1.30 -1.67 -1.00 -1.61 -1.11 -1.72 -1.53
1558740_s_at --- --- 0 --- -1.03 -1.13 -1.00 1.14 1.06 1.08 -1.37 -1.01 -1.36 -1.26 -1.57 -1.48
1558748_at --- --- 0 --- 1.09 1.58 1.19 1.58 1.51 1.28 1.26 1.31 -2.69 -1.85 -9.84 -2.83
1558758_s_at --- --- 0 --- -1.49 -1.01 -1.82 1.07 -1.09 1.13 1.75 1.56 2.20 1.75 1.25 1.43
1558760_at --- --- 0 --- 1.07 -1.14 -1.09 -1.15 1.41 1.20 -1.25 1.05 -2.36 -2.21 -1.27 -1.10
1558783_at --- --- 0 --- 1.03 -1.09 1.01 1.15 1.07 1.51 -1.13 -1.12 1.39 1.31 -1.03 1.29
1558806_at --- --- 0 --- 2.15 2.43 -1.79 -1.70 -1.55 -1.31 -1.22 1.13 2.09 2.01 5.11 2.55
1558822_at --- --- 0 --- 1.03 1.65 -1.76 -1.81 -1.16 1.03 -1.85 -1.52 -3.82 -4.06 -3.23 -2.55
1558831_x_at--- --- 0 --- -1.38 -1.10 1.10 1.04 -1.53 1.16 -1.30 -1.08 -1.88 -2.23 -1.66 -1.30
1558836_at --- --- 0 --- 1.35 1.34 1.08 1.03 1.14 1.07 1.78 1.21 -1.51 -1.27 -1.91 -1.16
1558837_a_at --- --- 0 --- 1.24 1.13 -1.02 -1.01 1.33 1.41 -1.13 -1.02 -1.17 1.11 -1.49 -1.62
1558854_a_at --- --- 0 --- 1.48 1.01 1.24 1.07 -1.38 1.06 -1.31 -1.03 -2.05 -2.27 -1.75 -1.12
1558869_at --- --- 0 --- 14.35 9.54 -1.67 -1.10 -1.74 1.34 -1.06 1.29 -1.42 3.34 -1.44 -3.14
1558871_at --- --- 0 --- 2.32 -1.25 2.23 1.48 1.08 1.12 1.92 1.41 3.63 2.77 2.44 3.00
1558877_at --- --- 0 --- -1.98 -2.66 1.26 1.15 1.19 1.31 -1.15 -1.00 -1.92 -1.02 -2.07 -1.91
1558889_at --- --- 0 --- 1.70 1.97 1.13 -2.15 1.48 -1.72 -1.04 -1.11 -2.11 -1.73 -1.12 -7.27
1558922_at --- --- 0 --- 1.16 -1.01 1.17 -1.08 1.12 1.31 -1.32 1.11 -5.13 -3.83 -2.94 -2.44
1558947_at --- --- 0 --- 1.08 1.06 1.10 1.09 -1.11 -1.09 -1.41 -1.29 -1.81 -1.47 -1.10 -1.23
1558948_a_at --- --- 0 --- 1.31 1.22 1.31 -1.02 1.03 1.12 -1.21 -1.08 -2.46 -1.36 -1.15 -1.10
1559006_at --- --- 0 --- 1.21 1.10 1.02 1.06 1.01 1.09 -1.35 -1.22 -2.32 -1.93 -2.42 -2.08
1559007_s_at --- --- 0 --- 1.02 -1.01 1.09 1.20 1.02 1.00 -1.13 1.07 -2.11 -1.85 -2.26 -1.92
1559063_at --- --- 0 --- 1.94 2.19 1.13 1.01 1.20 1.12 1.38 1.32 -1.60 -3.88 -1.47 -1.68
1559086_at --- --- 0 --- -1.16 1.11 1.26 2.00 -1.02 1.02 -1.44 -1.86 -4.42 -2.55 -5.97 -4.31
1559116_s_at --- --- 0 --- -1.18 -1.12 1.47 -1.05 1.20 1.24 -1.23 -1.35 -2.32 -1.87 -1.84 -1.69
1559119_at --- --- 0 --- -1.15 -1.40 2.01 1.75 -1.03 1.01 -1.10 -1.01 -1.74 -1.73 -2.18 -1.80
1559154_at --- --- 0 --- -1.04 -1.58 1.31 1.14 1.10 1.28 1.02 -1.01 1.15 1.33 1.30 1.07
1559156_at --- --- 0 --- 1.20 1.04 1.13 1.12 1.23 1.26 1.06 -1.06 -2.61 -2.98 -1.97 -2.11
1559214_at --- --- 0 --- 1.03 1.01 1.04 1.10 1.04 1.28 -1.60 -1.16 -1.80 -1.17 -2.09 -2.19
1559252_a_at --- --- 0 --- -1.68 -1.00 -1.21 -1.38 -1.90 -1.88 -1.07 1.20 1.35 1.29 -2.61 -1.76
1559255_a_at --- --- 0 --- 2.28 2.30 -1.41 1.10 -2.20 -2.67 -1.08 1.29 3.07 1.51 -1.74 -2.22
1559278_at --- --- 0 --- 1.47 1.55 -2.05 -1.25 2.07 3.95 -10.46 -6.76 2.62 3.75 -2.30 1.51
1559284_at --- --- 0 --- -1.17 -1.11 1.35 -1.02 1.13 -1.08 -1.24 -1.70 -1.74 -2.38 -1.85 -2.31
1559287_at --- --- 0 --- 1.94 1.51 -3.22 -1.03 -1.70 -1.42 -1.32 1.98 3.53 3.23 -1.51 1.20
1559310_at --- --- 0 --- -1.01 1.05 1.17 1.03 1.18 1.16 -1.40 -1.25 1.31 1.44 1.31 1.56
1559331_x_at--- --- 0 --- -1.47 -1.12 1.10 1.29 1.07 1.20 1.15 1.61 1.05 -1.25 -2.66 -1.76
1559336_at --- --- 0 --- 1.58 1.88 -3.91 -1.51 2.15 2.52 -3.61 1.36 1.36 1.44 1.44 -3.27
1559351_at --- --- 0 --- 1.02 -1.25 -1.40 1.23 3.10 4.60 -5.36 -1.74 2.39 1.52 2.42 -1.23
1559360_at --- --- 0 --- -1.23 -1.02 -1.13 -1.12 -1.21 1.17 -1.16 1.17 -2.16 -1.93 -1.21 -1.90
1559384_at --- --- 0 --- 1.13 -1.02 1.02 1.28 1.22 1.31 -1.26 -1.29 -1.75 -1.43 -2.11 -1.46
1559401_a_at --- --- 0 --- -1.33 -1.41 1.11 -1.04 1.47 1.31 1.31 1.12 -2.71 -3.53 -2.12 -1.80
1559426_at --- --- 0 --- 1.20 1.77 -3.14 -2.54 2.26 1.24 -1.28 -1.45 -1.45 -1.95 -3.22 -2.33
1559437_at --- --- 0 --- 1.26 1.74 -1.17 -1.20 1.15 1.10 1.28 1.01 -1.73 -1.05 -1.99 -1.78
1559444_at --- --- 0 --- -1.04 -1.01 -1.00 -1.05 1.10 1.05 -1.17 -1.13 -2.18 -1.93 -1.27 -1.82
1559508_at --- --- 0 --- 1.12 1.03 -1.40 -1.09 -1.56 -1.48 1.13 -1.48 -3.40 -2.12 -2.86 -2.40
1559526_at --- --- 0 --- 7.80 5.84 -1.33 -1.15 -1.04 1.98 3.69 2.89 1.41 1.38 1.15 1.21
1559530_at --- --- 0 --- 1.16 1.17 1.19 -1.07 1.11 1.00 1.15 -1.03 1.05 -1.05 1.67 1.41
1559589_a_at --- --- 0 --- 1.02 1.02 -1.13 -1.17 1.20 1.19 -1.20 1.28 1.36 1.63 2.02 2.40
1559598_at --- --- 0 --- 1.17 -1.47 1.09 -1.10 1.92 2.40 -1.20 -1.55 -2.47 -3.65 -1.86 -2.02
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1559653_at --- --- 0 --- 2.81 1.54 2.78 1.68 4.15 3.41 1.87 1.79 -2.08 -1.05 -6.39 1.36
1559723_s_at --- --- 0 --- 1.11 1.59 1.14 1.12 1.58 1.76 -1.63 1.14 -2.12 -1.67 -1.54 -1.95
1559776_at --- --- 0 --- -1.10 1.07 1.33 1.10 1.47 1.50 -1.51 -1.41 -1.74 -1.22 -1.81 -1.53
1559814_at --- --- 0 --- 1.52 2.22 2.51 3.05 1.19 2.02 1.70 1.07 -1.97 -2.13 -2.58 -1.07
1559837_at --- --- 0 --- 1.70 1.51 1.36 -1.82 -2.53 1.28 1.44 2.67 5.47 5.26 -2.11 1.09
1559843_s_at --- --- 0 --- 2.21 3.73 -1.85 2.40 2.44 1.57 1.95 1.86 -1.51 -1.96 3.47 4.91
1559867_at --- --- 0 --- -1.32 -1.12 1.74 1.44 1.17 1.18 -1.40 1.07 -2.74 -1.79 -1.43 -1.49
1559916_a_at --- --- 0 --- 1.89 1.38 1.19 1.43 -2.01 -1.48 -1.82 2.10 -3.52 -3.60 -1.31 -1.99
1559936_at --- --- 0 --- -1.29 -1.34 -1.02 -1.11 1.05 -1.08 -1.09 1.06 -1.71 -1.67 -1.57 -1.16
1560026_at --- --- 0 --- 1.06 -1.12 1.11 1.07 1.39 -1.28 -1.37 1.19 -2.13 -2.56 -1.04 -1.83
1560048_at --- --- 0 --- 1.01 1.02 1.06 -1.16 1.18 1.16 -1.25 -1.08 -1.16 1.10 1.20 1.17
1560071_a_at --- --- 0 --- 1.05 1.00 -1.07 -1.24 -1.08 1.21 -1.44 -1.30 -2.37 -2.99 -1.38 -1.77
1560148_at --- --- 0 --- 2.30 2.61 1.86 1.41 -1.07 1.04 1.01 -1.07 -1.63 -1.48 -1.40 -1.84
1560171_at --- --- 0 --- 3.15 3.80 -1.39 -2.22 1.15 1.00 -1.12 -1.23 1.31 -1.20 4.57 2.75
1560222_at --- --- 0 --- 1.19 1.15 1.05 -1.06 1.11 1.44 -1.01 -1.29 -1.92 -1.44 -1.07 -1.14
1560237_at --- --- 0 --- 3.96 4.66 -1.27 1.12 1.46 -1.36 -1.28 -1.57 2.35 2.46 1.44 1.07
1560271_at --- --- 0 --- 1.93 1.33 1.24 1.20 -1.01 1.33 1.11 -1.03 -1.90 -1.41 -3.47 -2.26
1560290_at --- --- 0 --- 1.35 1.42 1.28 1.46 1.22 1.31 1.14 1.24 1.18 1.05 2.65 2.57
1560347_at --- --- 0 --- -2.10 1.02 -1.29 -1.53 -1.33 1.00 2.17 1.41 2.44 1.40 1.13 1.06
1560349_at --- --- 0 --- 1.34 1.27 1.03 -1.10 1.47 -1.04 -1.05 -1.74 1.40 1.07 -3.76 -2.15
1560480_at --- --- 0 --- 1.92 3.45 1.62 -1.08 3.13 2.33 -1.04 -4.32 -1.45 1.33 1.43 -2.97
1560500_at --- --- 0 --- 1.93 1.83 1.14 -1.24 1.22 1.32 -1.14 -1.24 -2.12 -2.28 -2.26 -2.82
1560506_at --- --- 0 --- 1.83 1.84 1.11 -1.10 -1.34 -1.19 -1.95 -1.53 -1.35 -1.44 1.16 1.47
1560659_at --- --- 0 --- 1.34 1.38 -1.06 -1.32 1.08 1.58 -1.09 1.20 -2.04 -2.26 -3.14 -2.95
1560661_x_at--- --- 0 --- 1.14 1.20 1.25 1.14 1.27 1.12 -1.15 -1.19 -2.45 -2.90 -3.72 -2.82
1560680_at --- --- 0 --- -1.21 2.01 -1.07 -1.08 -1.16 -1.10 -1.06 -1.13 -1.91 -2.25 -4.59 -3.12
1560738_at --- --- 0 --- 1.05 1.58 -1.03 -1.33 1.08 1.19 1.00 -1.60 5.98 6.42 4.35 4.60
1560739_a_at --- --- 0 --- 1.18 -1.21 1.05 1.21 -1.37 1.09 1.68 1.11 5.27 5.45 5.26 5.75
1560745_at --- --- 0 --- -2.63 -1.31 -1.37 -3.75 -1.14 1.24 5.70 4.10 1.01 -1.27 2.04 3.25
1560748_at --- --- 0 --- 2.55 2.35 -1.42 2.31 -2.15 -1.58 -1.13 -2.79 2.29 1.33 1.03 1.19
1560846_at --- --- 0 --- -1.08 -1.27 1.37 1.07 1.16 -1.72 1.49 1.48 -1.35 1.04 -1.08 1.68
1560898_at --- --- 0 --- -1.93 -2.26 -1.60 -1.22 2.71 1.12 1.25 -3.32 4.98 4.45 1.33 2.43
1560926_at --- --- 0 --- 1.76 1.63 -1.02 -1.40 1.04 1.17 -1.25 1.02 -3.01 -3.34 -1.56 -1.47
1560968_at --- --- 0 --- 2.36 1.31 -1.09 1.86 -1.29 -1.20 1.22 -3.05 3.79 3.21 2.81 1.04
1560986_a_at --- --- 0 --- 1.62 1.85 1.30 1.02 -1.30 -1.43 -1.37 1.17 -2.95 -3.02 -1.33 -1.21
1560987_a_at --- --- 0 --- 1.42 1.05 -1.02 1.08 -1.26 1.05 -1.23 1.05 -5.53 -11.53 -4.21 -2.83
1561025_at --- --- 0 --- 1.22 1.22 2.48 2.53 -4.60 -3.61 -1.53 2.71 5.60 1.69 8.04 5.02
1561026_a_at --- --- 0 --- -1.08 -1.59 -2.28 1.07 -1.03 1.32 1.29 1.58 1.32 1.39 1.75 2.08
1561100_at --- --- 0 --- -1.00 -1.25 1.04 -1.52 1.55 -1.00 1.40 -1.00 -1.12 -1.20 -1.01 -1.33
1561121_at --- --- 0 --- -1.32 -2.31 1.12 -3.02 -1.46 -1.59 1.73 1.23 -2.57 -1.59 -1.36 2.29
1561135_at --- --- 0 --- 1.72 1.75 -1.02 1.20 1.35 1.37 -1.07 -1.07 -3.13 -2.78 -2.66 -2.45
1561180_at --- --- 0 --- 1.09 -1.07 -1.04 -1.36 1.18 1.27 -1.36 -1.28 -2.18 -1.69 -1.93 -2.36
1561181_at --- --- 0 --- 1.03 -1.22 -1.04 -1.25 2.26 1.58 -1.01 1.25 -3.91 -2.76 -3.45 -2.55
1561216_at --- --- 0 --- -1.71 -1.07 -3.24 3.52 -1.97 2.03 1.48 -1.10 14.39 2.89 -1.62 -2.14
1561258_at --- --- 0 --- 1.27 3.65 -1.43 -2.60 1.10 -1.03 -1.69 -2.89 7.93 4.41 1.91 -1.22
1561293_at --- --- 0 --- 5.56 3.21 -2.82 -5.36 3.99 5.72 -1.27 -1.90 5.46 1.39 4.00 2.14
1561422_at --- --- 0 --- 1.12 1.21 -1.17 1.11 1.58 -1.27 1.11 -1.69 1.99 1.78 -1.43 -4.13
1561453_at --- --- 0 --- -1.40 -1.33 -2.24 -1.03 -3.30 -1.11 -1.22 -1.04 2.44 1.84 2.15 2.35
1561564_at --- --- 0 --- -1.07 -2.59 1.06 1.09 -1.27 1.01 1.97 1.87 1.31 -1.36 3.66 4.23
1561639_at --- --- 0 --- 2.09 1.68 -1.66 -1.96 1.64 4.62 -1.95 -1.13 -1.29 1.08 -1.24 1.68
1561640_at --- --- 0 --- -1.00 1.12 1.23 -1.27 1.31 1.31 -1.01 1.03 -1.79 -1.65 -1.38 -1.51
1561669_at --- --- 0 --- 1.29 1.03 1.02 -1.04 1.25 -1.13 -1.14 -1.02 -1.53 -1.44 -3.27 -1.29
1561686_at --- --- 0 --- 2.16 1.53 1.09 1.14 1.19 1.34 1.70 1.21 -1.73 -2.11 -1.11 -2.35
1561703_at --- --- 0 --- -2.56 -3.35 1.10 -3.63 -6.73 -1.19 1.16 1.21 3.89 -1.27 4.48 1.49
1561738_at --- --- 0 --- -2.26 -2.16 1.04 -1.01 1.02 -2.99 4.22 4.22 1.04 -3.91 3.59 4.70
1561749_at --- --- 0 --- 1.26 1.09 1.54 1.62 1.34 1.31 1.58 1.11 1.16 1.32 1.14 1.85
1561754_at --- --- 0 --- 2.27 1.36 1.01 1.48 1.27 1.26 -1.17 1.43 -2.45 -4.69 -1.73 -1.59
1561756_at --- --- 0 --- 6.24 2.56 -1.26 -3.33 -1.08 1.07 1.41 1.73 1.64 -1.27 -3.47 1.23
1561762_s_at --- --- 0 --- -1.08 -1.11 1.25 1.02 1.09 1.06 1.21 -1.27 -4.46 -2.43 -2.33 -2.71
1561777_at --- --- 0 --- 1.66 1.10 1.05 1.05 -1.03 1.20 -1.27 -1.01 -1.88 -1.62 -3.36 -2.65
1561780_at --- --- 0 --- 1.97 -1.13 1.14 -1.20 -1.01 -1.14 1.48 -1.22 -2.31 -1.82 -2.70 -3.02
1561834_a_at --- --- 0 --- -1.13 1.05 -1.16 -1.00 1.32 -1.04 1.17 1.85 4.22 2.10 2.38 2.21
1561855_x_at--- --- 0 --- -1.15 -3.37 -14.96 -6.82 1.99 2.32 2.37 3.40 -1.30 -1.48 3.56 1.88
1561879_at --- --- 0 --- -1.32 -1.27 1.14 -1.14 -1.69 1.30 -1.07 1.16 1.41 1.38 1.17 1.96
1561893_at --- --- 0 --- 1.43 1.17 1.05 -1.19 1.08 1.12 -1.19 -1.13 1.35 1.52 1.42 1.44
1561989_at --- --- 0 --- 3.80 3.20 -1.16 -5.05 1.28 -3.22 -1.94 -1.61 1.66 1.42 -2.04 -1.94
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1562007_at --- --- 0 --- -1.03 1.19 1.07 -1.19 1.16 1.10 -1.00 -1.05 1.91 1.52 1.09 1.07
1562059_at --- --- 0 --- -1.01 1.39 1.01 -1.26 -1.01 1.20 1.30 1.16 -4.58 -2.61 -2.43 -2.32
1562062_at --- --- 0 --- 1.17 1.01 -1.00 1.01 1.17 1.26 -1.12 -1.12 -1.15 -1.12 -2.22 -1.76
1562063_x_at--- --- 0 --- -1.09 -1.09 -1.19 -1.04 -1.27 -1.08 1.51 1.06 -1.95 -1.44 -2.38 -1.81
1562091_at --- --- 0 --- -1.17 -1.31 -1.18 1.83 1.12 -1.05 -1.02 -1.24 -1.00 1.00 1.30 -1.17
1562102_at --- --- 0 --- 1.26 1.22 -1.04 -1.07 1.07 1.48 -1.10 -1.20 -2.24 -1.73 -1.69 -2.88
1562216_at --- --- 0 --- 1.46 1.12 1.32 1.25 -1.11 -1.03 -1.77 -1.26 1.01 -1.14 1.42 2.01
1562235_s_at --- --- 0 --- 1.60 1.21 1.38 -1.09 1.10 1.15 -1.22 -1.21 -4.21 -5.24 -3.28 -4.01
1562254_at --- --- 0 --- 1.11 1.08 -1.21 -1.20 -1.21 -1.08 2.29 1.55 1.57 1.12 3.16 2.08
1562280_at --- --- 0 --- 1.09 1.08 1.13 1.88 1.54 2.19 1.42 -1.04 -1.60 -2.39 1.04 -1.25
1562289_at --- --- 0 --- 1.20 1.04 -1.02 -1.31 1.79 1.53 -1.20 1.08 -1.70 -1.29 -1.69 -1.45
1562290_at --- --- 0 --- -1.86 1.07 7.56 3.30 1.11 4.29 2.53 -1.64 1.46 2.84 1.98 -2.63
1562297_at --- --- 0 --- 1.71 1.87 1.55 1.33 -4.50 1.37 -1.03 -1.08 2.53 1.62 -2.09 -1.21
1562307_at --- --- 0 --- 1.15 -1.08 1.15 1.38 1.35 1.40 -1.03 -1.68 -1.79 -2.45 1.52 -1.11
1562454_at --- --- 0 --- -1.10 -1.16 -1.23 -1.16 -1.10 1.43 -1.25 -1.25 -1.22 -1.61 -1.50 -1.81
1562464_at --- --- 0 --- -1.53 -3.34 -1.99 -1.38 -1.45 1.28 -6.13 1.11 1.26 -1.64 4.19 2.65
1562544_at --- --- 0 --- 1.34 -1.26 1.13 -1.14 1.52 2.12 -1.08 -1.48 -3.44 -2.93 -3.22 -2.60
1562576_at --- --- 0 --- -1.22 -1.54 -1.67 1.23 1.55 1.07 -3.79 -1.49 1.57 -1.28 1.75 1.29
1562579_at --- --- 0 --- 1.74 2.00 -1.72 1.44 -1.12 -1.23 -1.97 -1.01 2.65 2.45 1.47 2.74
1562612_at --- --- 0 --- -1.23 -1.21 1.87 1.82 1.03 1.22 -1.01 1.29 -1.23 -1.12 -3.34 -1.85
1562677_at --- --- 0 --- -2.34 -1.13 1.32 -1.25 2.26 1.74 -1.63 1.06 1.68 1.78 1.17 1.29
1562793_at --- --- 0 --- 12.34 11.24 1.79 -2.85 -3.78 -2.06 2.70 6.83 1.55 -1.33 -1.05 2.57
1562794_at --- --- 0 --- -1.05 -1.06 -1.01 -1.17 1.20 1.87 -1.48 -1.21 -1.54 -1.49 -1.57 -1.29
1562797_at --- --- 0 --- 3.92 3.73 -2.31 -4.46 2.48 1.94 2.10 2.11 -1.37 1.73 1.81 1.15
1562817_at --- --- 0 --- -1.22 -1.20 -1.13 -1.46 -2.76 -1.64 -1.68 1.18 3.29 1.89 2.51 1.14
1562834_at --- --- 0 --- -1.28 -2.26 1.35 -3.60 -1.05 -1.33 3.61 1.30 4.26 1.89 7.98 -1.12
1562864_at --- --- 0 --- -1.94 1.16 1.12 -1.52 1.47 1.20 2.07 1.17 1.65 -1.72 1.51 1.06
1562899_at --- --- 0 --- 1.15 1.08 -1.87 1.59 -1.30 1.10 1.39 -1.74 1.47 -1.04 -2.12 -1.20
1562921_at --- --- 0 --- -1.09 1.06 1.10 -1.12 -1.36 -1.15 -1.37 1.03 -1.93 -1.33 -3.09 -2.67
1562940_at --- --- 0 --- 1.48 -1.07 1.13 -1.21 -1.14 1.53 1.16 1.27 -1.84 -1.15 -1.88 -1.25
1562948_at --- --- 0 --- 1.69 1.21 1.21 1.29 -1.09 1.39 -1.06 1.07 -1.22 -1.14 -1.43 -1.63
1562957_at --- --- 0 --- 1.08 -1.09 -1.16 1.23 1.31 1.33 -1.10 -1.18 -2.18 -2.33 -1.86 -2.30
1562976_at --- --- 0 --- 1.59 1.81 -2.00 -1.69 -1.93 -1.05 1.37 1.40 -1.17 -1.33 -1.76 -1.74
1562999_x_at--- --- 0 --- -2.42 -3.04 -1.37 -1.67 1.05 -1.97 -9.42 -1.66 2.88 3.19 8.77 7.86
1563032_at --- --- 0 --- 2.23 1.32 10.39 1.38 -1.10 -2.81 2.99 8.08 3.14 5.19 1.66 2.07
1563147_at --- --- 0 --- 2.37 1.53 -1.33 -1.30 1.14 -1.11 -1.22 -1.21 -4.11 -5.82 -4.09 -2.00
1563259_at --- --- 0 --- -1.12 -1.07 1.16 1.18 1.15 1.11 -1.44 1.23 -2.61 -2.07 -2.79 -2.26
1563273_at --- --- 0 --- -1.22 -1.40 1.37 1.00 1.84 1.44 -2.24 -1.08 1.14 1.50 -1.00 1.19
1563295_at --- --- 0 --- -1.44 1.35 1.59 -1.85 1.64 -1.01 2.07 2.48 1.25 1.66 1.66 1.32
1563357_at --- --- 0 --- 1.02 1.15 1.06 -1.28 1.04 1.56 -1.01 -1.01 -1.04 1.13 -1.04 -1.31
1563392_at --- --- 0 --- -1.72 -1.74 -1.36 -6.98 -2.99 -3.35 1.18 -1.21 9.92 8.19 6.37 5.17
1563462_at --- --- 0 --- -6.96 -3.72 -2.19 5.07 -5.69 -1.07 -1.11 1.01 7.33 2.19 3.46 -1.07
1563472_at --- --- 0 --- 1.17 -1.12 -1.03 1.07 1.23 2.35 -1.68 -2.79 4.41 4.20 1.50 1.50
1563486_at --- --- 0 --- -20.16 -21.21 -4.60 1.50 -1.49 -1.55 -6.47 1.15 1.30 1.36 1.28 2.00
1563531_at --- --- 0 --- 1.49 -2.78 1.09 1.73 -1.58 2.10 -1.07 1.07 -2.55 -1.33 -2.56 -3.58
1563596_at --- --- 0 --- -1.04 2.34 1.56 1.73 -1.73 1.79 1.56 -5.93 8.08 10.01 -6.42 -2.94
1563601_at --- --- 0 --- 3.07 3.11 1.99 2.57 1.14 1.73 1.73 1.13 -10.27 -3.83 -5.87 -2.67
1563649_at --- --- 0 --- -1.04 -1.25 1.18 1.12 1.39 1.19 -1.04 1.27 -2.82 -2.47 -2.24 -1.64
1563693_at --- --- 0 --- 1.41 -1.05 -2.34 -3.24 -1.14 -1.08 1.32 1.15 3.24 2.57 -1.19 -2.12
1563750_at --- --- 0 --- 1.59 1.78 -1.29 -2.00 1.10 1.83 1.35 1.12 5.40 3.29 -5.01 -1.64
1563858_at --- --- 0 --- -1.41 1.83 1.92 3.07 2.26 1.98 2.37 -2.22 2.11 1.91 3.20 2.22
1563941_at --- --- 0 --- 1.89 1.46 1.15 1.48 -2.43 -1.38 -2.21 -1.31 1.27 1.06 -1.95 -1.20
1563950_at --- --- 0 --- 3.58 7.28 -2.65 2.57 1.39 -1.62 1.89 -1.65 1.01 1.72 7.04 20.02
1564148_at --- --- 0 --- 3.02 2.35 1.26 1.47 -1.29 -1.20 3.88 11.62 -1.95 1.26 -1.28 -1.13
1564192_at --- --- 0 --- 8.26 8.22 -1.89 -1.80 -1.02 -1.39 -1.37 -1.24 -1.36 -4.12 2.30 2.66
1564236_at --- --- 0 --- 2.64 1.89 -1.45 -2.27 -1.07 1.19 2.24 2.73 -2.82 -4.10 1.66 8.37
1564250_at --- --- 0 --- 2.76 1.92 1.60 2.99 -2.31 2.49 -3.51 -5.63 1.07 -1.97 1.25 2.63
1564369_at --- --- 0 --- 1.07 -1.02 1.40 -1.04 -1.54 -2.94 -1.52 -1.66 2.04 1.83 -1.43 -1.94
1564479_a_at --- --- 0 --- -1.99 -1.74 1.59 1.73 -1.01 2.24 4.01 5.94 2.54 1.09 -1.01 2.26
1564561_at --- --- 0 --- -1.78 -1.41 -2.52 -1.50 1.13 -1.80 1.16 1.88 2.23 3.05 -2.88 -1.64
1564654_at --- --- 0 --- 1.05 1.11 -1.06 -1.12 -1.43 -1.50 1.62 1.61 1.78 1.81 1.10 1.29
1564718_at --- --- 0 --- -3.30 1.46 2.36 -5.05 1.58 1.19 2.88 2.31 -2.68 -1.17 4.77 4.02
1564767_at --- --- 0 --- -1.44 1.17 5.18 3.50 -2.83 -2.03 -1.72 -1.54 4.89 2.06 -2.23 1.20
1564795_at --- --- 0 --- -1.59 -1.95 -2.03 1.88 1.37 1.33 -2.29 -2.00 1.04 1.11 -4.49 -3.50
1564840_at --- --- 0 --- 1.41 1.07 1.04 1.21 -1.03 1.81 -1.30 -1.39 -3.49 -6.20 -2.06 -1.41
1564851_at --- --- 0 --- 2.71 1.13 -1.11 1.98 -2.14 -1.49 3.11 1.15 2.11 2.45 -1.55 3.60
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1564886_at --- --- 0 --- 1.24 1.01 1.17 1.08 1.22 1.14 1.08 -1.43 -2.81 -2.87 -1.09 -1.37
1564965_at --- --- 0 --- 4.41 1.62 1.82 -1.18 -2.59 -3.44 -3.98 1.42 6.29 2.95 2.85 8.03
1564996_at --- --- 0 --- 1.83 -1.97 -1.54 -1.13 1.36 -1.93 2.02 1.62 2.36 -1.08 -3.44 -2.70
1565002_at --- --- 0 --- 1.20 2.12 -1.36 1.54 -1.26 -1.23 1.40 3.44 1.20 -1.99 -1.11 -1.72
1565567_at --- --- 0 --- -1.35 -1.13 1.04 -1.51 1.02 1.10 1.12 -1.02 -1.36 -1.51 -1.49 1.08
1565577_s_at --- --- 0 --- -1.03 -1.03 1.12 -1.10 1.11 -1.19 -1.37 -1.25 -1.71 -1.34 -2.03 -1.47
1565614_at --- --- 0 --- 1.80 1.68 -1.05 1.50 -1.02 1.11 1.58 1.00 -4.94 -1.73 -2.89 -2.12
1565627_a_at --- --- 0 --- 1.01 1.02 -1.06 -1.09 1.04 1.05 -1.16 -1.17 -1.59 -1.42 -1.52 -1.69
1565628_at --- --- 0 --- -1.11 -1.03 1.02 -1.10 1.08 1.00 -1.02 -1.04 -1.74 -1.64 -1.73 -1.86
1565644_at --- --- 0 --- -1.22 -1.08 1.23 1.34 -2.27 -1.03 1.19 -1.16 1.44 2.09 2.83 2.76
1565651_at --- --- 0 --- 1.08 1.21 1.02 -1.09 1.23 1.26 -1.09 1.12 -1.28 1.24 1.31 1.93
1565656_x_at--- --- 0 --- -1.03 2.23 -1.12 -1.22 1.53 -1.28 2.24 -1.11 -1.90 1.08 -1.02 2.28
1565672_at --- --- 0 --- 1.47 -1.12 -1.46 1.39 1.20 -1.34 -1.10 -1.53 -1.26 -1.30 1.12 -4.16
1565689_at --- --- 0 --- 1.96 1.50 1.34 1.40 1.16 1.21 -1.69 -1.77 -2.35 -2.83 -2.32 -1.96
1565713_at --- --- 0 --- -1.05 -3.12 1.33 -1.41 1.03 2.70 5.42 4.07 1.28 1.21 -2.78 -3.15
1565730_at --- --- 0 --- -1.44 -1.70 -1.23 1.41 1.17 1.06 1.29 -1.19 -2.51 -1.56 -1.52 -1.57
1565735_at --- --- 0 --- -1.25 -1.13 2.70 5.45 1.11 -1.00 -1.47 1.27 1.93 2.12 -9.75 1.22
1565769_at --- --- 0 --- -3.89 -8.45 -1.68 -2.98 -3.75 -3.96 1.29 1.02 3.89 4.49 3.51 2.92
1565832_at --- --- 0 --- 1.04 1.09 -1.91 -1.35 2.02 2.02 1.23 1.19 1.65 2.09 1.25 -1.29
1565887_at --- --- 0 --- -1.33 -1.23 1.21 -1.00 1.20 1.38 1.43 -1.21 -2.05 -2.00 -1.71 -1.89
1565889_at --- --- 0 --- 1.36 1.60 1.14 1.01 -1.17 -1.15 1.67 1.23 -1.31 -1.49 -2.53 -2.47
1565894_at --- --- 0 --- 1.26 1.04 -1.21 1.07 -1.36 -2.22 -1.07 1.55 -1.42 1.01 2.28 1.48
1565927_s_at --- --- 0 --- 1.16 1.24 -1.62 -1.06 -1.00 1.03 1.16 -1.85 -1.23 -1.33 -2.17 -1.31
1566113_at --- --- 0 --- 1.41 -1.55 -1.18 -1.13 1.23 1.10 -1.18 -1.45 -1.21 -1.19 -2.17 -3.78
1566115_at --- --- 0 --- -1.36 -1.47 1.60 1.36 -1.87 1.41 -1.39 -1.28 -1.18 -1.29 -1.90 -6.42
1566144_at --- --- 0 --- 1.07 -1.03 -1.12 1.05 -1.58 -1.02 -1.71 -1.59 -1.02 -1.05 -2.76 -2.57
1566146_x_at--- --- 0 --- 1.37 1.17 -1.13 1.07 1.19 1.33 -1.16 -1.22 -1.69 -1.69 -2.79 -3.90
1566151_at --- --- 0 --- -2.26 1.66 1.07 1.28 2.39 2.10 -1.47 -1.35 2.44 4.17 -2.57 -1.83
1566228_at --- --- 0 --- 2.42 2.35 -1.28 1.47 1.46 -3.69 -1.62 -2.17 -1.00 1.60 1.58 1.30
1566242_at --- --- 0 --- 1.35 1.28 1.09 -1.15 1.51 1.28 1.01 -1.17 -2.08 -2.46 -2.69 -2.12
1566243_at --- --- 0 --- 1.44 1.50 -1.10 -1.09 1.12 1.04 -1.06 -1.16 -2.29 -2.38 -3.00 -2.98
1566446_at --- --- 0 --- 1.33 -1.05 -1.54 -1.85 -1.28 -1.34 1.23 -1.15 -1.76 -1.60 -1.87 -2.08
1566468_at --- --- 0 --- 1.28 -2.36 1.25 -5.85 -1.08 -2.40 -1.57 8.24 -1.39 -1.30 1.94 4.67
1566491_at --- --- 0 --- 1.42 1.61 1.23 -1.02 1.39 1.27 1.62 1.22 -6.51 -3.71 -3.27 -4.17
1566501_at --- --- 0 --- 1.48 1.73 -1.37 1.65 -1.00 1.53 1.56 1.30 1.12 -1.51 -1.80 1.45
1566512_at --- --- 0 --- 1.11 -1.16 1.11 1.28 1.48 1.04 1.39 1.49 -1.11 -1.03 -1.84 -1.51
1566535_at --- --- 0 --- -1.78 1.09 -1.42 -1.25 -1.04 -1.68 -1.60 -1.04 -1.35 1.00 -1.60 -2.10
1566543_at --- --- 0 --- -1.09 1.14 1.18 -1.40 -1.43 -1.64 5.47 5.12 -1.25 -1.36 -3.59 -1.47
1566581_at --- --- 0 --- 1.21 1.06 -2.63 -1.17 -1.07 1.22 1.90 2.34 1.13 1.10 -1.09 1.02
1566597_at --- --- 0 --- -1.53 -1.25 -1.26 2.66 -1.20 1.32 -1.76 1.58 2.91 2.13 -1.10 -1.11
1566633_at --- --- 0 --- 1.20 1.10 1.17 1.07 1.12 1.06 -1.08 -1.21 -2.03 -1.73 1.17 1.04
1566644_at --- --- 0 --- -6.33 -4.29 -2.19 -1.36 1.04 -2.25 2.65 1.76 4.01 2.82 -1.69 -2.47
1566672_at --- --- 0 --- -1.24 -1.12 -1.21 -1.17 -1.68 -1.52 -1.51 -1.30 2.56 1.72 -1.38 1.76
1566694_at --- --- 0 --- 3.90 1.07 -2.53 -1.52 -1.36 -1.52 2.69 2.29 10.23 4.61 1.18 3.75
1566715_at --- --- 0 --- 2.69 1.74 3.75 2.16 -1.25 1.81 -1.05 -2.02 10.03 6.28 -1.57 -1.39
1566768_at --- --- 0 --- 1.86 1.24 -2.74 1.66 -1.17 -1.04 1.30 -1.20 5.02 1.28 3.57 5.43
1566867_at --- --- 0 --- 1.00 1.30 1.20 -1.64 -1.62 -1.33 1.46 -1.40 1.13 1.01 -1.21 -3.31
1566896_at --- --- 0 --- 2.10 -1.14 -1.40 -1.64 1.08 1.15 -1.03 2.46 1.73 1.60 1.32 -2.40
1566898_at --- ---  tricarboxylic acid cycle Electron_Transport_Chain // GenMAPP /// K 2.21 -1.21 -1.40 -1.49 1.68 7.14 -1.95 1.57 1.35 1.15 1.51 4.77
1566938_at --- --- 0 --- -1.02 -1.59 -3.12 -1.26 -1.09 -1.26 1.33 1.15 8.31 4.83 -4.45 1.06
1566949_at --- --- 0 --- -1.69 -1.24 -1.64 1.84 1.48 1.08 -1.13 -1.32 -1.94 -2.28 1.55 2.17
1567044_s_at --- --- 0 --- -1.05 -1.14 1.17 1.09 -1.19 -1.03 -1.47 -1.11 -1.62 -1.83 -2.20 -2.08
1567045_at --- --- 0 --- -1.56 -1.26 1.28 -1.05 -1.13 -1.26 -2.14 -1.58 -2.04 -1.61 -2.13 -1.96
1567105_at --- --- 0 --- -1.21 -1.16 -1.00 -1.12 1.12 1.14 1.17 1.06 1.15 1.11 1.13 1.10
1567274_at --- --- 0 --- -1.43 -1.58 1.21 -1.04 1.53 1.46 -1.48 1.13 -1.43 -1.14 -1.46 -1.81
1567280_at --- --- 0 --- -1.45 -2.47 -2.41 -1.39 2.48 1.03 -1.16 1.54 -1.41 1.21 5.54 1.06
1567341_at --- --- 0 --- -1.94 1.37 -1.35 -1.21 -1.19 2.06 -1.37 -1.14 4.07 4.15 -1.57 -2.27
1567387_at --- --- 0 --- -1.69 1.59 4.27 9.13 -8.11 -1.75 -12.86 -1.98 1.07 -1.72 7.42 7.03
1567527_at --- --- 0 --- 1.07 1.12 1.04 1.04 -1.00 1.05 -1.24 -1.22 -2.32 -2.55 -2.53 -3.47
1567590_at --- --- 0 --- 1.04 -1.02 1.45 1.82 -1.44 -1.10 -1.41 1.01 1.41 1.85 -1.29 1.25
1567612_at --- --- 0 --- 1.28 1.29 -1.36 -1.33 1.50 1.24 -1.37 1.02 -1.06 -2.30 -1.20 -2.74
1568191_at --- --- 0 --- -1.07 -1.14 -1.03 -1.03 1.23 1.31 -1.02 -1.28 -1.26 -1.08 -1.40 -1.09
1568365_at --- --- 0 --- 1.17 1.03 1.10 1.49 1.05 1.30 -1.59 1.32 -1.44 -1.97 -1.21 1.28
1568611_at --- --- 0 --- 1.05 1.14 1.03 -1.13 1.03 1.07 -1.22 -1.09 1.15 1.52 1.31 1.25
1568639_a_at --- --- 0 --- 1.10 1.05 1.09 1.15 1.07 1.01 1.03 1.06 -1.95 -2.12 -2.13 -2.15
1568643_a_at --- --- 0 --- 1.41 -1.19 -1.63 1.09 1.02 1.30 -1.04 -1.22 2.28 2.04 -1.47 -1.12
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1568742_at --- --- 0 --- 1.20 1.02 1.09 1.23 1.01 1.01 -1.13 -1.25 -1.58 -1.58 -1.57 -1.84
1568748_at --- --- 0 --- 1.31 1.06 -1.04 1.00 1.30 1.25 1.01 1.09 -1.52 -1.12 -2.02 -1.57
1568755_a_at --- --- 0 --- 1.76 1.39 -1.44 -1.10 1.07 -1.02 -1.19 -2.16 2.48 1.39 -1.43 -1.15
1568781_at --- --- 0 --- 1.13 1.08 1.08 1.13 -1.07 1.06 -1.10 -1.16 -2.35 -1.82 -3.06 -3.85
1568795_at --- --- 0 --- 1.73 1.85 1.98 2.32 -2.09 -1.56 -1.68 -1.07 -3.45 -1.91 -1.52 -2.03
1568799_at --- --- 0 --- 1.13 -1.28 1.08 -1.03 1.20 1.06 -1.53 -1.45 -2.33 -2.27 -1.19 -1.12
1568846_at --- --- 0 --- 1.19 -1.56 -2.07 -1.46 1.42 1.47 -2.52 -1.11 1.07 -1.41 -2.11 -2.72
1568847_at --- --- 0 --- 1.34 1.00 1.09 1.29 -1.32 -1.09 1.65 1.34 -1.60 -1.17 -1.50 -1.69
1568867_x_at--- --- 0 --- 1.42 -1.17 -1.16 -1.30 1.02 1.85 1.60 1.16 -1.61 -2.05 -2.72 -2.03
1569052_at --- --- 0 --- 1.06 -1.32 1.04 1.11 1.24 1.10 1.26 1.15 -1.26 -1.49 -1.83 -1.63
1569154_a_at --- --- 0 --- 1.04 -1.25 -1.11 -1.31 -1.28 -1.06 1.08 -1.02 1.80 1.63 1.46 1.90
1569167_at --- --- 0 --- -1.01 -1.04 -1.26 -1.07 -1.08 1.08 -1.14 -1.19 -2.77 -1.03 -2.23 -2.75
1569180_at --- --- 0 --- -1.08 1.06 -1.06 1.42 1.23 1.17 -1.03 1.03 -2.64 -1.73 -2.79 -2.80
1569181_x_at--- --- 0 --- -1.21 -1.05 -1.01 1.09 1.13 1.32 1.02 1.11 -2.08 -1.91 -2.62 -2.24
1569200_at --- --- 0 --- 1.34 -1.01 -1.10 -1.48 1.27 1.22 -1.08 -1.13 -1.53 -1.47 -1.32 -1.05
1569208_a_at --- --- 0 --- 1.11 1.21 -1.06 -1.23 -1.09 -1.02 1.09 -1.03 -2.09 -1.88 -2.12 -1.76
1569231_x_at--- --- 0 --- 2.75 -1.70 1.06 1.29 2.24 -1.31 3.29 3.62 -1.04 -1.44 3.63 12.27
1569296_a_at --- --- 0 --- 1.29 1.12 -1.08 -1.14 1.04 -1.03 1.58 1.50 -2.26 -1.99 -2.70 -1.68
1569307_s_at --- --- 0 --- -1.48 1.24 1.67 1.68 -1.24 1.39 -1.94 -1.61 -7.43 -3.05 -3.30 -3.21
1569311_at --- --- 0 --- 1.30 1.20 1.82 1.36 -1.03 1.01 -1.27 -1.09 -2.20 -1.72 -3.42 -3.20
1569321_at --- --- 0 --- -1.13 1.07 1.12 -1.04 1.11 1.19 1.76 1.15 1.80 1.98 1.56 1.36
1569345_at --- --- 0 --- 1.30 1.13 1.16 1.06 1.64 1.22 1.17 1.03 1.98 -1.31 1.05 -1.51
1569399_at --- --- 0 --- -2.54 -1.69 1.26 2.60 1.17 -1.12 -1.22 2.26 -1.15 -2.45 1.06 -1.00
1569439_at --- --- 0 --- 1.22 1.06 -1.07 -1.17 -1.11 1.24 -1.93 -1.33 -4.61 -7.19 -4.34 -5.15
1569487_at --- --- 0 --- 1.06 1.07 1.02 -1.32 -1.88 -1.10 1.11 1.18 -1.29 -2.04 -1.02 1.43
1569499_at --- --- 0 --- 1.30 -2.13 -1.01 -1.30 -1.34 -1.14 -1.37 -1.38 -1.96 -1.40 -1.74 -1.51
1569501_at --- --- 0 --- -2.35 1.18 -1.15 -1.29 3.52 2.81 -1.77 1.61 -2.04 1.03 -1.82 -2.99
1569512_at --- --- 0 --- 1.29 1.18 1.04 -1.19 1.17 1.10 -1.44 -1.46 -3.19 -2.06 -2.09 -2.04
1569523_a_at --- --- 0 --- 2.18 3.95 -1.26 -3.37 3.26 -1.22 -2.30 1.18 -1.90 1.08 -2.90 -1.33
1569538_at --- --- 0 --- 1.99 1.74 1.14 1.27 -1.22 1.28 1.28 -1.32 -2.37 -2.65 -1.77 -2.11
1569540_at --- --- 0 --- 1.23 1.32 -1.31 -1.15 1.23 1.29 1.04 1.10 -1.32 -1.86 -2.49 -1.53
1569608_x_at--- --- 0 --- 1.17 1.22 1.24 -1.17 -1.16 -1.30 -1.24 -1.22 -2.55 -2.71 -2.17 -1.94
1569664_at --- --- 0 --- 1.26 1.03 1.23 -1.03 1.20 1.14 -1.42 -1.06 -1.73 -1.74 -1.91 -2.53
1569834_at --- --- 0 --- -1.12 1.13 -1.62 1.08 1.21 1.05 -1.07 -1.31 3.55 6.74 2.86 1.78
1569917_at --- --- 0 --- 1.30 1.54 -1.74 1.13 2.23 1.48 1.04 1.49 -1.59 -1.59 1.51 -1.48
1569927_at --- --- 0 --- 1.98 2.13 -1.02 1.02 -1.27 1.03 -4.45 -1.02 -4.24 -1.30 -3.48 -1.89
1569988_at --- --- 0 --- 1.40 2.37 2.89 3.50 2.84 3.09 1.06 -2.05 -1.29 -1.34 2.77 1.40
1569999_at --- --- 0 --- 1.21 1.22 1.02 1.04 1.72 1.60 1.03 -1.13 -1.90 -1.70 -1.47 -1.32
1570050_at --- --- 0 --- 1.84 1.61 -1.41 -2.65 -9.74 -1.41 -1.02 -2.58 -2.09 1.13 -2.34 -1.52
1570057_x_at--- ---  GTP catabolic process --- -1.93 -1.14 -1.39 1.80 -1.00 -1.13 1.72 1.99 2.88 3.82 -2.00 -1.36
1570061_at --- --- 0 --- -1.53 -1.51 -1.11 -1.22 1.04 1.02 1.89 1.62 2.49 1.72 -1.15 1.30
1570084_at --- --- 0 --- -1.26 1.26 1.50 1.57 1.73 -1.15 1.06 1.46 -6.41 -4.21 1.02 1.02
1570124_at --- --- 0 --- 1.99 2.52 -1.91 1.52 -4.26 -1.61 -1.12 -1.11 1.74 2.58 -1.05 1.70
1570146_at --- --- 0 --- 2.38 5.39 -1.54 3.51 -3.06 -1.49 -2.44 -1.12 2.85 -1.21 -2.40 -1.89
1570151_at --- --- 0 --- 1.17 -1.01 1.19 1.19 1.02 1.15 1.04 1.06 -2.41 -2.12 -3.02 -3.22
1570158_at --- --- 0 --- -1.27 1.23 -1.91 1.39 1.41 1.42 1.18 1.41 3.42 4.02 1.30 2.15
1570162_at --- --- 0 --- -1.95 1.53 2.25 -1.83 -4.17 -2.24 -1.20 -2.83 4.46 3.44 -1.47 -1.16
1570177_at --- --- 0 --- 1.63 2.25 1.05 1.14 1.69 1.56 -1.00 -1.36 -1.19 -1.11 -2.24 -3.35
1570180_at --- --- 0 --- -1.31 -1.13 1.11 1.59 -2.32 -1.49 1.49 2.58 2.86 2.40 12.76 5.15
1570181_a_at --- --- 0 --- -1.01 3.31 -1.21 1.21 -3.16 -1.54 2.50 -1.63 4.56 4.13 14.65 17.11
1570191_at --- --- 0 --- -1.31 -1.14 1.80 -1.06 1.44 1.12 1.06 -1.56 -1.64 -1.78 -2.46 -5.09
1570244_at --- --- 0 --- 1.66 1.49 -1.67 -1.53 3.22 1.07 1.12 1.07 1.21 2.94 -6.18 -2.21
1570284_x_at--- --- 0 --- 2.05 1.16 -1.10 -5.67 -4.62 1.32 -1.45 -1.44 2.09 2.12 -4.19 -5.78
1570296_at --- --- 0 --- 1.60 -2.17 -1.48 -1.12 -1.58 -2.49 -2.42 -1.73 -2.27 -1.39 8.70 -1.63
1570332_at --- --- 0 --- -1.62 -1.73 -1.02 -1.16 1.43 -1.39 -2.54 -1.58 1.09 1.13 -1.38 -1.00
1570338_at --- --- 0 --- 1.20 1.01 1.64 1.66 1.69 -1.19 -1.66 -1.18 -1.44 -1.93 -3.24 -2.32
1570339_x_at--- --- 0 --- 2.08 1.53 1.59 1.59 1.25 1.16 1.50 1.11 -1.74 -1.75 -2.66 -2.91
1570344_at --- --- 0 --- -1.98 -3.57 2.69 1.61 -8.60 -1.67 1.76 1.27 -1.67 1.95 -1.79 -2.08
1570439_at --- --- 0 --- -1.47 -2.51 1.56 1.18 1.38 1.16 1.77 1.10 -1.50 -1.14 -1.44 -1.87
1570552_at --- --- 0 --- -1.13 1.00 -1.05 -1.08 -1.14 -1.10 -1.10 -1.02 -1.95 -1.46 -2.07 -2.06
1570574_at --- --- 0 --- -1.86 1.82 3.84 1.67 -1.02 1.73 -5.96 1.24 -2.01 -1.26 -3.77 -4.26
1570578_at --- --- 0 --- 2.40 3.60 -1.03 -1.13 1.05 1.63 1.06 -1.17 1.39 1.40 1.86 3.78
1570579_at --- --- 0 --- -1.87 -1.12 1.22 1.06 -1.20 2.11 -2.10 -1.20 1.94 1.81 1.02 -1.12
1570592_a_at --- --- 0 --- 4.34 8.87 -1.40 -1.72 -2.36 -4.48 -2.42 1.01 4.62 5.60 2.11 -1.44
1570635_at --- --- 0 --- -1.13 -1.59 -7.35 -3.94 1.46 1.57 -1.01 -1.54 1.02 1.85 -4.25 -1.44
201205_at --- --- 0 --- -1.11 -1.11 -1.04 1.01 1.00 1.13 -1.15 -1.03 1.34 1.17 1.23 1.46
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203326_x_at --- ---  blood vessel development --- -1.05 -1.26 1.11 1.07 1.10 1.05 1.11 -1.07 -1.37 -1.37 -1.18 -1.16
204782_at --- --- 0 --- -1.07 -1.05 1.23 1.24 1.16 1.12 1.06 -1.09 1.10 1.34 1.71 1.65
206428_s_at --- ---  transcription, DNA-dependent --- -1.74 -1.10 1.13 1.18 -1.14 -1.37 1.33 1.79 -1.33 -3.08 1.09 -1.08
206548_at --- --- 0 --- -1.06 1.03 -1.07 -1.07 1.25 1.23 -1.16 -1.11 -2.51 -2.19 -2.17 -2.22
206962_x_at --- --- 0 --- 1.93 1.62 -1.26 -1.33 -1.08 1.07 -1.64 -1.37 -1.16 -1.25 -1.82 -1.78
207477_at --- --- 0 --- 1.79 2.11 3.88 5.00 -7.01 -1.85 2.03 2.16 2.77 3.16 1.47 1.97
207488_at --- --- 0 --- -1.33 -1.48 -1.03 1.18 -1.05 -1.65 1.02 -1.34 2.26 2.22 3.28 3.50
207688_s_at --- ---  growth --- -1.01 -1.01 -1.13 -1.02 -1.09 -1.03 1.05 1.05 1.12 1.17 -1.23 -1.23
207875_at --- --- 0 --- 4.59 3.57 -1.39 -2.54 1.48 4.33 -1.13 1.38 -1.25 1.21 3.96 2.20
207917_at --- --- 0 --- 1.10 1.15 1.15 1.30 -1.10 -1.14 -1.02 1.20 1.03 -1.00 -1.97 -1.34
208154_at --- --- 0 --- 2.49 3.77 -1.00 -1.14 -1.02 1.59 -2.26 -1.27 -4.67 -4.15 -1.92 -2.31
208254_at --- ---  immune response --- 1.16 1.59 -2.95 -1.68 2.56 2.24 -1.17 -1.24 -1.41 -1.61 -3.08 -1.23
208849_at --- --- 0 --- 1.09 -1.05 1.12 -1.02 1.14 1.02 1.02 -1.03 -1.25 -1.18 1.26 1.19
209446_s_at --- --- 0 --- 1.10 1.20 1.02 -1.17 1.08 1.16 1.03 -1.12 -1.57 -1.31 -1.45 -1.27
209535_s_at --- ---  small GTPase mediated signal transductio--- 1.24 1.16 1.17 -1.02 1.07 -1.02 -1.38 -1.08 -1.69 -1.51 -1.50 -1.74
210230_at --- --- 0 --- 1.07 -1.01 1.05 1.27 1.10 1.09 1.05 -1.03 -1.50 -1.46 -1.27 1.03
210524_x_at --- ---  negative regulation of growth --- -1.02 1.04 -1.02 -1.19 1.17 1.14 1.06 -1.03 1.55 1.38 1.44 1.51
210699_at --- --- 0 --- 1.30 1.05 1.11 1.21 -1.01 1.10 1.17 1.15 1.11 1.26 1.22 1.32
211976_at --- --- 0 --- -1.08 -1.07 1.03 1.03 1.05 1.06 -1.09 -1.04 -1.03 1.06 -1.30 -1.15
212608_s_at --- --- 0 --- -1.25 -1.12 -1.05 -1.05 1.11 1.17 -1.11 -1.13 -1.19 1.07 -1.48 -1.28
212847_at --- --- 0 --- 1.03 -1.07 1.01 1.14 -1.03 1.16 -1.30 -1.18 -1.98 -2.20 -2.69 -2.57
212874_at --- --- 0 --- -1.35 -1.47 -1.07 1.11 -2.58 -1.64 -1.19 -3.25 -3.06 1.28 -1.06 1.40
213048_s_at --- --- 0 --- -1.02 1.04 -1.03 1.02 -1.03 -1.01 1.04 -1.08 1.24 1.10 1.03 -1.06
213114_at --- --- 0 --- -1.09 -1.04 -1.04 -1.01 1.01 -1.00 1.14 1.08 1.22 1.15 1.29 1.44
213156_at --- --- 0 --- 1.00 -1.04 -1.04 -1.05 -1.16 -1.08 -1.02 1.18 -1.36 -1.31 -1.38 -1.56
213403_at --- --- 0 --- 1.15 1.07 1.28 1.24 1.14 1.08 -1.05 -1.11 1.24 1.06 1.68 1.48
213495_s_at --- --- 0 --- -1.21 -1.32 1.19 1.28 1.44 1.40 1.29 1.10 2.57 1.59 2.38 2.76
213500_at --- --- 0 --- 1.05 -1.00 1.02 1.15 1.10 1.15 -1.18 -1.21 1.21 1.23 1.24 1.56
213557_at --- --- 0 --- 2.38 2.04 1.06 -1.16 1.15 1.09 1.16 1.28 -1.84 -1.48 -2.00 -1.43
213598_at --- --- 0 --- 1.04 -1.03 1.07 1.02 1.06 1.09 -1.09 -1.09 -1.33 -1.19 -1.12 -1.09
213602_s_at --- --- 0 --- -3.33 -3.08 -1.06 -1.46 1.45 1.59 1.35 1.03 -1.31 1.49 -1.30 1.09
213605_s_at --- --- 0 --- 1.40 1.36 1.02 -1.10 -1.02 1.07 -1.28 -1.39 -1.96 -1.68 -1.76 -1.94
213619_at --- --- 0 --- 1.05 1.07 -1.08 -1.02 -1.08 1.04 -1.21 -1.13 -1.11 1.02 -1.24 -1.40
213658_at --- --- 0 --- -1.23 1.00 -2.04 1.17 1.11 -1.84 -2.03 1.21 1.50 1.71 2.21 2.68
213662_at --- --- 0 --- 1.01 -1.08 1.22 1.29 1.38 1.33 1.28 1.23 -2.90 -1.92 -2.44 -2.31
213663_s_at --- --- 0 --- 1.10 -1.03 -1.08 -1.20 1.08 1.09 1.03 1.05 -2.87 -2.38 -2.83 -2.48
213961_s_at --- --- 0 --- 1.08 1.03 1.02 1.11 1.04 -1.14 1.29 1.17 -1.55 -1.50 -1.49 -1.78
213979_s_at --- --- 0 --- -1.01 1.04 1.01 -1.01 1.00 -1.04 1.09 1.03 1.23 1.07 1.02 -1.03
214078_at --- --- 0 --- 1.06 -2.21 -4.26 -1.57 1.20 2.80 2.72 2.48 31.67 27.60 2.27 1.80
214102_at --- --- 0 --- -1.02 1.03 1.17 1.49 -1.02 1.17 -1.26 -1.08 2.17 1.85 -1.21 -1.02
214126_at --- --- 0 --- -1.11 -1.21 -1.01 -1.23 1.11 -1.00 1.02 1.02 1.20 1.39 1.17 1.23
214160_at --- --- 0 --- -1.53 -1.29 -1.28 -1.44 1.03 1.34 -1.31 -1.55 1.20 1.09 1.68 1.27
214309_s_at --- --- 0 --- 1.44 -1.01 1.03 1.27 -1.04 1.03 1.19 1.06 -2.47 -2.83 -1.90 -1.40
214353_at --- --- 0 --- 1.35 1.35 1.14 1.13 1.24 1.02 -1.20 1.25 -1.78 -1.48 -1.63 -1.40
214373_at --- --- 0 --- 1.11 1.08 -1.04 1.20 1.15 1.01 1.24 1.01 -1.75 -1.48 -3.09 -2.43
214731_at --- --- 0 --- 1.13 1.14 1.15 1.15 1.10 1.29 1.29 1.35 -1.25 -1.22 -1.67 -1.24
214967_at --- --- 0 --- 1.28 1.29 1.14 -1.08 -1.53 -1.00 -1.84 -1.73 -1.42 1.27 2.68 1.94
214996_at --- --- 0 --- -1.71 -1.20 -4.53 1.34 2.07 4.84 2.39 2.42 3.65 5.30 1.59 -1.29
215056_at --- --- 0 --- 5.14 2.63 1.60 1.06 2.31 1.76 1.59 2.25 2.04 1.68 -2.06 -1.08
215083_at --- --- 0 --- -1.34 1.24 -1.08 -1.45 1.40 1.34 -1.75 -1.54 -3.63 -3.27 -2.14 -1.58
215128_at --- --- 0 --- -1.05 -1.03 1.01 -1.04 1.27 1.34 -1.23 1.00 -1.69 -1.44 -2.40 -2.00
215204_at --- --- 0 --- 1.64 1.32 1.13 1.39 1.02 1.09 -1.13 -1.61 -2.52 -2.46 -3.08 -1.78
215212_at --- --- 0 --- 2.70 3.23 -1.11 -1.10 1.74 1.33 1.56 1.14 -2.40 -1.58 -1.44 -1.71
215251_at --- --- 0 --- 1.09 1.11 1.32 1.06 -4.79 -2.63 1.44 1.05 1.38 1.76 -1.14 1.92
215306_at --- --- 0 --- 1.90 1.47 1.09 1.29 1.61 1.63 -1.09 1.18 -6.07 -5.03 -2.06 -4.65
215312_at --- --- 0 --- 1.24 1.12 3.34 1.97 -1.46 1.54 3.59 3.91 1.30 1.94 2.84 2.83
215373_x_at --- --- 0 --- -1.38 -1.38 1.01 -1.03 -1.16 1.04 -1.06 1.04 -1.27 1.19 -1.20 -1.36
215376_at --- --- 0 --- -1.03 -1.70 1.64 1.51 1.59 1.40 -1.17 -1.13 -2.02 -1.44 -1.29 -2.07
215378_at --- --- 0 --- -1.26 -1.74 1.01 -1.07 1.14 1.15 -1.09 -1.21 -1.75 -2.15 -2.82 -3.23
215401_at --- --- 0 --- 1.95 -1.20 -1.20 -1.17 -1.01 -1.10 1.30 1.20 -2.80 -1.99 -2.70 1.25
215408_at --- --- 0 --- 1.28 -1.04 1.26 -1.35 1.17 -1.01 -1.07 -1.38 -2.02 -3.01 -1.60 -2.23
215435_at --- --- 0 --- 1.38 1.05 1.08 -1.21 1.09 1.21 -1.39 -1.14 -2.29 -1.71 -1.80 -3.05
215457_at --- --- 0 --- -1.31 -1.81 1.78 2.21 -2.10 -1.16 -1.19 1.03 2.11 -1.55 1.13 1.51
215469_at --- --- 0 --- 1.09 -1.07 -1.10 1.24 1.09 1.39 -1.45 -1.03 -1.79 -1.34 1.06 1.04
215474_at --- --- 0 --- 2.28 2.39 1.55 -1.21 1.28 -1.27 -1.25 -1.04 -3.43 1.03 -1.80 -2.23
215515_at --- --- 0 --- -1.17 1.09 1.08 1.06 1.13 1.31 1.14 -1.16 -1.82 -3.23 -3.22 -2.15
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215525_at --- --- 0 --- -1.00 1.43 1.38 1.85 1.05 1.39 -1.24 1.29 -3.31 -7.53 -2.30 -2.17
215545_at --- --- 0 --- 1.32 1.46 1.30 1.17 1.33 1.13 -1.02 1.28 -1.87 -1.65 -3.27 -2.20
215555_at --- --- 0 --- 1.26 1.41 -1.25 -1.37 -1.15 -1.03 -1.18 1.03 -2.39 -1.43 -2.02 -1.71
215574_at --- --- 0 --- 1.27 1.68 -2.00 -2.65 -1.79 1.14 -1.32 -1.12 -1.37 -1.07 -1.12 1.03
215576_at --- --- 0 --- -1.13 -1.05 -1.06 1.38 -1.34 1.21 -1.09 -1.07 -1.45 -1.25 -3.30 -2.00
215577_at --- --- 0 --- -1.08 -2.01 -1.05 -1.11 -1.32 1.00 1.03 -1.60 -1.41 -1.32 -1.65 -1.76
215604_x_at --- --- 0 --- 1.23 1.08 -1.20 -1.14 1.01 1.08 -1.42 -1.43 -1.40 -1.48 -1.88 -1.73
215630_at --- --- 0 --- -1.27 1.68 1.27 -1.79 4.71 5.22 2.34 2.77 -1.91 -1.47 -3.43 -5.74
215635_at --- --- 0 --- 1.08 1.35 1.27 1.02 1.07 1.24 1.26 -1.15 -2.31 -1.93 -2.47 -2.20
215648_at --- --- 0 --- 1.51 1.78 1.09 1.13 1.08 1.05 1.57 1.24 -3.29 -1.62 -2.14 -2.12
215653_at --- --- 0 --- -1.03 1.07 1.77 1.67 -1.07 1.33 1.15 -1.29 -3.13 -2.46 -3.26 -3.55
215674_at --- --- 0 --- -2.44 1.31 1.74 1.50 1.18 1.60 1.23 1.01 -2.21 -2.09 -2.42 -4.81
215768_at --- --- 0 --- -1.80 1.17 1.03 1.15 1.43 1.05 -1.50 -1.32 -2.27 -1.45 -2.74 -3.69
215811_at --- --- 0 --- 1.13 1.04 1.12 1.05 1.48 1.62 1.12 -1.16 -3.03 -2.66 -2.21 -2.76
215828_at --- --- 0 --- -1.25 1.07 1.01 -1.14 1.05 1.18 1.32 1.20 -1.73 -1.31 -1.66 -1.24
215831_at --- --- 0 --- -2.58 1.32 -7.23 -7.66 3.75 4.78 3.34 3.77 1.31 -1.43 1.65 -2.41
215914_at --- --- 0 --- -1.45 1.19 1.18 2.19 -1.29 -3.85 1.26 1.17 -2.02 -2.01 -4.49 -3.42
216000_at --- --- 0 --- -3.04 -1.42 -1.11 1.10 1.89 2.02 -1.58 -1.29 1.19 -1.02 2.57 2.59
216012_at --- --- 0 --- 1.39 1.34 1.08 1.01 -1.04 1.33 1.03 1.00 -3.57 -3.06 -2.49 -1.98
216022_at --- --- 0 --- -1.00 -1.09 1.21 -1.18 1.12 1.13 1.18 1.10 -1.33 -1.52 -2.45 -2.52
216028_at --- --- 0 --- -1.07 -1.11 1.11 1.21 -1.01 1.03 1.03 1.13 -1.01 -1.01 -1.80 -1.43
216029_at --- --- 0 --- 1.35 1.42 1.23 -1.13 1.27 1.27 1.06 1.22 1.25 1.16 -1.45 -2.11
216051_x_at --- --- 0 --- -1.28 1.07 -1.05 1.15 -1.75 1.03 -1.25 -1.03 -1.57 -1.63 -1.47 1.04
216101_at --- --- 0 --- -1.27 1.58 -1.47 -1.11 1.75 1.28 1.34 1.50 -3.23 -2.92 -2.09 -2.19
216108_at --- --- 0 --- 1.10 1.65 1.01 1.02 -1.36 -1.55 3.32 2.58 2.87 1.43 1.06 1.49
216112_at --- --- 0 --- 1.20 1.16 1.03 1.29 1.05 1.15 1.22 1.54 -1.67 -1.55 -1.27 -1.74
216142_at --- --- 0 --- -1.02 -1.10 1.13 -1.00 -1.02 1.09 -1.10 -1.08 -1.77 -1.79 -2.52 -2.04
216165_at --- --- 0 --- 1.00 -1.78 1.77 1.45 1.16 -1.23 1.11 1.53 -1.89 1.44 -1.59 -3.21
216169_at --- --- 0 --- 1.18 1.25 -1.41 -1.47 1.14 1.53 -1.35 1.19 1.89 2.15 1.35 -1.48
216171_at --- --- 0 --- 1.63 -1.90 -1.22 1.14 3.82 4.33 1.38 1.34 3.60 1.11 7.55 4.41
216172_at --- --- 0 --- 1.29 1.05 1.33 1.09 1.15 1.68 -1.22 -1.14 -1.21 -1.08 1.14 1.66
216179_x_at --- --- 0 --- 1.06 -1.04 1.02 -1.11 -1.04 1.03 -1.09 -1.03 -1.58 -1.31 -2.35 -3.18
216187_x_at --- --- 0 --- 1.16 1.13 1.04 1.09 -1.17 1.10 -1.17 -1.03 -1.24 -1.23 -1.46 -1.37
216201_at --- --- 0 --- -3.48 1.70 1.40 2.04 -2.84 -1.13 2.69 2.06 7.76 2.94 -1.35 2.14
216214_at --- --- 0 --- -6.36 1.20 -1.23 -2.41 1.03 1.35 -1.70 -1.88 19.40 16.64 -5.37 1.09
216229_x_at --- --- 0 --- 1.33 1.29 -1.20 -1.09 -1.32 -1.01 -1.10 1.12 -1.30 -1.18 -1.80 -1.67
216246_at --- --- 0 --- -1.09 -1.03 -1.06 -1.03 -1.04 -1.06 1.09 1.02 1.33 1.08 1.05 1.01
216249_at --- --- 0 --- -1.33 -1.05 1.01 -1.04 1.05 -1.16 -1.03 -1.25 1.14 1.14 1.08 1.05
216278_at --- --- 0 --- 1.48 1.06 1.42 1.14 1.03 1.02 -1.48 1.64 -4.27 -2.65 -2.22 -2.30
216369_at --- --- 0 --- -2.23 1.01 1.56 1.11 -1.76 2.00 -14.05 -1.47 1.64 2.31 -1.32 -1.36
216467_s_at --- --- 0 --- 1.49 1.32 -1.07 -1.15 -1.47 -1.46 1.10 1.24 -1.94 -1.65 -2.81 -1.54
216497_at --- --- 0 --- 1.27 1.40 -1.07 -1.05 -1.21 1.40 -1.18 -1.15 -1.46 -1.27 -2.08 -2.44
216500_at --- ---  plasma cell differentiation --- -1.08 -1.03 1.50 1.34 1.13 1.07 -1.14 -1.36 1.62 1.33 1.82 1.98
216528_at --- --- 0 --- 1.20 1.21 1.44 1.52 1.47 -1.25 -1.17 -2.03 -1.92 -1.00 -2.29 -2.48
216568_x_at --- --- 0 --- -1.27 -1.01 -1.03 -1.16 -1.35 1.18 -1.38 -1.13 -1.48 -1.03 -2.91 -2.14
216635_at --- --- 0 --- 1.06 -1.04 1.02 1.02 1.05 1.12 -1.13 -1.03 -1.67 -1.43 -1.28 -1.38
216636_at --- --- 0 --- 1.36 1.19 1.23 -1.02 1.05 1.13 -1.14 -1.00 -2.02 -1.91 -1.89 -2.02
216656_at --- --- 0 --- 1.71 1.32 1.32 1.31 1.78 1.52 1.74 1.60 1.47 1.42 1.49 2.08
216683_at --- --- 0 --- 3.42 1.52 -1.22 -4.52 1.61 1.74 -1.25 -3.89 -1.11 2.27 2.90 5.97
216702_x_at --- --- 0 --- 1.89 1.62 1.12 1.02 -1.04 -1.09 1.19 -1.01 -1.31 -1.10 1.43 -1.26
216708_x_at --- --- 0 --- -1.60 -1.51 -1.33 -1.54 1.41 -1.32 1.11 1.02 1.62 2.02 -2.47 -3.54
216731_s_at --- --- 0 --- -4.85 -2.91 2.50 2.38 -2.00 1.88 -1.08 1.51 2.61 2.21 5.85 8.99
216744_at --- --- 0 --- 1.36 1.18 1.10 -1.15 1.70 1.10 1.03 -1.50 -4.76 -3.26 -1.99 -1.77
216745_x_at --- --- 0 --- -1.13 -1.28 -1.37 1.05 1.16 1.19 -1.33 1.15 -1.67 -2.03 1.38 1.68
216751_at --- --- 0 --- 1.41 1.81 1.27 1.19 -1.32 -1.20 1.36 1.68 -1.45 -1.67 -1.29 -1.69
216764_at --- --- 0 --- 2.58 -5.62 1.59 3.01 1.74 2.08 -1.39 4.40 -1.35 1.06 6.41 4.56
216773_at --- --- 0 --- 1.94 2.67 -2.23 3.36 1.50 1.05 1.40 1.46 1.35 1.23 -2.05 -1.46
216783_at --- --- 0 --- -1.07 1.40 -1.16 -1.26 1.32 1.11 1.13 1.32 -1.74 -1.17 -1.85 -1.24
216788_at --- --- 0 --- -1.73 -1.39 -1.93 -1.09 -1.46 -1.05 1.40 1.13 11.19 3.55 2.47 1.60
216794_at --- --- 0 --- -1.44 -1.71 1.25 -1.23 1.34 1.28 1.27 -1.17 -1.30 -1.25 -1.84 -1.05
216802_at --- --- 0 --- 1.17 -1.30 2.79 -3.19 -6.72 -1.14 -4.05 -2.95 -2.29 -3.96 11.33 12.17
216856_s_at --- --- 0 --- 1.06 1.09 1.12 1.01 -1.10 -1.17 1.02 -1.25 1.06 1.00 1.33 1.06
216858_x_at --- --- 0 --- -1.06 -1.08 1.05 1.05 1.10 1.08 -1.01 -1.16 -1.34 -1.32 -1.26 -1.47
216859_x_at --- --- 0 --- 1.01 -1.04 1.07 -1.02 -1.07 1.20 -1.36 1.06 -1.15 -1.05 -1.19 -1.58
216868_s_at --- --- 0 --- -1.32 -1.46 1.29 1.19 1.23 1.02 1.13 -1.05 -1.07 -1.08 -1.44 -2.37
216978_x_at --- --- 0 --- -2.66 -4.08 1.78 2.02 -1.34 -1.13 -2.90 1.97 4.90 1.06 1.24 -1.38

257 of 293



ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway A2497 30 

mins
A2497P- 30 

mins 
A2497 2 h A2497P- 2 h A2497 4 h A2497P- 4 h A2497 24 h A2497P- 24 h A2497 48 h A2497P- 48 h A2497 72 h A2497P- 72 h

217012_at --- --- 0 --- -1.66 -1.16 -1.02 -1.45 -1.07 -2.09 1.32 1.30 2.30 1.47 1.78 1.63
217034_at --- --- 0 --- 1.29 2.08 -1.76 -1.80 1.20 -1.58 -3.18 -1.68 1.17 -1.17 1.10 1.25
217068_at --- --- 0 --- 1.19 -1.17 1.44 1.36 -1.92 -1.06 1.23 1.23 1.62 -1.21 1.88 1.10
217079_at --- --- 0 --- 2.24 3.18 1.32 2.28 -5.80 -3.30 -1.75 -1.10 1.21 2.07 -2.07 1.47
217137_x_at --- --- 0 --- -1.21 -1.16 -1.09 1.02 -1.18 1.13 -1.01 -1.00 -1.17 1.08 -1.60 -1.94
217164_at --- --- 0 --- 1.13 -1.21 -1.15 -1.42 1.07 1.39 -1.02 1.25 -3.53 -3.31 -2.03 -2.69
217278_x_at --- ---  negative regulation of transcription from --- 2.24 1.86 -2.15 -1.54 3.71 -1.16 -1.61 -1.51 2.33 1.63 -1.48 -1.80
217300_at --- --- 0 --- 1.06 1.10 1.11 -1.10 1.04 -1.03 -1.10 -1.23 1.01 1.20 1.57 1.29
217328_at --- --- 0 --- -1.20 1.55 1.14 -2.12 2.37 2.58 1.39 1.41 6.67 5.65 5.96 4.00
217341_at --- --- 0 --- 1.10 -1.03 1.28 1.26 -1.13 -1.01 1.27 1.25 -1.00 -1.08 -1.76 -1.84
217409_at --- --- 0 --- 1.22 -1.12 1.23 1.09 1.24 1.20 1.04 -1.43 -2.31 -1.80 -4.73 -2.20
217416_x_at --- --- 0 --- 1.18 1.10 -1.02 -1.11 -1.03 1.03 -1.13 -1.12 1.04 1.06 1.33 1.20
217424_at --- --- 0 --- 1.11 -1.18 1.20 -1.34 -1.49 1.00 -2.93 -1.73 4.94 4.15 2.24 -1.29
217426_at --- ---  cell adhesion --- 1.06 1.06 1.02 1.06 1.12 1.11 -1.27 -1.06 -1.71 -1.43 -1.15 -1.07
217482_at --- --- 0 --- 1.62 -1.03 1.10 -1.26 1.44 1.45 -1.12 -1.14 -2.11 -1.66 -1.51 -1.69
217490_at --- --- 0 --- 1.01 -1.04 -1.02 1.18 -1.00 1.17 1.65 1.08 1.02 -1.13 -2.24 -1.86
217498_at --- --- 0 --- -1.08 1.03 -1.05 1.20 -1.02 1.17 -1.03 -1.06 -1.16 1.01 -2.11 -1.68
217506_at --- --- 0 --- 1.25 1.05 1.02 -1.27 1.46 1.04 1.04 -1.26 -2.05 -1.44 -3.07 -2.43
217570_x_at --- --- 0 --- -1.02 -1.16 1.24 1.17 1.45 1.28 -1.38 1.09 -2.51 -2.27 -1.75 -1.19
217579_x_at --- --- 0 --- 1.18 1.21 1.16 1.41 -1.10 1.01 1.09 -1.43 -1.03 1.14 -1.08 -1.26
217614_at --- --- 0 --- -1.17 -1.29 -1.11 -1.10 1.08 1.03 1.37 1.01 1.31 1.31 1.17 1.39
217615_at --- --- 0 --- 1.49 1.52 -1.34 -1.33 1.12 1.48 1.18 1.04 -1.44 -1.38 -2.44 -2.18
217617_at --- --- 0 --- 1.51 1.34 -1.00 -1.23 1.22 1.23 -1.00 -1.03 -2.75 -2.79 -2.66 -2.91
217648_at --- --- 0 --- 1.04 -1.43 -1.12 1.10 -1.33 -1.29 -1.13 -1.70 3.90 5.51 -1.35 -1.27
217651_at --- --- 0 --- 1.21 1.04 1.00 -1.39 -1.19 -1.28 -1.37 1.00 -1.68 -1.81 -2.28 -1.64
217653_x_at --- --- 0 --- 1.14 -1.19 -1.06 -1.15 1.11 1.42 -1.04 -1.02 -1.59 -1.48 -1.52 -1.38
217657_at --- --- 0 --- 1.07 -1.00 -1.02 -1.35 1.00 -1.01 -1.56 -1.43 1.31 1.06 2.00 2.34
217666_at --- --- 0 --- -1.20 -1.27 1.21 1.00 1.34 1.21 1.08 -1.07 -2.11 -1.59 -4.53 -18.29
217709_at --- --- 0 --- 1.02 1.18 -2.10 -1.49 -1.43 -8.70 -3.46 -1.55 6.59 6.78 4.99 5.85
217712_at --- --- 0 --- -1.14 1.02 1.11 1.28 1.79 2.68 1.49 1.46 -2.94 -2.47 -2.58 -2.17
218279_s_at --- --- 0 --- -1.12 -1.09 1.05 1.04 1.05 -1.04 -1.02 -1.11 1.28 1.18 1.59 1.40
220033_at --- --- 0 --- -1.04 -1.12 1.02 -1.12 1.06 1.06 -1.13 -1.00 -2.03 -1.72 -1.67 -1.73
220296_at --- --- 0 --- -2.30 1.24 -1.52 -1.32 2.16 1.59 -1.23 -1.10 2.19 2.61 -2.99 1.02
220612_at --- --- 0 --- 1.58 1.46 1.29 -1.26 1.13 1.26 -1.23 -1.08 -9.25 -2.67 -3.33 -3.13
220682_s_at --- --- 0 --- -1.03 1.02 1.07 -1.07 -1.09 -1.12 -1.12 1.09 1.09 1.17 1.49 1.24
220692_at --- --- 0 --- 1.04 1.11 -1.54 -1.55 -1.49 -1.02 1.41 1.41 1.20 1.00 -1.05 1.35
220711_at --- --- 0 --- -1.52 -1.62 -1.03 -1.13 1.22 1.28 -1.60 -1.34 -1.68 -2.60 -2.44 -2.47
220728_at --- --- 0 --- 2.22 1.39 1.10 1.20 1.26 1.05 1.00 1.12 -2.58 -1.79 -1.63 -1.29
220787_at --- --- 0 --- -1.88 1.09 1.68 2.09 -1.73 -1.19 1.52 2.83 2.40 2.29 -1.43 -1.05
220857_at --- --- 0 --- -2.84 1.99 1.56 3.13 6.09 2.29 -2.12 5.66 -1.62 1.14 1.32 1.39
220897_at --- --- 0 --- 1.78 4.00 2.88 4.86 1.28 -2.05 2.51 1.67 -1.01 -2.15 9.38 5.30
220905_at --- --- 0 --- 1.45 2.38 -1.04 1.03 -1.02 -1.02 -1.11 -1.32 1.17 1.14 -1.79 -1.86
220969_s_at --- --- 0 --- 1.09 -1.15 1.04 1.06 -1.04 1.05 -1.13 -1.07 -2.58 -1.94 -2.28 -2.02
221043_at --- ---  transcription, DNA-dependent --- 1.11 -1.03 -1.00 -1.08 1.13 1.06 -1.27 -1.09 -2.45 -2.36 -2.19 -2.06
221071_at --- --- 0 --- -1.13 -1.42 1.32 1.23 1.29 1.24 -1.14 -1.05 -1.14 -1.16 -1.83 -1.55
221145_at --- --- 0 --- -1.50 -1.66 -3.55 -3.06 1.24 1.49 -5.22 -1.47 2.21 1.68 1.90 1.33
221159_at --- --- 0 --- -1.04 -2.36 -1.14 -1.53 1.11 1.02 1.86 1.76 3.03 1.66 2.19 1.34
221202_at --- --- 0 --- -1.02 1.15 1.04 -1.30 1.24 1.54 1.07 -1.69 -2.14 -1.96 -1.68 -1.87
221420_at --- --- 0 --- -1.96 -2.43 -1.77 6.47 3.33 2.79 4.70 1.64 -2.60 -3.28 -2.24 -2.72
221852_at --- --- 0 --- 1.21 -1.42 1.79 1.36 4.43 1.84 -2.39 -3.47 -1.63 -1.30 -1.12 1.57
222062_at --- --- 0 --- 1.14 1.10 1.18 1.25 -1.03 -1.50 1.11 -1.05 3.33 1.97 2.48 2.40
222069_s_at --- ---  negative regulation of DNA replication Cell_cycle_KEGG // GenMAPP 1.33 1.35 1.05 1.62 -1.07 1.08 -1.06 -1.22 1.03 -1.12 -1.65 -1.03
222170_at --- --- 0 --- -1.03 -1.00 1.08 -1.09 -1.13 -1.03 -1.30 -1.10 -1.63 -1.43 -2.77 -1.91
222197_s_at --- --- 0 --- 1.07 1.12 -1.29 -1.19 -1.01 1.03 1.03 -1.01 -1.37 -2.11 -2.39 -2.04
222207_x_at --- --- 0 --- 1.07 -1.08 -1.03 1.08 -1.19 -1.12 -1.08 1.04 -1.01 -1.11 -1.09 1.04
222282_at --- --- 0 --- 1.81 2.11 1.41 1.26 -1.04 1.06 -1.26 1.00 -2.50 -1.96 -3.49 -5.55
222288_at --- --- 0 --- -1.03 -1.03 1.04 -1.10 -1.16 1.01 -1.06 -1.12 -1.35 -1.15 -2.18 -2.03
222306_at --- --- 0 --- 1.14 1.08 -1.14 -1.07 -1.07 1.13 1.01 -1.06 -1.64 -1.71 -1.71 -1.92
222308_x_at --- --- 0 --- -1.40 -1.36 1.82 1.55 1.08 1.12 1.24 1.38 1.29 -1.25 -1.63 -1.86
222322_at --- --- 0 --- 1.16 -1.41 1.29 1.37 1.31 1.73 1.40 1.23 -3.74 -8.25 -1.36 -2.08
222324_at --- --- 0 --- -1.99 -1.13 -3.03 -2.04 -4.60 -3.45 1.28 2.59 2.07 1.17 -1.71 -1.74
222335_at --- --- 0 --- 1.98 1.70 1.07 -1.08 -1.35 -1.03 -1.33 -1.25 -2.47 -3.36 -3.50 -3.35
222339_x_at --- --- 0 --- -1.09 -1.08 1.07 1.03 1.19 1.20 -1.19 1.00 -1.52 -1.52 -1.91 -1.83
222345_at --- --- 0 --- -1.06 -1.26 2.63 3.29 -1.03 -1.35 -1.23 -1.01 1.95 1.45 2.80 3.21
222347_at --- --- 0 --- -1.00 1.05 1.35 1.26 1.29 1.05 1.05 1.26 -2.27 -1.75 -3.71 -3.08
222350_at --- --- 0 --- 1.49 1.17 1.15 1.11 1.17 1.22 1.46 1.27 2.44 2.25 1.63 1.41
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222366_at --- --- 0 --- 1.04 1.09 -1.05 -1.03 1.15 1.24 -1.06 -1.03 -1.89 -1.89 -1.68 -1.61
222371_at --- --- 0 --- 1.17 1.26 1.07 -1.19 1.25 1.36 -1.47 -1.14 -1.70 -2.19 -2.21 -2.20
222539_at --- --- 0 --- -1.05 -1.10 -1.05 -1.14 -1.02 -1.13 1.15 1.34 -1.83 -1.31 -2.27 -2.59
222877_at --- --- 0 --- 1.17 1.40 -1.15 -1.08 -1.00 1.03 1.29 1.09 1.13 1.18 1.01 -1.36
222970_at --- --- 0 --- -2.72 1.64 12.30 16.53 -1.36 -1.09 -2.28 2.54 2.64 2.27 -1.06 1.31
223052_x_at --- --- 0 --- -1.01 -1.06 1.03 -1.00 1.16 1.12 1.02 -1.05 1.09 1.03 1.36 1.42
223633_s_at --- --- 0 --- -1.04 1.04 1.06 -1.26 1.22 -1.04 -1.17 1.01 1.59 1.29 -1.12 1.25
223641_at --- --- 0 --- 1.04 -1.00 1.08 1.07 1.13 1.24 -1.18 -1.26 1.07 1.12 1.14 1.24
224011_at --- --- 0 --- -1.59 -1.38 -1.03 1.05 -1.36 -1.54 1.20 -1.12 -2.56 -2.19 -2.42 -1.78
224050_s_at --- ---  proteolysis --- 1.88 1.64 1.65 1.44 -1.16 -1.09 1.03 -1.52 1.17 1.06 2.17 1.56
224051_at --- ---  proteolysis --- -1.34 1.02 -1.41 -1.21 1.33 -1.16 1.57 -1.19 1.67 1.49 3.01 2.76
224080_at --- --- 0 --- -1.45 -6.39 5.04 4.52 -1.24 2.80 1.69 -3.55 12.49 1.33 2.38 1.60
224089_at --- --- 0 --- 1.71 1.91 1.42 1.20 1.15 2.02 1.73 -1.56 1.18 1.23 -2.97 -1.66
224109_at --- --- 0 --- 1.01 -1.54 -1.05 1.71 1.24 -1.01 -1.25 -1.02 -1.05 -1.20 1.08 1.62
224127_at --- --- 0 --- -1.12 -2.84 -2.26 1.19 1.12 -1.38 -1.22 1.68 1.95 1.73 -3.22 -8.13
224216_at --- --- 0 --- -1.09 -1.11 -1.03 1.15 -1.16 -1.00 -1.11 1.10 -1.11 -1.07 -1.44 -1.31
224237_at --- --- 0 --- -3.25 1.03 -3.01 -1.43 -1.05 3.24 1.31 -3.02 12.07 7.86 1.42 -1.17
224241_s_at --- --- 0 --- -1.22 -1.24 1.03 -1.13 1.11 1.06 -1.06 -1.07 1.74 1.85 1.44 1.71
224254_x_at --- --- 0 --- 1.29 1.30 1.53 1.59 1.05 1.11 1.11 1.21 -1.74 -1.21 -2.40 -1.68
224316_at --- --- 0 --- -1.12 -1.09 1.00 -1.19 1.27 1.23 -1.01 1.45 -1.12 1.09 1.27 -1.10
224346_at --- ---  methylation --- -1.07 -1.01 -1.04 -1.01 1.02 -1.02 1.10 1.03 1.40 1.15 1.17 1.19
224349_at --- --- 0 --- 1.23 -1.05 1.82 2.46 1.69 1.55 -1.01 -1.72 1.58 1.44 -1.36 -1.16
224375_at --- --- 0 --- -1.22 -1.35 -1.76 -1.55 -1.35 1.27 -1.60 1.27 -1.70 -1.01 -1.64 -1.27
224438_at --- --- 0 --- -1.13 1.07 -1.30 -1.14 -1.28 -1.19 1.05 -1.05 1.97 1.23 1.29 1.50
224545_at --- --- 0 --- -1.90 -1.16 -1.32 -2.19 1.50 1.50 -1.31 -1.56 1.48 -1.33 3.36 8.58
224549_x_at --- --- 0 --- 1.12 1.10 -1.01 1.00 -1.08 1.08 -1.10 -1.03 -1.44 -1.35 -1.73 -1.61
224904_at --- --- 0 --- 1.04 -1.05 1.06 1.09 1.08 1.07 1.06 1.04 -1.23 -1.04 -1.03 1.15
225714_s_at --- --- 0 --- 1.29 1.03 1.02 -1.07 1.01 1.19 -1.20 -1.14 -1.89 -2.28 -1.84 -1.92
225906_at --- --- 0 --- 1.00 -1.25 -1.09 -1.01 -1.01 -1.09 -1.25 -1.23 -2.12 -2.32 -1.74 -1.87
225917_at --- --- 0 --- 1.15 1.10 -1.03 -1.00 -1.18 1.03 -1.41 -1.33 -1.50 -1.27 -1.37 -1.40
225934_at --- --- 0 --- -1.09 -1.09 -1.06 -1.09 1.09 1.01 -1.06 -1.12 -1.23 -1.21 -1.32 -1.28
226102_at --- --- 0 --- 1.19 1.09 -1.02 -1.16 -1.05 -1.05 -1.24 -1.13 -1.87 -1.58 -1.32 -1.49
226138_s_at --- --- 0 --- 1.21 1.29 1.10 1.02 -1.08 -1.04 1.29 1.13 1.50 1.28 1.20 1.12
226252_at --- --- 0 --- -1.34 -1.46 1.17 1.05 1.16 1.12 -1.02 -1.14 -1.24 -1.23 -1.29 -1.21
226347_at --- --- 0 --- -1.10 -1.11 -1.08 -1.15 -1.04 1.06 -1.02 1.03 -1.15 1.21 1.22 1.50
226348_at --- --- 0 --- 1.09 1.08 1.10 -1.00 1.06 1.11 1.12 1.02 1.34 1.72 1.68 2.25
226391_at --- --- 0 --- 1.17 -1.06 -1.05 -1.16 1.24 1.08 1.03 -1.05 -1.46 -1.54 -1.17 -1.28
226397_s_at --- --- 0 --- 1.40 1.47 -1.24 -1.15 1.15 1.15 -1.11 -1.49 -2.86 -2.93 -2.39 -2.92
226444_at --- --- 0 --- 2.25 2.34 1.24 1.36 1.18 1.04 -1.11 -1.17 -2.12 -2.19 -3.18 -2.81
226560_at --- --- 0 --- -2.54 -1.89 -1.37 2.28 -1.42 -1.38 1.02 -1.70 6.73 5.79 -1.80 1.29
226834_at --- --- 0 --- -1.01 -1.09 1.07 1.03 1.06 1.02 1.08 -1.00 1.55 1.59 2.15 2.16
226848_at --- --- 0 --- -1.01 -1.03 1.05 1.24 1.11 1.13 1.07 1.13 -1.48 -1.89 -1.74 -1.38
227051_at --- --- 0 --- -1.08 -1.04 1.04 -1.10 -1.19 -1.01 -1.24 -1.15 -2.55 -2.05 -2.92 -3.36
227061_at --- --- 0 --- 1.18 1.45 1.39 1.28 1.38 1.25 -1.51 -1.57 -2.07 -1.45 1.05 -1.02
227082_at --- --- 0 --- -1.07 -1.13 1.00 -1.08 -1.09 1.05 -1.23 -1.21 -1.67 -1.41 -1.45 -1.45
227107_at --- --- 0 --- -1.04 -1.03 -1.00 -1.08 1.01 1.03 -1.01 1.20 1.62 1.38 1.12 1.12
227121_at --- --- 0 --- 1.12 1.13 1.07 -1.18 1.09 1.07 -1.09 1.06 -1.49 -1.54 -1.44 -2.37
227122_at --- --- 0 --- 1.13 1.11 1.06 1.07 1.04 1.10 -1.05 1.02 -1.25 -1.28 1.22 1.18
227227_at --- --- 0 --- -1.41 -1.35 1.04 1.22 1.24 1.09 1.11 1.08 -1.79 -2.05 -2.44 -2.10
227244_s_at --- --- 0 --- -1.04 -1.08 1.00 1.13 1.04 1.02 -1.06 -1.10 1.06 1.04 1.34 1.52
227260_at --- --- 0 --- 1.85 1.88 1.11 -1.30 1.13 1.28 -1.03 -1.44 -1.75 -1.93 -1.43 -2.43
227273_at --- --- 0 --- -1.11 -1.27 1.06 1.08 -1.42 -1.17 -1.18 -1.06 -2.16 -1.62 -1.45 -1.23
227293_at --- --- 0 --- -1.06 1.00 -1.01 -1.14 1.10 1.13 -1.32 -1.14 -1.39 -1.52 -1.52 -1.44
227338_at --- --- 0 --- 1.05 1.16 1.03 -1.11 1.03 -1.03 -1.08 -1.12 -2.02 -1.81 -1.85 -2.45
227356_at --- --- 0 --- 1.29 1.22 -1.02 -1.08 1.17 1.07 -1.22 1.14 -2.30 -2.38 -1.77 -1.94
227368_at --- --- 0 --- -1.04 -1.04 -1.00 -1.01 1.39 1.08 1.04 1.05 1.28 1.39 1.69 1.59
227459_at --- --- 0 --- -1.12 1.11 1.08 -1.06 1.03 1.15 -1.37 -1.15 -1.38 -1.28 1.16 1.08
227473_at --- --- 0 --- -1.07 -1.04 -1.03 -1.11 1.03 -1.00 1.04 -1.04 -1.30 -1.20 -1.77 -1.75
227504_s_at --- --- 0 --- 1.61 1.68 -1.02 1.10 -1.00 -1.04 1.10 1.13 -2.13 -1.80 -1.82 -1.58
227505_at --- --- 0 --- 1.32 1.25 1.21 -1.02 1.03 -1.07 -1.02 -1.10 -2.23 -1.74 -1.89 -1.68
227508_at --- --- 0 --- -1.10 -1.09 1.22 1.29 -1.02 1.07 -1.17 -1.20 -1.43 -1.15 -1.09 1.04
227576_at --- --- 0 --- 1.33 1.40 1.07 1.05 1.15 1.10 1.04 -1.06 -2.42 -2.71 -2.33 -1.91
227603_at --- --- 0 --- 1.31 1.16 1.06 1.25 1.23 1.10 -1.06 -1.06 -1.82 -1.70 -3.24 -2.49
227663_at --- --- 0 --- 1.32 1.15 1.12 -1.08 1.07 1.24 1.05 -1.02 -2.45 -2.21 -1.94 -1.77
227729_at --- --- 0 --- -1.08 -1.17 1.28 1.25 1.37 1.19 1.20 1.51 1.18 1.11 1.36 1.65
227777_at --- --- 0 --- 1.14 -1.02 1.12 -1.00 1.03 -1.04 -1.32 -1.02 -1.30 -1.08 1.24 1.05
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227826_s_at --- --- 0 --- 1.16 1.24 -1.29 1.25 -1.04 -1.06 1.19 1.12 2.15 2.24 1.94 1.87
227827_at --- --- 0 --- 1.33 1.32 -1.11 1.50 1.41 1.10 1.04 1.22 2.19 2.30 1.72 1.73
227853_at --- --- 0 --- -1.16 -1.17 1.04 1.16 1.11 -1.06 1.11 1.01 1.08 1.30 1.16 1.28
227854_at --- --- 0 --- -1.07 1.00 1.15 1.09 -1.05 1.09 -1.23 -1.13 -2.18 -1.94 -1.61 -1.77
227881_s_at --- --- 0 --- -1.09 -1.15 1.03 1.03 1.01 -1.10 1.15 1.24 1.08 1.10 1.08 1.12
227921_at --- --- 0 --- 1.07 1.11 1.09 1.11 1.15 1.30 -1.30 -1.10 -2.36 -1.88 -2.31 -2.22
227943_at --- --- 0 --- 1.17 1.03 1.20 1.29 1.24 1.27 -1.38 -1.34 -1.87 -1.64 -1.54 -1.52
227963_at --- --- 0 --- -1.21 -1.62 1.00 1.18 -1.27 1.17 1.33 1.39 2.11 1.98 3.96 4.48
227974_at --- --- 0 --- 1.10 -1.13 1.07 1.10 1.08 1.18 -1.33 1.04 -3.94 -4.05 -2.68 -2.60
228016_s_at --- --- 0 --- -1.01 -1.05 1.05 1.02 -1.05 -1.12 1.09 -1.01 1.46 1.60 1.15 1.23
228045_at --- --- 0 --- -1.11 1.01 1.04 -1.02 -1.07 -1.07 -1.38 -1.25 -2.20 -1.77 -2.39 -2.70
228105_at --- --- 0 --- 1.33 1.18 1.00 -1.16 1.07 1.22 1.00 -1.03 -1.79 -1.43 -2.13 -2.00
228116_at --- --- 0 --- 1.02 -1.02 1.07 1.26 -1.03 1.07 1.02 1.18 -2.24 -1.88 -2.48 -1.84
228156_at --- --- 0 --- -1.01 1.09 1.13 -1.12 1.02 1.17 -1.18 -1.03 -2.17 -1.81 -1.81 -2.20
228187_at --- --- 0 --- 1.00 -1.02 1.11 -1.32 1.14 -1.21 -1.17 -1.27 -2.10 -2.03 -1.70 -2.56
228196_s_at --- --- 0 --- -1.06 -1.06 -1.05 1.01 -1.05 -1.08 1.01 1.10 -1.10 -1.10 1.39 1.28
228202_at --- --- 0 --- 2.61 1.91 1.34 1.71 -2.68 -2.03 2.39 1.84 4.99 -1.45 10.53 5.26
228216_at --- --- 0 --- 1.12 -1.03 -1.12 -1.24 1.03 1.06 -1.51 -1.25 -1.65 -1.18 -1.58 -1.32
228243_at --- --- 0 --- -1.09 -1.12 1.32 1.42 1.30 1.39 1.39 1.09 -2.31 -3.79 -1.42 -1.62
228271_at --- --- 0 --- 1.19 1.01 1.30 1.46 1.30 1.18 1.11 -1.05 -1.53 -1.81 -1.49 -1.79
228371_s_at --- --- 0 --- -1.24 1.22 -1.25 -1.62 1.02 -1.05 1.20 -1.34 1.52 1.76 2.24 1.85
228389_at --- --- 0 --- -1.00 -1.04 1.02 1.06 1.06 1.10 -1.20 -1.04 -1.90 -1.64 -2.02 -1.71
228455_at --- --- 0 --- 1.07 1.31 1.09 1.01 1.02 1.01 1.11 -1.12 -1.95 -2.34 -1.67 -1.64
228464_at --- --- 0 --- -1.21 1.15 -1.20 -1.05 1.09 1.03 -1.21 -1.09 -2.38 -1.82 -2.44 -1.93
228469_at --- --- 0 --- 1.03 -1.00 1.08 1.06 1.13 -1.05 -1.06 -1.10 -2.48 -2.51 -2.71 -2.38
228487_s_at --- --- 0 --- 1.07 1.07 1.03 1.04 1.02 -1.01 1.01 1.04 1.44 1.39 1.33 1.28
228534_s_at --- --- 0 --- 1.10 1.13 -1.02 -1.01 -1.05 -1.22 -1.28 -1.08 -1.41 -1.49 -1.46 -1.46
228541_x_at --- --- 0 --- -1.01 -1.04 -1.18 -1.21 -1.28 -1.01 -1.23 -1.17 -1.27 -1.14 -1.37 -1.55
228560_at --- --- 0 --- 1.37 1.37 -1.13 1.07 1.03 -1.13 1.06 1.43 -1.25 -1.56 -1.68 -2.44
228620_at --- --- 0 --- 1.42 1.35 1.20 -1.10 -1.28 -1.20 1.02 1.09 -1.94 -2.07 -2.37 -1.55
228623_at --- --- 0 --- -1.09 -1.04 1.02 -1.08 1.30 1.34 -1.04 1.02 -2.69 -2.74 -2.94 -2.55
228639_at --- --- 0 --- -1.04 -1.05 1.07 -1.13 1.15 -1.10 1.27 -1.05 1.11 1.04 1.34 1.35
228655_at --- --- 0 --- -1.14 1.06 1.15 1.01 -1.12 1.02 -1.59 -1.01 1.15 1.06 1.12 -1.13
228694_at --- --- 0 --- 1.03 -1.00 1.01 -1.03 1.15 1.11 -1.62 -1.23 -2.35 -2.25 -2.11 -2.01
228714_at --- --- 0 --- 1.10 1.34 -1.03 -1.18 -1.07 -1.17 -1.43 -1.44 -2.18 -2.51 -7.47 -4.84
228742_at --- --- 0 --- 1.93 2.46 -4.71 -1.91 1.76 2.82 2.05 -1.98 2.34 1.95 1.59 1.98
228767_at --- --- 0 --- 1.90 1.40 -1.15 1.05 1.62 2.05 1.41 2.01 2.98 2.87 1.15 -1.15
228818_at --- --- 0 --- -1.03 1.13 1.00 -1.04 1.04 -1.02 1.14 1.03 -1.54 -1.45 -1.66 -1.25
228835_at --- --- 0 --- 1.16 1.22 1.32 1.07 -1.09 1.19 -1.32 -1.26 -1.64 -1.26 -1.38 -1.44
228842_at --- --- 0 --- 1.02 -1.05 -1.18 -1.16 1.43 1.21 -1.20 1.13 -4.93 -3.72 -3.14 -2.39
228854_at --- --- 0 --- -1.19 -1.95 1.59 3.47 4.14 -2.41 1.25 -3.03 -1.46 -1.24 -1.04 -2.42
228899_at --- --- 0 --- 1.13 1.09 1.11 1.14 1.03 1.00 1.14 1.01 -3.06 -1.71 -1.66 -2.10
228907_at --- --- 0 --- 1.31 1.11 -1.26 -1.58 1.36 1.26 -1.12 -1.12 -1.83 -1.79 -1.18 -1.14
228917_at --- --- 0 --- 1.04 1.12 1.06 1.18 1.04 1.04 -1.04 1.15 -1.61 -1.70 -1.22 -1.28
228918_at --- --- 0 --- -1.28 -1.16 1.08 1.24 1.40 1.13 1.21 1.32 -1.18 -1.83 1.16 1.18
228932_at --- --- 0 --- -1.20 -1.03 1.12 -1.00 -1.09 1.08 -1.26 -1.16 -1.39 1.01 -1.04 -1.01
228963_at --- --- 0 --- 1.09 -1.01 1.13 1.05 -1.03 1.06 -1.18 -1.04 -1.32 -1.17 -1.26 -1.29
228971_at --- --- 0 --- 1.10 1.08 1.02 1.09 -1.16 -1.02 -1.66 -1.19 -3.03 -2.53 -2.88 -2.59
229011_at --- --- 0 --- 1.33 1.17 -1.08 -1.40 -1.10 -1.20 1.12 -1.07 1.97 1.50 1.66 1.64
229024_at --- --- 0 --- -1.01 -1.08 1.03 -1.01 1.05 1.04 -1.01 1.04 -2.15 -1.66 -2.02 -1.99
229031_at --- --- 0 --- 1.00 -1.02 1.04 1.03 -1.03 -1.26 1.36 1.37 -1.40 -1.26 -1.71 -1.39
229066_at --- --- 0 --- 1.03 1.02 -1.06 -1.10 -1.16 -1.31 -1.25 -1.11 -1.20 -2.21 -1.43 -1.49
229087_s_at --- --- 0 --- 1.02 -1.02 -1.11 1.01 -1.03 -1.02 -1.01 1.05 1.70 1.56 1.60 1.71
229108_at --- --- 0 --- -1.70 1.37 -2.54 -2.45 1.15 -1.34 1.43 -1.41 -1.02 -1.38 3.46 4.10
229111_at --- --- 0 --- -1.06 -1.05 1.07 1.32 1.16 1.18 -1.48 -1.09 -2.74 -2.32 -3.31 -2.43
229123_at --- --- 0 --- -1.05 -1.05 1.02 1.31 1.02 1.22 -1.34 -1.13 -1.73 -1.40 -1.85 -1.74
229136_s_at --- --- 0 --- 1.06 1.17 1.00 -1.44 1.39 1.73 -1.76 -1.54 -1.58 -1.17 1.10 -1.11
229155_at --- --- 0 --- -1.21 -1.26 -1.04 -1.15 1.04 -1.05 1.02 -1.08 -1.85 -1.72 -2.76 -2.92
229161_at --- --- 0 --- 1.14 -1.10 1.71 1.51 1.12 1.21 -1.03 -1.15 1.14 1.41 -1.45 -1.81
229202_at --- --- 0 --- -1.08 -1.22 -1.05 -1.19 1.01 -1.19 1.41 1.56 -1.36 -2.11 -2.04 -1.45
229206_at --- --- 0 --- 1.28 1.07 -1.13 1.06 1.16 1.12 1.14 1.05 -1.85 -1.58 -2.00 -1.24
229226_at --- --- 0 --- -1.08 -1.16 -1.05 -1.12 1.04 1.10 -1.06 -1.15 1.16 1.18 1.52 1.49
229243_at --- --- 0 --- 1.21 1.22 1.29 1.12 1.26 1.01 1.09 -1.31 -3.39 -2.23 -2.11 -1.76
229249_at --- --- 0 --- 3.80 2.71 7.24 8.15 -1.38 -1.88 -2.75 1.59 -2.68 -2.17 -4.98 -1.82
229255_x_at --- --- 0 --- 1.02 -1.02 1.10 1.04 1.00 -1.05 1.03 1.08 -1.34 -1.26 -1.34 -1.21
229293_at --- --- 0 --- 1.40 1.57 -1.37 -1.69 -1.31 1.42 -1.64 -1.35 1.32 -1.14 1.69 2.10
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229315_at --- --- 0 --- 1.18 -1.05 1.01 -1.16 1.19 1.27 -1.11 1.03 -1.89 -1.65 -2.62 -2.22
229321_s_at --- --- 0 --- -1.20 -1.32 1.11 1.05 -1.08 -1.19 -1.16 1.05 1.30 1.49 1.42 1.41
229329_s_at --- --- 0 --- 1.07 -1.05 -1.07 -1.03 1.08 1.09 1.02 1.01 1.24 1.21 1.34 1.47
229333_at --- --- 0 --- 1.13 1.07 1.09 1.10 -1.06 1.07 -1.29 -1.17 -2.81 -2.27 -3.34 -3.22
229366_at --- --- 0 --- -1.00 1.05 1.15 1.40 1.23 1.16 -1.18 1.02 -1.67 -1.59 -1.82 -1.90
229371_at --- --- 0 --- 1.12 -1.01 1.02 1.01 -1.05 1.13 -1.27 -1.17 -2.39 -2.10 -2.09 -2.11
229413_s_at --- --- 0 --- 1.65 1.60 1.34 1.05 1.05 1.21 -1.57 -1.14 -1.97 -1.82 -1.31 -1.49
229417_at --- --- 0 --- -1.04 -1.15 1.24 1.17 1.08 1.04 -1.28 1.12 1.05 1.02 1.28 1.43
229425_at --- --- 0 --- 1.32 1.01 -1.06 -1.01 -1.03 1.08 -1.20 -1.08 -2.14 -1.75 -2.15 -2.09
229434_at --- --- 0 --- 1.23 1.05 1.13 1.14 1.12 1.18 -1.14 -1.14 -1.79 -2.04 -2.00 -1.57
229438_at --- --- 0 --- 1.41 -1.15 -1.02 -1.12 1.16 1.47 1.08 1.23 1.65 1.28 2.95 2.83
229465_s_at --- --- 0 --- 1.09 1.06 -1.03 -1.03 1.01 -1.01 -1.01 1.02 -1.05 1.07 -1.06 -1.28
229470_at --- --- 0 --- -1.08 1.03 1.25 1.32 1.41 1.08 -1.24 1.30 1.29 1.08 -1.62 -1.30
229483_at --- --- 0 --- 1.28 1.36 -1.11 -1.06 -1.01 1.06 1.04 1.05 -2.19 -1.64 -2.65 -2.43
229490_s_at --- --- 0 --- -1.06 1.06 1.05 1.07 -1.02 -1.03 1.05 1.12 1.04 1.07 -1.13 -1.06
229505_at --- --- 0 --- -1.11 -1.03 -1.06 -1.09 -1.02 -1.15 1.08 1.06 1.01 -1.11 -1.15 -1.07
229525_at --- --- 0 --- 1.16 1.17 1.13 -1.06 1.09 -1.05 -1.24 1.05 -1.26 -1.27 -1.41 -1.58
229531_at --- --- 0 --- 1.25 1.17 -1.04 1.03 1.03 -1.03 -1.13 -1.12 -2.19 -1.99 -2.02 -1.77
229541_at --- --- 0 --- 1.03 1.07 -1.33 -1.05 -1.25 -1.07 1.17 1.06 -3.29 -1.60 -1.73 -1.19
229544_at --- --- 0 --- 1.23 1.18 -1.08 1.04 -1.06 1.21 -1.12 -1.05 -1.40 -1.26 -1.78 -1.61
229548_at --- --- 0 --- 2.25 1.92 1.04 1.25 1.08 1.05 1.26 1.13 -1.62 -1.81 -2.36 -1.54
229570_at --- --- 0 --- -1.24 1.00 1.29 -1.18 1.59 1.07 -1.04 -1.05 -1.17 1.02 -1.72 -1.77
229575_at --- --- 0 --- 1.35 1.71 -1.13 1.05 1.12 1.05 -1.38 -1.22 -2.76 -2.09 -3.28 -2.17
229602_at --- --- 0 --- 1.28 1.10 1.31 -1.05 1.27 1.09 1.14 -1.08 -2.25 -1.93 -2.11 -1.97
229615_at --- --- 0 --- 1.01 -1.07 1.16 1.32 1.07 1.02 -1.33 -1.18 -1.71 -1.46 -1.60 -1.53
229636_at --- --- 0 --- -1.02 1.45 1.01 -1.28 -1.37 -1.43 -1.39 -2.68 1.24 1.56 1.54 1.74
229681_at --- --- 0 --- 1.06 -1.07 1.64 1.97 1.01 -1.50 1.69 1.23 -1.99 -1.22 -1.02 -1.29
229692_at --- --- 0 --- 1.23 1.27 1.30 1.31 1.00 1.46 -1.15 -1.14 -2.75 -2.50 -1.98 -2.10
229695_at --- --- 0 --- 1.62 1.32 1.11 -1.05 1.37 1.16 1.51 -1.52 -2.78 -2.16 -3.13 -7.20
229733_s_at --- --- 0 --- 1.04 1.08 1.08 -1.23 1.02 -1.02 -1.53 -1.18 -2.00 -1.62 -1.81 -1.96
229757_at --- --- 0 --- 1.05 1.04 1.11 1.18 -1.10 1.00 -1.30 -1.13 -2.00 -1.57 -1.44 -1.27
229780_at --- --- 0 --- 1.56 1.43 -1.36 -1.14 1.06 1.19 1.00 -1.20 1.03 -1.18 2.21 2.02
229788_s_at --- --- 0 --- -1.18 -1.59 -1.36 -1.13 -1.03 -1.31 -1.02 1.04 -1.46 -1.26 1.41 1.54
229795_at --- --- 0 --- 1.79 1.89 -1.03 1.12 -1.06 -1.03 -1.04 1.03 -1.57 -2.17 -1.76 -1.91
229810_at --- --- 0 --- -1.03 -1.06 -1.04 1.01 -1.15 1.01 -1.10 1.04 -1.20 1.10 -1.74 -1.43
229814_at --- --- 0 --- -1.11 -1.11 -1.30 1.20 -1.16 -1.17 1.18 -1.05 1.66 1.69 1.79 1.58
229821_at --- --- 0 --- -1.27 -1.23 -1.06 -1.00 1.09 -1.05 1.05 1.13 -2.12 -2.45 -4.41 -4.83
229822_at --- --- 0 --- -1.02 -1.07 1.00 1.03 -1.02 -1.14 -1.10 -1.06 -1.18 -1.24 -1.27 -1.21
229858_at --- --- 0 --- 1.46 -1.04 1.12 -1.05 -1.21 -1.14 1.03 1.11 -1.41 -1.46 -1.94 -2.12
229859_at --- --- 0 --- -1.30 -1.06 -1.02 1.01 -1.01 -1.25 -2.47 -1.73 1.06 -1.33 -1.46 -1.04
229879_at --- --- 0 --- 1.08 -1.09 -1.02 -1.04 1.02 -1.06 1.70 1.03 2.94 2.94 1.56 1.68
229904_at --- --- 0 --- -1.38 -1.50 1.00 1.04 2.80 2.33 2.76 2.37 9.39 4.81 2.76 -1.23
229928_at --- --- 0 --- 1.17 -1.16 1.05 -1.00 1.08 1.05 -1.71 -1.39 -4.98 -8.56 -5.16 -3.31
229934_at --- --- 0 --- -1.73 -1.53 -5.33 1.16 -4.75 -1.42 1.53 3.35 2.67 2.12 2.13 3.84
229948_at --- --- 0 --- -1.05 -1.07 -1.05 1.22 1.07 1.12 -1.03 -1.04 -4.50 -3.14 -4.27 -2.87
229950_s_at --- --- 0 --- -1.14 1.08 1.11 1.31 -1.13 -1.27 -1.02 -1.12 -1.27 -1.27 -1.05 1.24
229979_x_at --- --- 0 --- 1.06 1.11 1.17 1.29 1.07 -1.21 1.39 1.55 -1.00 -1.16 -2.28 -2.71
230039_at --- --- 0 --- -1.30 -1.20 1.33 1.28 -1.22 -1.22 1.17 1.13 1.25 1.12 1.16 1.13
230053_at --- --- 0 --- 1.01 -1.17 -1.24 -1.11 -1.19 -1.04 2.23 1.47 -2.53 -1.69 -4.46 -1.85
230082_at --- --- 0 --- -1.03 -1.06 -1.07 -1.22 -1.05 -1.04 -1.32 1.01 -1.54 -2.18 -1.15 -1.36
230118_at --- --- 0 --- -1.10 -1.12 1.30 1.15 1.03 -1.12 -1.18 1.22 1.27 1.14 1.13 1.37
230136_at --- --- 0 --- -1.17 1.19 1.05 1.29 -1.51 -1.11 -1.34 -1.20 -1.71 -1.80 -2.24 -2.11
230198_at --- --- 0 --- 1.17 -1.11 1.14 -1.07 1.01 1.12 1.00 -1.01 -2.80 -2.44 -4.00 -3.06
230199_at --- --- 0 --- 1.06 1.13 1.01 1.20 -1.06 1.19 -1.17 -1.13 1.13 1.14 1.29 1.28
230202_at --- --- 0 --- -1.11 -1.12 1.04 1.06 1.02 -1.02 1.19 1.22 1.60 1.40 1.59 1.63
230223_at --- --- 0 --- -1.56 -1.09 -1.29 1.07 1.10 -1.17 -1.02 1.55 -1.83 -1.87 -2.12 -2.22
230240_at --- --- 0 --- 1.08 1.28 1.10 -1.14 1.01 1.02 1.14 1.07 1.57 1.34 2.13 2.06
230260_s_at --- --- 0 --- -1.38 1.12 -1.20 -1.12 -1.37 1.46 -1.29 1.01 -1.22 -1.41 -2.31 -3.16
230274_s_at --- --- 0 --- -1.01 -1.01 1.03 1.06 1.11 1.06 1.01 -1.04 -1.30 -1.23 -1.47 -1.43
230305_at --- --- 0 --- 1.19 -1.01 1.10 -1.06 1.03 -1.03 -2.84 -1.47 -3.09 -3.13 -4.47 -2.59
230314_at --- --- 0 --- 1.36 1.80 1.03 1.01 1.05 -1.10 1.14 -1.07 1.14 1.16 -1.65 -1.55
230315_at --- --- 0 --- -1.20 -1.49 1.09 1.04 -1.04 1.01 1.20 1.27 2.39 1.63 3.12 2.30
230333_at --- --- 0 --- -1.17 1.04 1.13 1.10 -1.35 1.20 2.05 1.36 1.13 1.02 1.63 1.12
230339_at --- --- 0 --- 1.16 1.01 1.18 1.01 1.12 1.19 -1.72 -1.37 -3.32 -3.22 -2.75 -3.10
230343_at --- --- 0 --- -1.24 -1.18 -1.02 1.13 -1.05 -1.19 1.23 1.53 1.48 1.05 1.36 1.76
230346_x_at --- --- 0 --- 1.08 1.08 -1.01 1.23 1.08 1.02 1.02 -1.13 -1.12 -1.02 -1.05 1.03
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230350_at --- --- 0 --- 1.03 -1.00 -1.16 -1.06 -1.10 -1.08 -1.16 -1.08 -2.00 -2.10 -1.70 -1.76
230357_at --- --- 0 --- 1.29 1.06 1.18 -1.15 -1.02 -1.68 1.37 1.14 -1.35 -1.28 1.37 1.15
230387_at --- --- 0 --- 1.64 1.32 1.36 1.15 1.39 1.31 -1.14 -1.00 -1.55 -1.97 -1.95 -2.41
230401_at --- --- 0 --- 1.01 -1.08 1.08 1.23 1.01 1.11 1.08 1.34 -1.76 -1.36 -2.50 -1.68
230413_s_at --- --- 0 --- 1.04 1.08 1.00 -1.12 -1.11 1.03 -1.19 -1.01 -1.52 -1.45 -1.79 -1.99
230415_at --- --- 0 --- 1.04 1.20 1.25 -1.09 1.44 1.38 1.35 1.20 -1.60 -1.67 -2.51 -2.14
230416_at --- --- 0 --- 1.17 1.10 -1.11 -1.27 -1.11 1.08 -1.22 -1.08 -1.53 -1.25 -1.17 -1.35
230428_at --- --- 0 --- 1.02 -1.20 1.23 1.12 1.14 1.07 -1.45 -1.03 -2.67 -3.75 -3.15 -3.47
230431_at --- --- 0 --- -1.38 -1.16 1.51 1.30 1.47 1.15 1.36 1.29 -1.93 1.01 -2.15 -1.99
230446_at --- --- 0 --- -1.28 -1.41 -1.06 1.35 -1.15 1.49 1.04 -1.05 -1.08 -1.84 1.03 1.28
230459_s_at --- --- 0 --- -1.18 -1.66 1.01 1.40 -1.01 -1.15 1.51 1.34 4.17 2.81 2.47 2.66
230461_s_at --- --- 0 --- -1.24 -1.32 -1.04 -1.19 1.23 1.23 -1.40 -1.13 -1.82 -1.68 -2.18 -1.49
230502_s_at --- --- 0 --- -1.01 1.04 -1.01 -1.07 -1.02 1.05 1.00 -1.02 -1.38 -1.10 -1.90 -1.84
230503_at --- --- 0 --- 1.86 1.38 1.42 1.64 1.42 1.56 1.32 -2.13 2.74 3.19 2.38 2.51
230571_at --- --- 0 --- -1.30 -1.26 -1.21 1.06 -1.54 -1.39 1.15 1.08 -1.07 -1.12 1.33 1.87
230586_s_at --- --- 0 --- 1.05 1.03 1.08 -1.12 1.09 1.10 -1.25 -1.25 -1.53 -1.49 -1.14 -1.33
230590_at --- --- 0 --- -1.02 -1.03 -1.12 -1.42 1.21 1.27 -1.13 -1.25 -2.05 -2.28 -1.02 1.12
230594_at --- --- 0 --- -1.25 -2.46 1.57 -1.03 -2.03 1.27 -2.60 -2.27 1.33 1.29 -19.97 -1.97
230599_at --- --- 0 --- 1.23 -1.03 1.32 1.31 1.50 1.64 -1.59 -1.14 -1.71 -2.11 -1.63 -2.07
230604_at --- --- 0 --- 1.00 -1.04 1.17 1.18 1.08 1.10 -1.14 -1.06 1.43 1.29 2.08 1.66
230610_at --- --- 0 --- 1.01 1.12 1.12 -1.13 -1.08 1.15 1.02 1.05 1.07 1.48 1.53 1.53
230651_at --- --- 0 --- 1.09 1.04 1.32 1.42 1.33 1.39 -1.11 -1.04 -1.90 -1.59 -1.64 -1.62
230654_at --- --- 0 --- 1.38 1.54 -1.12 1.01 -1.12 -1.33 -2.11 -1.23 -2.01 -2.11 -1.95 -1.30
230663_at --- --- 0 --- 1.05 1.12 1.10 -1.44 1.22 1.40 -1.00 -1.16 -1.03 -1.25 -1.60 -1.46
230672_at --- --- 0 --- 1.06 1.05 -1.06 -1.12 1.22 1.39 1.50 1.02 1.45 1.51 -1.23 -1.18
230683_at --- --- 0 --- 1.07 -1.22 -1.13 1.04 -1.01 -1.01 -1.22 1.04 -1.55 -1.35 -1.74 -1.21
230689_at --- --- 0 --- 1.07 1.17 1.02 -1.14 1.07 1.19 -1.03 -1.07 -2.23 -2.40 -1.35 -1.62
230713_at --- --- 0 --- -1.01 -1.21 1.42 1.73 1.17 1.30 -1.19 -1.25 -1.86 -1.45 -1.85 -1.41
230714_s_at --- --- 0 --- 1.07 1.03 1.02 1.13 -1.11 -1.14 1.05 1.09 2.06 1.49 1.58 1.62
230729_at --- --- 0 --- 1.06 1.04 1.07 -1.23 -1.02 1.01 -1.17 1.02 -2.22 -1.74 -3.09 -3.15
230746_s_at --- --- 0 --- 1.13 1.36 1.03 -1.01 -1.65 -1.60 1.13 1.12 2.97 2.86 8.13 7.77
230752_at --- --- 0 --- 1.02 -1.18 -1.05 1.05 -1.07 1.03 1.07 1.22 -2.33 -2.12 -1.73 -2.47
230757_at --- --- 0 --- 1.03 -1.12 -1.08 1.55 1.16 1.06 1.26 1.09 -1.66 -1.69 -1.89 -1.73
230762_at --- --- 0 --- 1.30 1.27 1.20 -1.06 1.03 1.17 -1.36 -1.01 -2.45 -2.42 -2.12 -1.51
230764_at --- --- 0 --- -1.03 -1.04 1.12 1.20 -1.12 1.09 1.19 -1.04 1.27 1.27 1.36 1.28
230767_at --- --- 0 --- 1.04 -1.06 1.10 1.21 1.22 1.21 1.02 1.12 -1.59 -1.76 -1.59 -1.63
230778_at --- --- 0 --- -1.39 -1.04 -1.17 -1.23 -1.93 1.28 1.13 -1.37 -1.09 -1.01 -2.44 -2.39
230790_x_at --- --- 0 --- 1.09 -1.00 -1.06 -1.01 -1.12 1.00 -1.00 -1.09 -1.36 -1.13 -1.71 -1.54
230791_at --- --- 0 --- 1.29 1.04 -1.02 -1.16 1.33 1.43 1.01 -1.23 -1.89 -2.91 -2.35 -2.79
230809_at --- --- 0 --- -1.32 -1.01 1.18 1.25 -1.02 1.19 3.57 1.79 1.66 -1.21 -1.46 1.76
230843_at --- --- 0 --- 1.23 2.04 1.46 1.12 1.06 1.30 -1.18 -1.39 -1.03 -1.41 -2.41 -2.57
230848_s_at --- --- 0 --- 1.00 1.04 -1.02 1.01 -1.09 -1.03 -1.12 -1.05 -1.23 -1.13 1.00 -1.05
230859_at --- --- 0 --- 1.01 1.14 1.02 -1.08 -1.08 -1.19 1.16 1.30 -2.23 -2.65 -1.97 -1.76
230886_at --- --- 0 --- 1.44 1.48 -1.01 -1.06 1.11 1.16 -1.04 1.09 -1.83 -1.68 -1.77 -1.28
230894_s_at --- --- 0 --- 1.03 1.09 1.04 -1.07 -1.01 1.01 -1.29 -1.10 -2.14 -1.81 -2.07 -2.25
230913_at --- --- 0 --- -1.14 -1.40 1.19 1.45 1.06 1.09 1.17 1.10 -1.31 -1.31 -1.28 -1.31
230921_s_at --- --- 0 --- -1.12 -1.01 1.08 -1.09 1.03 -1.05 -1.13 -1.05 -1.40 -1.24 -1.50 -1.54
230927_at --- --- 0 --- 1.31 1.04 -1.34 1.06 1.04 1.27 -2.01 -1.38 -2.99 -1.81 -1.87 -2.27
230958_s_at --- --- 0 --- -1.02 -1.04 -1.03 1.03 1.07 1.02 -1.23 -1.25 -1.70 -1.31 -1.67 -1.70
230979_at --- --- 0 --- -1.04 -1.13 1.59 1.08 1.07 -1.17 -1.06 -1.05 -1.16 -1.29 1.42 1.95
230987_at --- --- 0 --- 1.29 1.56 -1.03 -1.44 -1.34 1.04 1.03 1.25 -2.07 -2.21 -1.63 -1.73
230999_at --- --- 0 --- 1.05 -1.20 -1.01 1.44 -1.15 1.17 1.58 1.56 2.09 1.91 -1.08 1.32
231002_s_at --- --- 0 --- -1.02 -1.00 1.02 -1.02 1.03 -1.03 -1.04 -1.03 -1.16 -1.16 -1.19 -1.21
231004_s_at --- --- 0 --- 1.00 1.00 -1.06 -1.02 -1.06 -1.02 1.03 1.04 1.27 1.12 1.07 -1.03
231013_at --- --- 0 --- -1.12 -1.08 1.08 1.02 1.14 -1.01 1.16 1.09 -2.14 -1.92 -2.33 -2.42
231047_at --- --- 0 --- 1.22 -1.18 -1.18 1.10 -1.58 1.16 -1.51 1.20 -1.80 -3.19 -2.77 -3.78
231055_at --- --- 0 --- 1.10 1.19 1.11 1.19 1.28 1.13 -1.05 1.18 -1.62 -1.77 1.37 1.22
231057_at --- --- 0 --- 1.39 1.25 1.10 1.09 1.32 1.19 -1.36 -1.14 -1.38 -1.61 -1.61 -2.04
231069_at --- --- 0 --- 1.63 1.04 1.05 -1.17 1.23 -1.02 1.30 1.14 -1.74 -1.30 -1.88 -1.88
231086_at --- --- 0 --- 1.04 -1.06 -1.03 -1.05 1.04 1.01 -1.16 -1.08 -2.07 -1.83 -1.24 -1.36
231087_at --- --- 0 --- 1.05 -1.09 -1.36 -1.05 -1.07 1.28 -1.27 -1.00 -2.37 -2.71 -2.01 -2.06
231090_s_at --- --- 0 --- 1.35 1.07 1.04 1.18 1.01 1.18 1.10 1.02 -1.97 -1.76 -1.39 -1.93
231091_x_at --- --- 0 --- -3.03 -2.94 -1.17 -2.24 -1.63 1.77 1.00 -3.33 6.11 6.65 5.37 7.74
231098_at --- --- 0 --- -4.14 -1.75 -1.84 -1.25 -2.78 -1.35 -1.44 -2.34 1.93 1.54 4.42 6.41
231110_at --- --- 0 --- -1.04 -1.24 -1.16 -1.36 -1.34 1.13 -1.02 1.20 2.27 1.57 1.32 1.82
231136_at --- --- 0 --- -1.33 1.04 1.01 -1.15 1.03 1.37 1.17 1.09 -1.82 -1.75 -1.20 -1.43
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231142_at --- --- 0 --- -1.30 -1.41 -1.27 1.32 1.26 1.37 1.15 1.99 1.16 1.48 -1.33 -1.18
231170_at --- --- 0 --- -1.06 -1.24 -1.07 -1.51 1.59 1.08 1.28 1.27 2.07 1.98 2.38 2.38
231171_at --- --- 0 --- -1.25 -1.16 1.07 -1.06 -1.21 1.11 -1.52 -1.43 -3.96 -3.82 -2.84 -2.55
231180_at --- --- 0 --- 5.28 3.33 1.67 1.50 -2.01 -1.19 7.11 3.47 -2.49 -7.69 -6.91 -2.72
231183_s_at --- --- 0 --- -1.03 -1.11 -1.01 -1.26 1.13 1.15 1.17 1.02 1.85 2.02 1.62 1.43
231205_at --- --- 0 --- 1.42 1.02 -1.06 1.02 1.07 1.11 1.14 1.08 -1.87 -1.63 -2.30 -1.52
231207_at --- --- 0 --- 1.21 1.05 1.12 -1.05 1.03 1.23 -1.25 -1.15 -1.96 -1.41 -2.13 -2.06
231214_at --- --- 0 --- 13.05 11.87 2.11 -1.21 8.05 8.86 -1.11 1.52 2.11 -3.29 4.53 1.16
231225_at --- --- 0 --- -1.30 1.28 1.39 2.57 -1.52 -1.44 -1.07 -1.22 -1.04 1.21 2.73 3.75
231227_at --- --- 0 --- 1.06 1.02 -1.03 1.03 -1.07 1.08 -1.17 -1.05 -1.92 -1.75 -1.78 -2.26
231239_at --- --- 0 --- 1.22 1.20 1.12 -1.01 1.18 -1.03 -1.45 -1.21 -3.22 -1.75 -3.85 -3.02
231274_s_at --- --- 0 --- -1.10 -1.04 1.03 -1.02 1.17 1.17 1.23 1.06 1.46 1.70 1.37 1.57
231296_at --- --- 0 --- -1.10 1.14 1.14 1.17 1.09 1.12 -1.04 1.02 1.36 1.41 1.31 1.21
231302_at --- --- 0 --- 1.11 -1.17 1.02 1.10 -1.16 -1.06 -1.24 -1.15 -1.39 -1.16 -1.40 -1.61
231312_at --- --- 0 --- 1.06 -1.06 1.09 -1.07 1.24 1.11 1.26 1.29 1.65 1.53 1.40 1.41
231315_at --- --- 0 --- -1.39 3.44 -1.32 1.01 2.17 1.14 -1.28 1.55 1.26 2.26 -1.86 -2.57
231329_at --- --- 0 --- -1.05 -1.18 -1.09 -1.73 1.12 1.14 -1.05 1.05 -3.27 -2.80 -2.04 -3.26
231331_at --- --- 0 --- -1.24 -1.31 1.03 1.08 1.05 1.04 1.00 1.12 1.05 -1.11 1.17 1.04
231343_at --- --- 0 --- -1.03 1.06 -1.07 -1.19 1.00 -1.11 -1.38 1.02 -2.23 -2.34 -1.33 -1.31
231351_at --- --- 0 --- 1.00 -1.11 1.40 1.37 1.02 1.12 -1.25 -1.13 -2.01 -1.82 -2.66 -1.88
231367_s_at --- --- 0 --- 1.46 1.37 -1.10 -1.47 -1.03 -1.10 -1.14 -1.21 -1.76 -1.63 -2.05 -1.55
231374_at --- --- 0 --- 1.23 1.21 -1.01 1.13 -1.34 1.02 -1.08 -1.06 -2.08 -1.43 -1.93 -1.70
231392_at --- --- 0 --- -1.38 -1.29 1.35 -3.63 6.93 2.80 -1.45 4.72 16.67 22.87 1.91 -1.47
231394_at --- --- 0 --- -5.97 -2.05 -5.94 -15.21 1.62 2.62 -5.85 -3.01 2.72 3.49 1.09 -1.13
231401_s_at --- --- 0 --- 1.04 1.03 1.08 1.02 1.15 -1.04 1.11 1.02 1.10 1.03 1.22 1.17
231402_at --- --- 0 --- -1.08 1.33 -1.28 1.80 4.89 3.06 1.37 -1.47 1.12 -1.70 6.21 11.49
231413_at --- --- 0 --- -3.12 -1.10 -1.99 -1.16 1.76 2.29 -1.16 1.01 -2.55 -2.10 -3.06 -3.31
231417_at --- --- 0 --- 6.51 5.18 -1.51 -1.78 1.16 1.08 2.54 6.60 -1.08 -1.49 2.70 2.20
231428_at --- --- 0 --- 1.23 1.11 -1.03 -1.14 1.33 1.34 1.27 1.11 8.48 5.14 4.41 4.44
231449_at --- --- 0 --- 1.18 -1.06 1.47 1.42 1.19 -1.02 -1.11 1.23 1.95 1.59 1.51 1.37
231451_s_at --- --- 0 --- 1.06 1.16 -1.02 -1.13 1.13 1.06 1.20 -1.01 1.11 1.27 1.36 1.38
231457_at --- --- 0 --- 1.74 1.06 -1.10 1.01 2.54 1.14 5.74 2.90 1.73 1.25 3.13 2.82
231471_at --- --- 0 --- 2.31 -1.37 2.06 3.32 1.60 1.37 -1.24 1.06 1.50 1.29 3.49 -1.34
231489_x_at --- --- 0 --- 1.15 1.00 1.12 1.16 1.09 1.19 1.31 1.01 1.18 1.57 -1.03 1.05
231490_at --- --- 0 --- -2.90 -3.84 -1.50 2.44 -2.07 -2.29 3.20 2.19 1.29 1.83 1.43 4.99
231493_at --- --- 0 --- -1.09 -1.05 1.03 -1.10 1.23 1.08 -1.15 1.06 -4.75 -3.76 -5.35 -5.65
231502_at --- --- 0 --- 1.41 -1.20 -1.05 -1.30 1.13 1.29 -2.22 -1.16 -1.65 -1.84 -1.87 -2.86
231511_at --- --- 0 --- 1.12 1.14 1.02 -1.08 1.05 1.05 -1.01 1.01 -1.45 -1.19 -1.58 -1.99
231519_at --- --- 0 --- 1.44 -1.25 -1.11 -1.79 1.52 1.28 2.32 1.70 -1.02 1.81 -1.16 -2.93
231532_at --- --- 0 --- 1.27 1.44 -3.47 -1.20 1.33 2.14 1.38 -1.89 1.23 -1.29 -1.60 1.12
231533_at --- --- 0 --- 1.31 -1.66 1.26 1.14 1.08 -1.03 1.05 -1.32 -2.78 -8.79 -3.62 -3.43
231550_at --- --- 0 --- 1.03 1.03 1.08 1.14 1.15 1.08 1.39 1.25 1.80 1.53 1.44 1.38
231610_at --- --- 0 --- 1.21 1.16 1.15 1.03 1.05 -1.01 1.24 1.14 -1.71 -1.57 1.08 -1.08
231611_at --- --- 0 --- 9.08 13.12 1.99 1.41 1.55 1.52 -1.33 -1.74 1.54 1.30 1.68 -1.59
231640_at --- --- 0 --- -1.06 -1.06 -1.05 -1.29 -1.09 1.07 -1.02 1.07 -1.40 -1.29 -1.52 -1.81
231648_at --- --- 0 --- 2.53 2.61 2.07 1.08 -2.60 1.03 6.65 3.44 1.95 2.70 -2.35 1.72
231697_s_at --- --- 0 --- 1.07 1.04 -1.02 1.07 1.14 1.03 1.17 1.07 -1.33 -1.28 -1.31 -1.32
231827_at --- --- 0 --- -1.14 -1.03 -1.03 1.08 1.02 -1.07 1.02 1.02 -1.58 -1.37 -1.05 1.02
231937_at --- --- 0 --- 1.23 1.06 1.04 1.18 1.03 1.07 -1.34 -1.30 -2.63 -3.38 -1.62 -1.87
231979_at --- --- 0 --- 1.36 1.24 1.24 -1.10 1.08 1.10 1.37 1.23 -1.69 -1.42 -1.75 -1.48
232002_at --- --- 0 --- 1.26 1.02 -1.01 1.17 1.26 1.08 1.63 1.34 -1.35 1.11 1.25 2.18
232113_at --- --- 0 --- 1.03 -1.22 1.26 1.49 -1.03 1.01 1.09 1.37 -2.42 -2.79 -2.07 -1.99
232118_at --- --- 0 --- -1.03 -1.10 1.00 1.17 1.19 1.16 -1.02 -1.11 -1.13 -1.06 -1.05 -1.00
232125_at --- --- 0 --- -1.06 1.03 -1.08 -1.10 -1.27 1.06 -1.30 -1.04 -1.58 -1.39 -1.55 -1.78
232130_at --- --- 0 --- 1.07 1.03 -1.10 -1.13 1.02 1.16 -1.30 -1.09 -1.93 -1.43 -2.34 -2.45
232134_at --- --- 0 --- -1.05 -1.04 1.12 1.16 1.18 1.06 1.21 1.15 -1.48 -1.36 -1.61 -1.33
232144_at --- --- 0 --- 1.58 1.21 1.10 -1.27 -1.15 1.02 -1.37 -1.06 -2.47 -2.63 -3.17 -2.25
232156_at --- --- 0 --- -1.08 -1.06 -1.01 -1.07 1.04 -1.06 -1.56 -1.37 -2.77 -1.89 -2.54 -2.65
232159_at --- --- 0 --- 1.02 1.33 -1.13 -1.17 1.24 1.15 1.51 1.17 -1.50 -1.32 -1.36 -1.23
232174_at --- --- 0 --- 1.30 1.07 -1.14 -1.16 1.18 1.24 1.18 -1.09 -1.92 -1.63 -1.16 -1.42
232205_at --- --- 0 --- 1.34 1.13 -1.01 -1.03 -1.11 1.14 -1.07 1.18 -1.20 -1.14 -1.60 -1.50
232210_at --- --- 0 --- -1.55 -1.02 1.59 1.43 1.20 1.27 1.01 -1.08 -1.60 -1.34 -1.52 -1.58
232218_at --- --- 0 --- 1.11 1.07 1.13 1.34 1.03 -1.04 1.05 1.29 -1.95 -2.34 -1.86 -2.38
232223_at --- --- 0 --- -1.68 -1.31 -1.02 1.35 2.20 1.80 -1.21 -1.88 1.30 1.25 1.90 1.99
232225_at --- --- 0 --- -1.66 1.08 -1.38 -1.04 1.50 1.16 1.43 1.05 -1.40 -2.35 -4.29 -1.51
232236_at --- --- 0 --- 1.18 1.61 1.60 1.60 -1.48 -1.16 -1.39 -1.00 -3.33 -2.40 -1.50 -2.21
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232257_s_at --- --- 0 --- -1.13 -1.02 1.11 1.02 -1.09 1.33 -1.27 1.07 -2.53 -3.11 -1.06 1.02
232261_at --- --- 0 --- -1.97 -5.99 1.21 1.04 6.74 6.92 1.27 -2.57 -1.22 -1.77 2.73 3.68
232264_at --- --- 0 --- -1.11 -1.11 1.15 1.13 1.42 1.30 -1.16 -1.35 -2.42 -2.10 -1.64 -1.11
232273_at --- --- 0 --- -1.17 -1.19 -1.30 -1.43 -1.07 -1.09 1.04 -1.06 -1.04 -1.16 -1.17 1.01
232331_at --- --- 0 --- -1.09 -1.25 1.01 -1.17 -1.36 -1.02 1.50 1.48 2.27 1.97 2.18 2.57
232338_at --- --- 0 --- -1.14 -1.02 1.33 1.06 1.38 1.25 -1.62 -1.33 -3.32 -1.82 -3.18 -3.20
232344_at --- --- 0 --- -1.20 1.13 1.02 -1.03 1.33 1.17 -1.04 -1.29 -2.09 -1.94 -2.11 -2.32
232347_x_at --- --- 0 --- 1.19 -1.14 1.07 -1.15 -1.38 1.18 -1.04 1.29 -1.35 -1.77 -1.89 -1.16
232351_at --- --- 0 --- 1.38 1.09 1.11 -1.13 1.18 1.28 -1.23 -1.48 -2.10 -1.76 -1.98 -2.40
232363_at --- --- 0 --- -1.76 -1.68 1.47 1.10 -1.23 -1.05 -1.27 -1.54 1.09 1.57 1.14 1.39
232372_at --- --- 0 --- 1.57 -1.10 1.06 -1.55 1.60 1.41 -1.09 -1.08 1.65 1.25 -2.01 -2.05
232411_at --- --- 0 --- 3.85 3.15 -1.51 -1.60 -1.32 -1.00 1.64 1.58 -1.17 -1.71 -2.45 -2.87
232413_at --- --- 0 --- -1.11 -1.03 1.18 1.14 1.05 1.14 -1.20 1.11 -1.37 -1.43 -1.10 -1.08
232447_at --- --- 0 --- -1.02 1.47 1.09 -1.12 1.10 1.05 -1.00 -1.13 -1.56 -1.21 -1.16 -1.36
232454_at --- --- 0 --- 1.25 1.23 -1.03 1.63 -1.05 1.13 -1.02 -1.30 2.76 2.92 1.08 1.04
232459_at --- --- 0 --- 1.03 1.59 -1.00 -1.02 1.25 1.37 -1.19 -1.18 -2.05 -2.00 -1.63 -1.61
232465_at --- --- 0 --- 1.05 1.06 1.00 -1.06 1.19 1.33 -1.03 -1.14 -2.02 -1.95 -1.84 -2.17
232471_at --- --- 0 --- 1.57 1.49 1.21 1.32 1.27 1.31 1.32 1.09 -3.04 -4.75 -1.54 -2.38
232493_at --- --- 0 --- 1.12 -1.01 1.01 -1.26 1.18 1.07 -1.35 -1.17 -1.50 -1.51 -1.79 -2.01
232501_at --- --- 0 --- 1.22 1.15 1.28 1.11 -1.00 1.08 -1.09 -1.01 -2.17 -1.80 -1.70 -1.68
232503_at --- --- 0 --- -1.08 -1.03 1.05 -1.05 -1.24 -1.28 -1.18 -1.01 -1.01 1.07 1.94 1.69
232511_at --- --- 0 --- -1.04 -1.15 -1.15 -1.23 1.10 1.06 -1.02 1.12 -2.20 -1.48 -2.02 -1.98
232528_at --- --- 0 --- 1.16 1.04 -1.36 -1.08 1.28 -1.23 -1.28 -1.30 -2.22 -1.67 -1.31 -2.74
232540_x_at --- --- 0 --- 1.14 1.24 1.37 1.08 -1.28 -1.05 1.02 -1.15 -1.91 -1.66 -1.11 1.16
232565_at --- --- 0 --- 1.74 1.26 -1.07 1.08 1.32 1.24 -1.10 -1.18 -1.48 -1.46 -2.27 -2.06
232569_at --- --- 0 --- 1.02 1.00 1.07 -1.02 1.15 -1.03 1.19 1.21 -3.43 -3.81 -4.28 -3.54
232576_at --- --- 0 --- -1.24 -1.04 -1.16 -1.04 -1.57 1.13 1.41 1.17 1.04 -1.16 1.27 1.12
232582_at --- --- 0 --- 1.71 2.52 1.66 1.35 -2.46 -3.80 -1.70 -2.07 8.50 3.40 5.94 6.57
232584_at --- --- 0 --- 1.13 -1.02 1.17 1.01 1.57 1.10 -1.02 -1.07 -2.62 -1.81 -1.94 -1.73
232601_at --- --- 0 --- -1.08 -1.56 -1.17 -1.11 1.48 1.14 -1.21 -1.05 -1.77 -1.60 -1.16 -1.25
232614_at --- --- 0 --- 1.17 2.13 1.38 1.02 1.94 1.54 2.58 2.25 -2.25 -1.49 -1.06 -1.10
232615_at --- --- 0 --- -1.07 -1.20 1.17 1.10 1.19 1.34 1.12 -1.10 -2.01 -1.63 -2.28 -2.22
232653_at --- --- 0 --- 1.57 1.34 1.14 1.01 1.13 -1.01 -1.12 -1.19 -1.57 -2.03 -1.77 -2.16
232659_at --- --- 0 --- 2.23 1.79 1.20 1.29 1.14 1.08 -1.28 -1.15 -4.22 -3.34 -2.72 -5.49
232665_x_at --- --- 0 --- -1.06 1.02 -1.14 -1.59 1.23 1.07 1.07 1.36 -1.54 -1.07 -1.51 -2.38
232670_at --- --- 0 --- -1.26 -1.13 1.04 1.05 1.05 1.14 -1.19 1.04 -1.83 -1.51 -1.29 -1.77
232681_at --- --- 0 --- -1.42 -1.51 -1.04 -1.06 -1.53 -1.35 1.68 1.56 -1.16 -1.00 2.21 2.27
232687_at --- --- 0 --- -1.29 1.08 -1.25 -1.63 -1.73 -1.74 -1.54 1.10 -2.04 -1.73 -2.55 -2.85
232709_at --- --- 0 --- 1.32 1.25 -1.22 -1.50 -1.31 -1.21 -2.34 -1.34 -1.70 -2.34 -4.07 -3.43
232712_at --- --- 0 --- -1.01 -1.19 1.13 1.50 1.26 -1.24 1.15 1.10 -1.78 -2.09 -2.32 -2.90
232758_s_at --- --- 0 --- 1.18 -1.14 1.06 -1.13 1.24 1.20 -1.57 1.03 -1.91 -2.04 -1.96 -1.81
232769_at --- --- 0 --- -1.77 -1.23 1.74 -1.14 1.26 1.34 1.33 1.61 1.57 -1.56 -3.30 -5.07
232778_at --- --- 0 --- 1.48 1.19 -1.17 -1.07 -1.01 1.00 -1.00 1.61 -1.67 -2.33 -1.74 -2.42
232783_at --- --- 0 --- 1.06 -1.45 1.13 -1.10 1.43 1.11 -1.42 -1.11 -4.00 -2.43 -2.70 -3.54
232795_at --- --- 0 --- 1.36 1.40 1.06 1.11 -1.05 1.13 -1.41 -1.10 -1.20 -1.60 1.33 1.50
232799_at --- --- 0 --- 1.03 2.48 -2.98 -3.78 -11.93 1.30 -1.64 -1.08 5.76 7.67 2.53 1.97
232803_at --- --- 0 --- 1.36 1.26 1.34 -1.08 -1.12 1.14 -1.15 -1.11 -1.48 -1.34 -1.14 -1.31
232808_at --- --- 0 --- 1.04 1.05 1.08 1.05 1.05 1.06 1.18 1.18 -2.21 -2.36 -2.07 -2.21
232823_at --- --- 0 --- -2.58 1.82 -1.35 1.06 1.23 -1.48 1.50 1.30 1.46 2.26 -2.22 1.96
232827_at --- --- 0 --- -1.18 -1.14 1.11 1.01 -1.04 -1.02 -1.11 -1.24 2.00 1.40 1.20 -1.13
232834_at --- --- 0 --- -1.42 -1.62 -1.09 -1.17 1.15 1.23 -1.09 -1.39 -1.64 -2.44 -1.88 -2.18
232855_at --- --- 0 --- 1.72 -1.99 2.02 1.69 1.12 1.44 -1.85 2.47 6.51 1.23 1.05 1.55
232871_at --- --- 0 --- 2.90 2.03 -1.45 2.84 2.41 1.98 1.31 1.17 2.10 -1.71 2.04 -1.20
232880_at --- --- 0 --- 1.12 1.28 1.22 -1.02 -1.17 -1.12 -3.91 -1.71 15.41 8.65 -1.53 1.21
232906_at --- --- 0 --- 2.46 1.74 1.17 1.19 1.10 -1.12 -1.15 -1.32 1.04 -1.40 -2.55 -2.59
232916_at --- --- 0 --- 1.84 2.01 -1.18 -1.62 -1.01 1.60 1.54 -1.27 -1.30 -1.29 -1.43 -2.22
232923_at --- --- 0 --- 1.68 1.99 -1.20 -1.32 1.04 -1.10 1.37 -1.09 -1.10 -1.50 -3.70 -1.50
232929_at --- --- 0 --- 1.05 -1.25 1.04 -1.14 -1.06 1.18 -1.27 -1.59 -2.45 -4.47 -1.76 -2.97
232962_x_at --- --- 0 --- -1.04 -1.19 -1.19 -1.17 1.35 1.21 -1.24 -1.21 -2.35 -1.91 -2.37 -1.79
232963_at --- --- 0 --- 1.19 1.18 -1.29 -1.26 1.02 1.19 -1.16 -1.10 -1.42 -1.63 -2.71 -2.09
232974_at --- --- 0 --- 1.03 -1.14 1.05 -1.31 -1.24 -1.09 1.63 1.26 -2.00 -2.03 -2.06 -2.91
232978_at --- --- 0 --- 1.26 -1.05 -1.07 1.04 -1.02 1.43 -1.23 -1.45 -1.72 -1.23 -1.73 -1.60
232991_at --- --- 0 --- 1.40 1.15 -1.01 -1.20 1.05 -1.06 -1.15 -1.00 -2.90 -1.67 -1.80 -1.37
232995_at --- --- 0 --- 1.18 1.17 -1.15 -1.71 -1.53 1.11 1.02 -1.28 1.37 -1.35 -1.32 -2.17
232997_at --- --- 0 --- 1.22 -1.03 1.14 1.00 1.03 1.28 1.03 1.00 -1.97 -2.08 -2.64 -3.37
233010_at --- --- 0 --- 1.38 1.35 -1.06 1.16 -1.09 -1.04 -1.03 1.20 -1.45 -1.97 -3.02 -1.36
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233014_at --- --- 0 --- -1.05 -1.05 1.11 1.21 1.14 1.29 1.24 -1.15 -1.88 -1.64 -2.97 -1.58
233017_x_at --- --- 0 --- -1.13 -1.06 1.08 -1.13 1.08 1.02 -1.21 -1.24 -2.98 -2.60 -4.87 -4.05
233035_at --- --- 0 --- 1.87 1.58 -1.28 -1.84 -1.24 1.19 1.05 -1.04 -2.56 -1.84 -2.34 -2.68
233037_at --- --- 0 --- 1.22 1.11 -1.07 -1.21 1.09 1.05 -1.21 -1.18 -1.83 -1.76 -2.18 -1.79
233068_at --- --- 0 --- -1.18 -1.01 1.12 1.24 1.08 1.20 -1.13 -1.00 -1.84 -1.54 -1.90 -2.15
233094_at --- --- 0 --- 2.21 1.15 -1.37 -7.31 1.45 -1.35 1.77 -2.51 4.53 5.77 1.42 1.91
233115_at --- --- 0 --- 1.18 -1.40 1.09 1.06 1.02 1.25 -1.75 -1.55 1.04 1.02 2.28 2.40
233118_at --- --- 0 --- -3.71 1.49 -1.35 1.16 -1.85 1.63 2.02 1.60 1.44 -1.37 -1.86 -1.03
233152_x_at --- --- 0 --- -1.16 -1.10 1.32 1.12 1.29 1.21 1.63 1.55 -1.05 -1.59 -3.24 -1.83
233161_at --- --- 0 --- -1.15 1.17 1.16 1.31 -1.39 -1.05 -1.22 1.11 -1.86 -1.45 -1.77 -2.19
233163_at --- --- 0 --- -1.36 -1.29 -1.52 1.53 -1.94 -1.02 8.50 3.36 -1.12 -1.54 1.57 -1.27
233181_at --- --- 0 --- -1.79 -1.93 -1.47 -1.20 1.95 1.75 -1.02 -1.07 -4.53 -2.15 -2.59 -7.56
233185_at --- --- 0 --- 1.07 -1.02 1.17 -1.00 -1.08 -1.20 -1.40 -1.11 -1.09 1.01 -1.14 -1.19
233187_s_at --- --- 0 --- 1.98 1.98 -1.16 1.40 1.00 -1.11 -1.02 1.59 1.54 1.51 -1.42 -1.51
233201_at --- --- 0 --- -1.18 -1.47 1.57 2.17 -1.26 1.18 -1.19 1.27 3.12 1.51 -1.08 1.06
233205_at --- --- 0 --- 1.18 1.09 1.12 -1.23 -1.22 -1.38 1.03 1.07 -1.43 -1.49 -2.04 -2.20
233212_at --- --- 0 --- -1.02 1.07 1.01 -1.22 1.87 1.24 1.83 1.58 -3.21 -2.31 -2.82 -2.25
233214_at --- --- 0 --- -1.07 -1.08 1.06 -1.01 1.18 1.12 1.14 1.06 -1.41 -1.69 -1.70 -1.36
233225_at --- --- 0 --- -1.24 1.17 1.46 -1.05 1.12 1.16 1.06 -1.20 -3.75 -4.45 -2.30 -2.08
233228_at --- --- 0 --- 1.62 1.56 1.15 1.00 1.25 1.32 -1.14 1.01 -4.04 -3.16 -3.74 -4.16
233239_at --- --- 0 --- 1.37 1.24 1.17 1.47 2.82 3.65 1.79 1.57 1.64 1.91 -1.53 1.93
233243_at --- --- 0 --- 1.04 -1.36 -1.05 -1.20 2.55 2.21 1.12 -1.50 -1.95 -1.90 -1.36 -1.06
233246_at --- ---  iron-sulfur cluster assembly --- 1.86 1.18 1.19 -1.05 -1.29 -1.00 -1.02 1.33 -2.65 -1.84 -1.78 -1.37
233253_at --- --- 0 --- -1.30 1.17 1.00 -1.01 -1.01 -1.05 1.18 -1.36 -2.19 -2.57 -3.04 -2.15
233258_at --- --- 0 --- 2.91 1.18 1.51 2.32 -1.14 2.44 -2.06 -4.36 8.03 3.47 -1.22 2.50
233263_at --- --- 0 --- 1.17 1.19 1.62 2.03 1.19 1.50 -1.28 1.35 -2.21 -4.37 -2.42 -1.32
233264_at --- --- 0 --- -1.04 -1.08 1.06 1.04 -1.11 1.30 1.24 -1.16 -2.23 -1.94 -3.63 -3.16
233267_at --- --- 0 --- -1.08 -1.18 -1.13 -1.09 -1.19 -1.13 -1.04 1.08 -1.20 1.03 -2.01 -1.58
233271_at --- --- 0 --- 1.20 -1.37 -1.12 1.22 -1.19 1.11 -1.27 -1.25 -1.94 -1.67 -1.69 -1.58
233273_at --- --- 0 --- 1.47 1.30 1.18 1.54 -1.13 1.20 1.22 1.54 -2.84 -3.53 -3.01 -3.92
233274_at --- --- 0 --- 1.31 1.08 -1.15 1.16 1.17 1.18 -1.23 -1.59 -1.47 -1.32 -1.75 -1.74
233275_at --- --- 0 --- -1.50 -2.60 1.12 1.45 -2.06 -1.79 1.26 6.55 1.25 2.28 -1.40 -1.59
233279_at --- --- 0 --- -1.20 -1.08 -1.33 -1.03 1.72 1.44 1.63 1.66 -2.16 -2.13 -2.18 -2.18
233290_at --- --- 0 --- 1.08 -1.20 1.18 -1.23 1.22 1.25 -1.06 1.11 -1.47 -1.41 -1.96 -1.59
233296_x_at --- --- 0 --- 1.46 1.29 1.07 -1.23 -1.03 1.06 -1.38 -1.20 -1.89 -1.64 -2.65 -3.03
233303_at --- --- 0 --- 1.43 1.16 -1.01 -1.13 -1.07 -1.10 -1.02 -1.20 -2.33 -1.04 -1.85 -1.45
233313_at --- --- 0 --- 1.30 1.04 1.10 1.08 1.20 1.29 -1.11 1.05 -1.42 -1.08 -2.12 -1.88
233315_at --- --- 0 --- -1.73 1.02 -1.11 -1.28 1.10 1.02 1.22 -1.22 -1.55 -1.11 -1.62 -1.03
233319_x_at --- --- 0 --- 1.28 1.06 -1.71 -1.84 -1.10 -1.09 1.06 1.14 -1.25 -1.10 -1.43 -1.03
233323_at --- --- 0 --- 1.40 1.29 -1.60 -2.23 1.28 1.27 -1.06 -1.26 -2.95 -2.98 -4.97 -1.35
233346_at --- --- 0 --- -2.99 -1.61 1.22 1.39 4.15 2.12 2.57 1.06 -1.55 -1.19 2.83 1.22
233348_at --- --- 0 --- 1.12 1.25 1.40 1.23 -1.46 -1.24 -1.01 -1.32 -2.06 -3.69 -1.78 -1.72
233359_at --- --- 0 --- 1.48 1.38 -1.94 -1.70 -7.23 -1.68 -2.13 1.02 2.03 1.46 -1.64 -3.46
233364_s_at --- --- 0 --- 2.89 1.97 -1.05 1.54 1.42 1.39 1.57 1.43 -2.83 -2.30 -3.19 -1.25
233372_at --- --- 0 --- 1.50 1.29 -1.10 -1.54 -1.25 1.08 1.45 1.08 -2.83 -3.16 -2.95 -2.08
233376_at --- --- 0 --- -1.11 1.23 1.23 -1.24 -1.62 -1.64 -5.79 -2.27 1.23 -1.18 1.54 1.51
233388_at --- --- 0 --- -1.22 -1.01 -1.09 1.02 1.25 1.08 -1.00 -1.11 1.02 1.23 -1.17 1.58
233413_at --- --- 0 --- -1.17 1.01 1.01 1.05 1.39 1.50 -1.45 -1.40 -4.85 -4.20 -5.14 -4.86
233415_at --- --- 0 --- -1.24 -1.04 -1.02 -1.13 -1.02 -1.07 1.59 1.87 1.21 -1.48 -4.11 -2.61
233417_at --- --- 0 --- 1.16 -1.51 1.26 -1.21 1.01 -1.13 -1.61 -1.49 -2.93 -1.53 -2.67 -2.36
233427_x_at --- --- 0 --- 1.24 1.25 -1.12 1.02 1.19 -1.00 1.11 1.43 -1.09 -1.17 -1.67 -1.68
233431_x_at --- --- 0 --- -1.05 1.27 -1.00 -1.10 1.37 1.32 1.28 1.17 -2.22 -2.00 -2.21 -2.10
233435_at --- --- 0 --- -1.03 1.20 -1.60 -2.61 -1.29 -2.18 -1.36 1.40 -2.07 -1.25 -2.06 -2.05
233448_s_at --- --- 0 --- -1.04 -1.28 -1.08 -1.31 1.17 1.42 -1.84 -1.86 -4.19 -3.11 -3.96 -2.06
233450_at --- --- 0 --- -1.27 -1.13 1.03 -2.52 1.50 1.37 1.80 1.19 1.02 -1.30 -3.42 -2.18
233452_at --- --- 0 --- 1.20 1.31 1.09 -1.23 -1.04 -1.04 3.80 2.21 2.06 1.90 -1.29 -1.71
233455_at --- --- 0 --- 1.11 -1.09 -1.05 -1.55 1.03 -1.13 -1.33 -1.05 -9.44 -7.34 -8.39 -2.74
233478_at --- --- 0 --- -2.10 -1.19 -3.26 -1.45 -1.39 -2.43 -1.15 1.34 -1.06 -1.36 2.44 1.50
233505_at --- --- 0 --- 2.86 4.33 1.28 -3.05 -1.07 -1.62 1.87 -1.12 2.75 7.22 -2.83 -7.72
233518_at --- --- 0 --- -1.05 1.11 1.06 -1.07 1.37 1.41 1.21 1.33 -2.04 -1.88 -1.47 -1.40
233521_at --- --- 0 --- -1.01 -2.55 -1.94 1.41 2.52 5.89 -1.04 1.42 2.95 3.00 -1.20 3.44
233554_at --- --- 0 --- 1.19 -1.39 1.25 1.14 1.22 1.09 1.31 1.03 -1.96 -2.55 -1.71 -1.55
233596_at --- --- 0 --- 1.62 1.51 1.03 1.26 -1.10 1.49 1.08 1.42 -1.60 -1.95 -1.99 -1.64
233607_at --- --- 0 --- 1.51 1.22 1.19 -1.30 1.26 1.23 1.25 1.46 -2.52 -2.16 -2.33 -1.97
233648_at --- --- 0 --- -1.15 -1.39 -1.03 -1.11 1.05 1.08 1.91 1.11 -1.70 -2.85 -1.96 -2.36
233658_at --- --- 0 --- 2.68 2.76 1.09 1.44 -1.02 1.09 -1.15 -1.76 -1.53 -1.56 -1.78 -1.32
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233664_at --- --- 0 --- 1.55 -1.08 1.18 1.31 -1.05 1.04 1.35 1.33 -1.62 -1.80 -2.22 -3.76
233668_at --- --- 0 --- 6.57 2.02 -1.54 -6.16 1.05 1.35 2.29 -1.17 -1.90 -1.66 2.59 1.14
233672_s_at --- --- 0 --- -1.64 -1.43 -1.28 -5.20 -5.72 -1.60 9.49 1.28 3.37 -1.29 12.64 6.49
233678_at --- --- 0 --- 1.71 1.64 1.22 -1.18 1.27 1.50 1.02 1.15 -2.46 -1.83 -3.25 -2.88
233682_at --- --- 0 --- 3.87 3.86 2.03 8.31 -2.13 -2.48 -1.48 1.17 1.77 3.38 7.03 16.77
233684_at --- --- 0 --- -1.86 -6.04 3.66 2.10 -1.55 -1.96 -2.08 -1.71 1.09 1.24 -1.43 1.04
233689_at --- --- 0 --- 1.06 -1.31 1.44 1.07 1.07 -1.15 1.32 1.09 -2.06 -1.91 -3.37 -1.84
233713_at --- --- 0 --- 1.29 1.12 1.45 -1.10 1.10 1.20 -1.37 -1.44 -1.26 1.06 -2.69 -2.49
233723_at --- --- 0 --- 1.65 2.07 -1.69 4.10 1.38 3.01 -8.92 -2.02 1.53 -1.15 -2.30 1.46
233729_at --- --- 0 --- 1.01 -1.12 -1.04 -1.14 -1.10 -1.05 -1.21 -1.11 -1.03 -1.54 1.22 -1.06
233738_at --- --- 0 --- 3.81 -1.27 -2.33 -3.81 1.04 -1.17 -1.21 -1.17 -4.51 -1.91 -1.98 -1.10
233744_at --- --- 0 --- 1.23 -1.26 1.14 1.08 1.13 1.11 1.19 -1.19 -3.02 -1.76 -1.69 -1.37
233757_x_at --- --- 0 --- -1.10 -1.02 -1.32 -1.49 -1.05 1.15 -1.31 -1.21 -1.75 -1.13 -1.48 -1.64
233765_at --- --- 0 --- 2.29 -1.05 -1.47 -1.53 -1.44 -1.00 -1.12 1.50 -2.05 -3.16 -1.78 -1.42
233771_at --- --- 0 --- -1.01 -1.02 1.03 1.02 1.28 1.31 1.19 1.03 -1.60 -2.24 -1.59 -1.58
233779_x_at --- --- 0 --- 1.10 -1.04 -1.21 -1.26 1.11 1.05 -1.14 1.17 1.02 1.02 -1.57 -1.78
233788_at --- --- 0 --- 2.50 2.98 2.35 2.21 -1.02 1.03 2.89 1.87 2.03 4.06 1.64 1.29
233791_at --- --- 0 --- 1.65 1.26 -1.92 1.45 3.38 -1.80 -1.75 1.16 1.70 1.11 -1.04 -1.11
233800_at --- --- 0 --- 1.42 1.18 -1.02 -1.51 -1.02 -1.31 1.01 -1.04 -1.33 -2.09 -2.72 -2.98
233806_at --- --- 0 --- 2.14 1.25 1.21 1.97 -11.14 -1.09 1.12 -4.61 1.13 1.07 -1.24 -1.42
233807_at --- --- 0 --- -1.06 -1.07 -1.06 1.10 1.24 1.05 1.08 1.16 -1.76 -1.53 -2.03 -1.63
233816_at --- --- 0 --- -1.12 1.06 -1.89 1.13 1.40 1.05 3.49 1.60 1.88 1.58 1.40 1.03
233834_at --- --- 0 --- 1.52 2.00 1.48 -1.43 -1.07 -1.19 -1.59 -1.83 -5.45 -4.62 -3.64 -11.44
233867_at --- --- 0 --- 2.21 1.24 1.48 -1.34 -1.27 1.17 -1.82 -1.25 -1.36 -1.88 -3.18 -4.64
233877_at --- --- 0 --- 1.21 1.12 -1.14 -1.09 -1.20 1.21 1.01 -1.28 -2.56 -2.36 -1.40 -1.82
233908_x_at --- --- 0 --- -1.31 1.32 1.37 1.17 1.02 1.12 -1.35 1.22 -1.76 -2.93 -1.84 -1.93
233976_at --- --- 0 --- 1.41 1.05 1.31 1.25 -1.13 1.08 -1.50 -1.05 -2.73 -1.69 -4.42 -2.35
233991_at --- --- 0 --- -3.52 -1.70 2.32 1.02 1.65 1.14 2.49 2.18 -2.34 2.03 -1.82 1.54
233995_at --- --- 0 --- 1.43 1.16 1.09 -1.07 1.13 1.02 1.40 -1.09 -2.98 -2.54 -2.48 -2.10
234011_at --- --- 0 --- 1.66 -1.17 -1.29 -2.56 -1.38 -1.39 -2.44 -1.13 -1.27 -2.08 -1.39 -2.66
234025_at --- --- 0 --- 1.49 -1.17 -1.12 -1.21 1.41 1.37 -6.09 -1.05 2.23 1.05 1.69 2.58
234028_at --- --- 0 --- -1.55 -1.15 1.43 -1.12 -1.19 1.84 -1.63 -2.41 -3.49 -1.94 -6.03 -1.97
234032_at --- --- 0 --- 7.91 7.71 1.52 1.60 1.37 1.33 -1.27 1.07 -1.47 -1.84 -1.69 -1.93
234034_at --- --- 0 --- 1.83 1.52 -1.09 -1.18 1.89 1.13 -2.59 -1.23 -4.79 -2.60 4.34 1.22
234038_at --- --- 0 --- 1.76 -1.17 -1.84 -5.16 -1.24 -1.54 2.11 1.60 6.10 -1.39 -3.70 -5.77
234044_at --- --- 0 --- 1.29 -2.29 3.18 1.85 4.43 -2.19 -2.11 -2.45 -1.17 -5.04 -1.06 -1.50
234046_at --- --- 0 --- -1.07 -1.05 -1.05 -1.31 -1.03 1.23 -1.18 -1.17 -1.02 -1.31 -1.88 -1.75
234057_at --- --- 0 --- -1.14 -1.22 -1.02 1.01 -1.00 -1.01 1.14 1.04 -2.89 -2.06 -2.16 -2.03
234069_at --- --- 0 --- -2.06 -1.45 12.80 9.17 -1.16 2.37 3.83 3.59 1.05 -1.65 4.55 2.09
234074_at --- --- 0 --- -1.22 1.02 1.05 1.00 1.16 1.14 -1.01 -1.08 -2.62 -4.10 -3.56 -2.62
234111_at --- --- 0 --- -1.12 -1.02 1.12 -1.05 1.13 1.15 -1.54 -1.33 -1.57 -1.96 -1.37 -1.79
234124_at --- --- 0 --- -1.12 -3.70 -1.18 -4.06 -2.24 1.92 -2.33 -1.72 1.83 -1.00 1.71 1.78
234127_at --- --- 0 --- -3.95 -1.49 -1.41 -1.25 -1.39 -1.03 1.00 -1.07 -1.78 1.06 -1.10 -1.06
234137_s_at --- --- 0 --- -1.33 -1.40 1.32 1.21 -1.21 1.06 1.03 -1.13 -1.94 -1.71 -3.17 -2.13
234148_at --- --- 0 --- 1.93 1.12 -1.01 1.18 1.33 1.28 1.11 1.01 -1.79 -1.61 -2.27 -1.84
234159_at --- --- 0 --- -1.03 -1.03 1.04 1.24 1.22 1.33 -1.69 -1.39 -2.98 -1.92 -1.39 -1.46
234164_at --- --- 0 --- 1.86 2.02 -1.08 -1.16 1.27 1.65 1.16 -1.13 -1.99 -2.96 -3.69 -2.64
234169_at --- --- 0 --- -1.26 1.23 -1.18 1.13 -1.83 -1.52 1.04 1.17 -1.07 -1.12 -1.09 1.06
234179_at --- --- 0 --- -1.80 -1.59 -2.51 -2.39 -2.12 -1.65 -3.28 1.65 3.02 1.36 2.44 2.70
234196_at --- --- 0 --- -1.35 3.86 1.21 4.43 -1.88 -1.78 -2.79 2.39 4.67 1.43 -6.85 1.39
234199_at --- --- 0 --- 2.07 2.09 1.02 -1.29 -1.09 7.02 -5.91 1.05 1.04 -1.24 -1.02 -1.66
234229_at --- --- 0 --- 1.64 -1.07 -1.02 2.00 -1.03 -1.37 -1.29 1.31 -1.85 -2.90 -4.24 -5.11
234230_at --- --- 0 --- -2.74 -1.69 -3.24 -1.42 -9.18 -1.12 1.23 -1.21 -1.02 -7.38 -2.66 1.15
234233_s_at --- --- 0 --- 1.55 1.62 1.14 -1.03 -1.06 -1.33 -1.01 -1.02 2.17 1.62 1.36 1.15
234255_at --- --- 0 --- 1.21 -1.00 1.10 -1.05 -1.06 1.15 1.44 -1.19 -1.29 -1.42 -1.48 -1.21
234330_at --- --- 0 --- 1.48 1.35 1.23 1.17 1.33 1.01 -1.38 -1.21 -1.64 -2.28 -1.28 -2.65
234348_at --- --- 0 --- 1.01 -1.29 -3.92 -3.72 -1.14 1.08 1.62 1.64 6.28 11.00 1.47 -2.35
234359_at --- --- 0 --- -1.08 -1.10 1.06 1.28 1.30 1.31 1.08 -1.02 2.24 2.39 1.75 1.63
234380_x_at --- --- 0 --- -1.13 -1.36 1.49 1.37 -1.76 1.20 1.36 1.44 -1.52 -2.30 -1.92 -2.47
234389_x_at --- --- 0 --- -1.30 -1.97 -1.09 3.17 5.23 8.96 -3.66 -1.21 1.05 -1.64 1.71 1.59
234467_at --- --- 0 --- 2.21 5.49 -1.02 -1.69 -1.42 1.74 19.93 10.46 1.71 1.21 6.15 2.29
234487_at --- --- 0 --- 2.26 1.14 -1.21 -1.03 1.33 -1.80 -1.04 1.26 -1.62 -1.37 -1.40 -1.19
234505_at --- --- 0 --- -1.70 1.08 2.20 3.52 -1.13 -1.91 -1.58 1.49 -1.04 -2.11 -1.77 -1.24
234510_at --- --- 0 --- 2.23 1.89 4.08 1.44 -11.16 -10.22 -1.04 -1.51 -2.18 -1.06 2.69 2.18
234549_at --- --- 0 --- -2.35 -1.39 -1.05 1.17 -1.94 -1.14 1.18 -1.10 1.50 1.39 -1.09 -1.58
234562_x_at --- --- 0 --- 1.32 1.05 1.28 1.22 1.01 1.02 -1.32 1.06 -1.39 -1.49 -2.14 -2.01
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234563_at --- --- 0 --- 1.48 1.42 1.11 -1.04 1.04 1.14 -1.40 -1.26 -3.36 -2.44 -2.47 -2.35
234566_at --- --- 0 --- 4.76 6.58 2.04 -1.04 -1.60 -1.13 1.07 1.24 7.48 1.76 1.84 1.74
234578_at --- --- 0 --- 1.07 -1.22 -1.20 -1.31 -1.17 1.06 1.15 1.15 1.13 1.02 -1.14 1.24
234582_at --- --- 0 --- 3.69 2.07 1.58 -1.89 -5.15 -3.00 -2.52 -1.35 9.04 13.42 -1.14 2.52
234596_at --- --- 0 --- 1.42 -2.31 2.02 1.20 -1.23 1.73 1.23 -1.47 -6.02 -4.36 -7.07 -3.15
234597_at --- --- 0 --- 2.40 1.26 1.00 -1.06 1.19 1.33 1.14 1.04 -4.25 -2.40 -3.00 -2.49
234643_x_at --- --- 0 --- 1.51 -1.17 2.27 3.23 1.07 2.33 -3.83 -1.32 1.94 1.34 -1.10 -1.13
234646_at --- --- 0 --- 5.10 1.95 1.42 2.07 1.25 -1.43 1.12 -2.63 10.23 1.83 2.34 3.87
234652_at --- --- 0 --- 1.06 -1.01 -1.07 -1.09 -1.23 1.22 -1.07 1.08 -1.62 -2.15 -2.33 -5.20
234656_x_at --- --- 0 --- -1.40 -5.24 2.13 -2.46 -2.06 -2.01 1.59 1.78 15.68 13.46 -2.44 -2.26
234675_x_at --- --- 0 --- 1.15 1.10 1.05 1.02 -1.10 1.18 1.04 1.19 -1.68 -1.68 -1.81 -1.70
234692_at --- --- 0 --- 2.95 1.59 1.34 1.43 2.03 1.58 -1.07 1.27 1.89 2.59 -4.22 -1.94
234693_at --- --- 0 --- -3.44 -1.51 -1.30 1.23 -4.02 1.21 1.74 -2.53 4.72 6.67 1.20 1.27
234704_at --- --- 0 --- -1.06 -1.05 -1.08 1.00 1.10 1.06 1.13 -1.05 -1.21 1.08 -1.43 -1.56
234723_x_at --- --- 0 --- 1.30 1.20 -1.02 -1.05 1.12 1.04 1.39 1.62 -1.72 -1.41 -1.96 -1.86
234744_x_at --- ---  M phase of mitotic cell cycle --- -1.00 -2.42 -1.82 1.28 1.55 -1.12 -3.57 1.31 9.00 18.25 -2.65 -3.82
234780_at --- --- 0 --- 2.52 2.47 -1.61 -1.21 2.03 2.34 2.91 3.61 4.17 1.71 -4.39 -1.95
234887_at --- --- 0 --- 1.08 -2.30 -1.76 -4.70 -1.16 -1.96 9.24 5.28 -1.76 -2.19 -2.50 1.11
234892_at --- --- 0 --- 1.15 -1.16 -3.44 -2.56 1.33 -2.02 -2.78 -1.62 21.21 24.45 2.11 2.93
235028_at --- --- 0 --- 1.06 -1.06 1.11 -1.15 1.14 1.29 -1.10 -1.09 -2.78 -2.41 -2.26 -2.19
235031_at --- --- 0 --- -1.04 -1.05 1.15 -1.04 1.04 1.19 -1.02 1.05 -2.80 -1.72 -3.60 -2.93
235058_at --- --- 0 --- 1.07 -1.08 -1.11 -1.16 1.17 -1.10 -1.04 1.04 1.75 1.38 1.27 1.36
235078_at --- --- 0 --- 1.21 1.02 -1.02 1.06 1.07 1.11 -1.36 -1.10 -2.00 -1.84 -1.56 -1.75
235092_at --- --- 0 --- -1.06 -1.02 1.08 1.06 1.08 1.11 -1.17 -1.05 -3.12 -3.09 -2.24 -2.66
235123_at --- --- 0 --- 1.30 1.21 -1.11 -1.27 1.19 1.16 -1.03 1.05 -2.13 -2.02 -1.72 -1.53
235138_at --- --- 0 --- 1.35 1.25 -1.14 -1.12 1.11 1.16 1.03 -1.17 -2.33 -2.27 -2.19 -2.17
235157_at --- --- 0 --- 1.41 1.25 1.01 1.14 -1.23 -1.10 1.16 1.01 -3.22 -2.14 -2.73 -2.42
235159_at --- --- 0 --- 1.10 1.12 1.01 -1.05 -1.02 1.06 -1.60 -1.52 -1.27 -1.18 -1.37 -1.14
235193_at --- --- 0 --- 1.30 1.34 1.13 -1.10 1.01 1.02 -1.17 1.18 -3.54 -2.77 -6.20 -4.89
235206_at --- --- 0 --- -1.09 -1.10 1.12 1.02 1.29 1.08 1.05 1.22 1.25 1.29 -1.05 -1.02
235211_at --- --- 0 --- -1.43 -1.65 -1.09 1.18 -1.04 -1.07 -1.45 -1.21 -2.01 -1.81 -2.21 -1.76
235286_at --- --- 0 --- 1.29 1.43 1.28 1.20 1.05 1.22 -1.48 -1.06 -1.90 -1.62 -1.87 -2.17
235288_at --- --- 0 --- -1.01 -1.08 -1.13 -1.09 -1.10 1.32 1.16 1.22 -2.65 -1.79 -2.34 -1.86
235374_at --- --- 0 --- 1.64 1.15 -1.01 1.29 1.10 1.27 1.08 -1.12 -2.55 -1.65 -2.78 -2.13
235380_at --- --- 0 --- -1.04 1.66 1.29 -1.07 -1.55 -1.24 2.63 1.50 1.05 1.84 -1.18 1.07
235392_at --- --- 0 --- 1.77 1.60 1.65 1.61 1.15 1.31 -1.54 -1.80 -1.27 -3.02 -1.82 -1.82
235407_at --- --- 0 --- 1.07 1.03 -1.07 -1.03 -1.19 1.16 -1.06 1.09 1.27 1.48 1.42 1.84
235419_at --- --- 0 --- 1.35 -1.21 1.06 1.21 2.46 1.53 1.72 1.33 2.26 1.96 2.25 2.47
235422_at --- --- 0 --- 1.31 1.16 -1.13 -1.29 -1.29 -1.15 -1.08 -1.20 -1.69 -1.48 -1.22 -1.46
235434_at --- --- 0 --- 1.07 1.06 1.02 -1.00 -1.03 1.02 -1.29 -1.17 1.10 1.13 1.32 1.20
235441_at --- --- 0 --- 1.11 -1.02 1.17 1.08 -1.01 -1.22 1.20 1.08 1.30 -1.09 1.25 1.37
235473_at --- --- 0 --- 1.04 1.04 1.18 -1.01 -1.01 -1.15 -1.16 1.01 -1.89 -1.66 -1.17 -1.10
235477_at --- --- 0 --- 2.62 1.81 2.27 2.41 -1.12 1.48 1.13 -1.53 2.16 1.93 3.84 1.86
235511_at --- --- 0 --- -1.17 -1.10 1.23 1.32 1.29 1.27 1.15 -1.31 -1.78 -1.34 -1.56 -1.72
235513_at --- --- 0 --- -1.07 -1.04 1.21 1.26 1.21 1.23 1.00 -1.07 -1.78 -1.75 1.23 1.15
235530_at --- --- 0 --- -1.10 -1.16 1.03 1.37 1.11 1.08 -1.02 -1.04 1.69 1.47 -1.62 -1.46
235531_at --- --- 0 --- 1.05 1.05 -1.09 -1.15 -1.20 -1.09 -1.68 -1.30 -1.55 -1.67 -1.45 -1.26
235538_at --- --- 0 --- 1.03 1.00 -1.09 -1.05 -1.07 1.01 -1.20 1.00 -2.04 -2.04 -2.01 -1.51
235543_at --- --- 0 --- -1.44 -1.51 -1.12 1.08 1.43 1.07 -1.02 1.11 -1.32 -1.35 -2.14 -2.41
235551_at --- --- 0 --- 1.51 1.50 -1.14 -1.33 1.22 1.14 -1.30 -1.08 -2.12 -1.82 -1.78 -1.78
235571_at --- --- 0 --- -1.04 -1.30 1.26 1.17 1.24 1.03 -1.03 -1.19 -1.26 -1.23 -1.73 -1.34
235573_at --- --- 0 --- 1.07 1.10 -1.04 -1.10 -1.23 -1.21 -1.56 -1.24 -2.20 -1.68 -2.08 -2.15
235575_at --- --- 0 --- 7.63 5.56 -1.27 -1.35 1.12 1.13 1.40 1.01 -1.96 -2.64 -1.95 -2.19
235581_at --- --- 0 --- -1.04 -1.11 1.20 1.01 1.15 1.07 -1.01 1.03 -3.32 -2.86 -3.55 -2.54
235585_at --- --- 0 --- -1.05 1.04 -1.06 -1.22 -1.08 -1.07 -1.46 -1.02 -2.28 -1.98 -3.80 -2.63
235594_at --- --- 0 --- -1.05 1.07 1.12 1.02 -1.00 1.15 1.37 1.03 -1.45 -1.59 -1.17 -1.32
235601_at --- --- 0 --- 1.26 1.09 -1.22 -1.06 -1.02 1.08 1.00 1.10 -2.42 -1.42 -1.61 -1.68
235608_at --- --- 0 --- 1.01 -1.04 1.09 1.06 1.02 1.18 1.24 1.02 1.32 1.09 1.00 -1.27
235630_at --- --- 0 --- 1.36 1.51 1.21 1.00 -1.04 -1.02 -1.06 -1.09 -2.07 -2.60 -5.63 -6.59
235640_at --- --- 0 --- -1.08 1.07 -1.12 1.04 -1.10 -1.03 -1.10 1.00 -1.17 -1.28 -1.49 -1.26
235655_at --- --- 0 --- -1.21 -1.23 1.11 -1.14 1.45 1.41 -1.79 -1.08 -2.13 -1.85 -2.02 -2.57
235656_s_at --- --- 0 --- -1.30 -1.41 -1.04 -1.24 -1.29 -1.19 -1.18 -1.27 -1.92 -1.49 -1.34 -1.67
235659_at --- --- 0 --- 1.05 -1.04 1.06 1.08 1.12 1.18 -1.13 1.06 -1.09 1.02 1.62 2.11
235662_at --- --- 0 --- -1.87 1.23 1.00 1.23 1.28 1.36 1.32 1.47 -1.95 -1.44 -3.51 -1.98
235664_at --- --- 0 --- -1.29 -1.22 1.19 -1.59 -1.09 1.07 1.89 3.32 -4.10 -2.37 -1.67 1.40
235674_at --- --- 0 --- -1.03 -1.24 -1.27 -1.15 -1.05 1.03 -1.08 -1.14 -1.36 -1.23 -1.29 -1.52
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235676_at --- --- 0 --- -1.01 -1.01 1.23 1.07 1.15 1.20 -1.10 -1.12 -2.75 -1.91 -1.47 -1.51
235679_at --- --- 0 --- 1.10 1.01 -1.00 -1.01 1.06 -1.05 -1.27 -1.18 -1.15 -1.13 -1.43 -1.20
235681_at --- --- 0 --- 1.32 1.17 1.30 -1.10 -1.29 1.01 1.02 1.58 -1.27 -1.63 -1.71 -1.85
235693_at --- --- 0 --- 1.57 1.74 1.12 1.03 1.12 1.10 -1.24 -1.07 -2.97 -1.83 -2.13 -1.78
235697_at --- --- 0 --- 1.11 1.06 1.01 1.06 1.09 -1.08 -1.05 -1.08 -2.62 -1.90 -3.98 -2.71
235704_at --- --- 0 --- 1.02 -1.24 -1.34 -1.08 -1.25 -1.90 1.46 -1.50 1.75 1.34 1.37 1.11
235705_at --- --- 0 --- 1.26 1.06 -1.08 -1.14 -1.03 1.23 1.09 -1.12 -1.93 -1.51 -1.38 -1.38
235730_at --- --- 0 --- 1.40 1.21 1.29 1.19 1.23 1.22 -1.16 1.33 -2.20 -2.25 -2.22 -1.98
235739_at --- --- 0 --- 1.27 -1.04 1.05 1.03 1.35 -1.00 2.27 1.37 2.47 2.28 2.26 1.17
235743_at --- --- 0 --- 1.63 2.46 -1.20 -1.27 1.45 1.57 1.01 -1.54 -2.52 -1.88 -3.81 -1.93
235759_at --- --- 0 --- 1.17 -1.03 1.00 1.10 -1.25 1.13 -1.05 -1.06 -1.40 -1.33 -1.58 -1.88
235771_at --- --- 0 --- 1.11 -1.11 1.04 1.15 1.47 1.34 1.12 1.16 -1.57 -1.64 -1.84 -2.30
235772_at --- --- 0 --- -1.26 -1.06 1.58 1.37 -1.28 -1.05 -1.46 1.03 -6.24 -4.57 -3.02 -4.53
235784_at --- --- 0 --- 1.03 -1.07 -1.05 -1.05 1.28 1.31 -1.39 -1.45 -1.73 -1.27 -2.04 -1.66
235786_at --- --- 0 --- 1.43 1.32 1.18 1.21 1.11 1.07 -1.07 -1.07 -1.96 -1.94 -1.86 -1.79
235800_at --- --- 0 --- -1.21 -1.22 1.16 1.12 -1.35 -1.09 -1.19 1.16 -1.30 -1.08 -6.20 -1.85
235803_at --- --- 0 --- 1.37 1.73 -1.04 -1.15 1.08 1.02 -1.03 -1.12 -2.36 -2.14 -1.82 -1.96
235804_at --- --- 0 --- 1.11 1.19 1.27 1.20 1.31 1.10 -1.04 -1.18 -1.63 -1.34 -1.59 -1.60
235805_at --- --- 0 --- -1.69 -1.76 3.17 2.31 -1.15 1.37 2.19 -1.05 1.79 1.18 1.72 1.43
235825_at --- --- 0 --- 1.25 1.57 1.91 2.18 1.09 -1.11 -1.14 1.20 -1.90 -1.83 1.24 1.11
235830_at --- --- 0 --- -1.24 -1.09 1.09 -1.09 -1.08 -1.04 -1.01 1.00 -1.62 -1.67 -1.54 -1.39
235831_at --- --- 0 --- 1.19 -1.55 -1.03 -1.15 -1.44 -1.36 1.25 1.11 1.43 2.15 2.36 2.95
235879_at --- --- 0 --- 1.54 1.03 1.02 1.20 1.02 1.30 -1.19 -1.07 -2.07 -1.88 -1.86 -1.58
235883_at --- --- 0 --- -1.21 1.04 -1.12 1.38 1.17 1.26 -1.22 1.37 -2.00 -2.84 -4.72 -2.91
235889_at --- --- 0 --- -1.10 -1.32 1.07 -1.17 1.05 1.30 -1.36 -1.06 -1.62 -1.27 -3.28 -2.04
235902_at --- --- 0 --- 1.26 1.34 -1.04 -1.01 1.16 1.13 -1.07 -1.01 -2.24 -1.98 -2.38 -1.63
235912_at --- --- 0 --- 1.23 1.29 -1.05 -1.09 -1.11 1.14 1.11 1.03 -1.64 -1.65 -1.26 -1.18
235920_at --- --- 0 --- 1.07 -1.11 1.06 1.40 -1.23 -1.09 1.38 1.23 -1.59 -1.27 -2.27 -1.49
235924_at --- --- 0 --- 1.11 1.04 1.09 1.12 1.02 1.18 -1.77 -1.21 -1.51 -1.06 -1.71 -1.57
235925_at --- --- 0 --- 1.78 1.52 1.03 1.36 -1.28 -1.06 1.23 -1.41 -1.85 -1.55 -2.28 -1.94
235947_at --- --- 0 --- -1.21 -1.35 -1.04 1.23 -1.17 -1.03 1.10 1.22 1.14 1.16 -1.61 -1.13
235963_at --- --- 0 --- 2.27 4.02 1.09 -1.39 -1.89 1.44 -1.58 1.02 4.70 1.38 5.84 3.19
235965_at --- --- 0 --- 1.79 1.32 -1.02 -1.09 1.24 1.06 1.47 1.82 2.28 1.93 2.16 2.07
235971_at --- --- 0 --- 1.01 -1.03 1.16 1.22 1.10 1.03 1.10 1.16 1.23 1.20 1.27 1.17
235973_at --- --- 0 --- 1.27 1.21 -1.02 1.09 1.22 1.12 1.18 -1.03 2.39 2.19 1.27 -1.27
235983_at --- --- 0 --- 1.23 1.33 1.64 1.15 1.05 -1.35 -1.71 -1.15 2.04 1.99 -1.49 -1.60
235985_at --- --- 0 --- -1.06 1.17 1.12 1.27 1.12 1.23 1.16 1.19 -2.14 -1.88 -2.21 -1.93
235989_at --- --- 0 --- 1.07 1.04 1.10 1.07 -1.07 -1.01 -1.21 -1.07 -1.60 -1.31 -1.45 -1.28
235999_at --- --- 0 --- -1.65 -1.22 -1.09 -1.32 -1.48 -1.16 1.09 1.14 1.13 -1.35 -1.59 -3.36
236000_s_at --- --- 0 --- 1.02 -1.06 1.02 1.12 -1.01 1.13 1.15 -1.10 -1.84 -1.88 -1.92 -1.38
236004_at --- --- 0 --- -1.05 -1.13 1.10 1.06 1.13 1.14 -1.65 -1.23 -1.99 -1.99 -2.45 -2.17
236010_at --- --- 0 --- 1.29 -1.15 1.27 1.26 1.14 -1.01 1.01 1.08 -2.23 -2.88 -2.23 -2.39
236021_at --- --- 0 --- -3.08 -1.52 -2.27 1.34 -2.04 1.85 -1.37 1.03 -1.39 -1.47 -1.92 -1.95
236032_at --- --- 0 --- 1.14 1.00 1.06 1.12 -1.00 -1.14 -1.12 1.01 -1.65 -1.50 -1.92 -1.74
236038_at --- --- 0 --- 1.03 -1.04 1.12 1.08 1.15 1.22 -1.35 -1.02 -2.06 -1.52 -2.07 -1.77
236063_at --- --- 0 --- -1.12 1.10 1.14 1.10 1.02 1.05 -1.20 -1.14 -1.52 -1.37 -1.50 -1.49
236067_at --- --- 0 --- 1.28 1.24 1.11 1.03 1.11 1.26 -1.04 1.17 -2.25 -1.80 -1.28 -1.44
236072_at --- --- 0 --- -1.07 -1.03 1.04 -1.04 -1.00 1.07 -1.31 -1.08 -1.87 -1.71 -2.21 -1.85
236084_at --- --- 0 --- 1.15 2.50 -2.23 -3.10 -2.51 -1.65 1.94 1.17 2.76 1.40 2.92 3.60
236097_at --- --- 0 --- 1.10 -1.10 -1.10 -1.06 1.02 -1.05 1.02 -1.02 -1.22 -1.10 1.24 1.40
236106_at --- --- 0 --- -1.02 -1.00 1.04 -1.09 -1.07 -1.05 -1.28 -1.04 -2.37 -2.68 -2.59 -3.03
236116_at --- --- 0 --- 1.36 -1.01 1.15 1.16 1.22 1.07 -1.15 -1.11 -1.99 -1.69 -1.93 -2.85
236117_at --- --- 0 --- -1.11 -1.18 1.21 1.13 1.00 -1.03 -1.20 -1.00 -1.27 -1.06 1.22 1.30
236120_at --- --- 0 --- 1.02 -1.05 1.19 1.19 -1.72 1.14 -1.00 -1.63 -2.75 -1.66 -2.04 -2.81
236125_at --- --- 0 --- 1.14 1.25 1.14 1.20 1.36 1.39 -1.44 -1.14 -1.89 -1.40 -1.24 -1.98
236127_at --- --- 0 --- 1.44 1.29 1.26 1.38 -1.08 -1.29 1.21 1.21 1.18 1.08 -1.09 -1.00
236131_at --- --- 0 --- -3.47 1.22 1.11 -1.06 1.21 1.17 -1.09 -1.11 -1.91 -2.19 -1.81 -2.84
236139_at --- --- 0 --- 1.30 1.15 1.17 1.17 1.11 1.02 1.25 1.15 -1.41 -1.43 -1.67 -1.29
236143_at --- --- 0 --- -1.07 1.62 1.05 -1.63 1.28 1.13 1.01 -1.28 -2.36 -2.02 -3.05 -1.16
236153_at --- --- 0 --- -1.05 1.04 1.13 -1.52 1.23 -1.10 -1.30 -1.00 -2.20 -1.57 -2.30 -2.47
236161_at --- --- 0 --- 1.14 -1.38 -2.19 1.57 -1.57 2.06 -5.41 1.09 9.30 10.65 2.65 4.35
236168_at --- --- 0 --- 1.16 1.07 1.07 1.01 1.17 1.07 1.03 1.02 -1.40 -2.09 -1.58 -1.12
236170_x_at --- --- 0 --- -1.19 -1.23 1.08 1.13 -1.15 -1.02 -1.69 -1.21 -3.04 -2.28 -2.44 -2.38
236180_at --- --- 0 --- -1.39 -1.49 -1.12 -1.06 -1.16 -1.03 1.22 1.39 -1.09 1.09 1.16 2.05
236184_at --- --- 0 --- -1.90 -1.67 -1.39 1.00 -2.14 -4.44 -7.28 -3.10 3.16 4.46 2.58 1.74
236187_s_at --- --- 0 --- -1.06 1.08 -2.22 1.10 1.02 -1.10 1.49 1.21 1.36 1.35 1.55 1.81
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236194_at --- --- 0 --- 1.03 1.08 1.05 1.04 -1.08 1.04 -1.34 -1.11 -1.63 -1.26 -1.74 -1.60
236196_at --- --- 0 --- 1.30 1.07 1.02 1.09 -1.13 1.01 -1.36 -1.16 -2.19 -2.20 -2.29 -3.15
236197_at --- --- 0 --- 1.39 1.42 1.53 1.43 1.19 -1.45 -2.26 -1.52 -1.30 -1.29 -4.08 -2.05
236201_at --- --- 0 --- -1.42 1.69 -1.03 -2.75 1.25 -2.39 1.36 1.76 1.04 2.15 1.22 1.11
236202_at --- --- 0 --- -1.24 -1.23 1.25 1.56 -1.03 1.19 -1.13 -1.04 1.04 1.24 -2.72 -1.48
236209_at --- --- 0 --- -1.06 -1.07 -1.06 -1.11 1.17 -1.18 1.40 1.09 -2.97 -1.97 -2.99 -2.50
236216_at --- --- 0 --- 1.05 -1.06 -1.01 -1.06 -1.02 1.14 1.00 -1.25 -2.32 -2.13 -1.86 -1.72
236229_at --- --- 0 --- -1.16 -1.20 -1.04 -1.17 1.16 1.05 -1.23 -1.15 -2.10 -1.53 -1.55 -1.33
236232_at --- --- 0 --- 1.13 1.22 1.01 1.16 1.03 1.18 1.08 1.13 -1.68 -1.59 -2.36 -1.30
236237_at --- --- 0 --- -1.21 1.11 -1.71 -1.81 2.42 2.48 1.48 1.22 -2.05 -4.46 1.33 2.02
236242_at --- --- 0 --- 1.07 -1.09 1.04 1.16 -1.04 1.20 -1.36 -1.07 -1.37 -1.34 -1.05 -1.27
236278_at --- --- 0 --- 1.72 -1.29 -1.01 -1.43 1.23 1.16 -1.15 1.42 -1.69 -1.52 2.34 3.97
236297_at --- --- 0 --- 1.03 1.10 1.06 -1.04 -1.15 -1.03 1.10 1.41 -1.98 -1.42 -2.22 -2.19
236330_at --- --- 0 --- 1.15 1.44 1.18 1.07 1.04 -1.01 -1.38 -1.03 -4.06 -4.14 -3.53 -5.47
236346_at --- --- 0 --- -1.10 1.13 -1.01 -1.01 -1.02 -1.12 -1.32 -1.10 -2.27 -2.16 -2.38 -2.01
236350_at --- --- 0 --- 1.07 -1.02 -1.05 -1.20 -1.00 -1.21 -1.17 -1.06 -1.79 -1.33 -1.36 -1.37
236355_s_at --- --- 0 --- -1.06 -1.03 -1.04 1.07 1.56 1.68 1.00 -1.06 -2.56 -2.14 -2.99 -1.48
236364_at --- --- 0 --- 1.75 1.06 -1.16 1.13 -1.14 1.34 1.32 1.45 1.60 1.13 1.76 1.83
236379_at --- --- 0 --- 2.19 1.88 1.31 1.17 1.11 1.32 -1.12 -1.35 -2.11 -1.46 -1.64 -1.26
236380_at --- --- 0 --- -1.01 -1.05 1.33 1.25 1.11 -1.00 -1.30 -1.18 -1.21 -1.08 -1.42 -1.55
236393_at --- --- 0 --- 1.01 -1.02 1.06 1.01 1.18 -1.02 1.28 1.44 -2.54 -3.12 -2.21 -2.73
236396_at --- --- 0 --- -1.37 -1.05 1.26 1.12 1.61 1.75 -2.12 1.45 -1.88 -1.84 -1.50 -1.26
236397_at --- --- 0 --- 1.19 1.21 1.16 1.26 -1.23 1.07 -1.01 -1.27 1.03 -1.50 -1.55 -1.44
236404_at --- --- 0 --- 1.25 -1.04 1.20 1.33 1.55 1.47 1.54 1.18 -1.58 -1.52 -1.91 -1.39
236411_at --- --- 0 --- 1.22 1.07 -1.16 -1.01 1.16 1.14 -1.09 -1.09 -1.59 -1.31 -1.56 -1.21
236427_at --- --- 0 --- 1.04 -1.24 1.25 1.33 -1.29 1.14 1.16 -1.14 -2.47 -3.30 -6.04 -2.60
236428_at --- --- 0 --- -1.01 -1.06 -1.13 1.41 1.07 1.23 -1.05 1.20 -2.61 -2.35 -4.62 -2.72
236439_at --- --- 0 --- 1.70 1.30 1.40 1.73 1.32 1.13 1.01 1.40 1.21 -1.17 1.78 1.30
236446_at --- --- 0 --- 1.14 1.06 1.14 -1.02 1.03 1.05 -1.24 -1.26 -2.07 -1.83 -1.71 -1.89
236452_at --- --- 0 --- -1.32 -1.27 -1.15 1.29 1.06 1.08 1.09 -1.15 -1.31 -1.02 -1.52 -1.26
236453_at --- --- 0 --- 1.10 1.03 -1.04 -1.06 -1.02 1.15 -1.16 -1.03 -1.51 -1.27 -1.53 -1.60
236472_at --- --- 0 --- -1.05 -1.02 1.07 1.20 -1.00 -1.06 1.16 1.07 -1.91 -1.95 -2.21 -1.73
236476_at --- --- 0 --- 1.03 1.03 -1.02 1.05 1.00 1.16 -1.50 -1.16 -2.66 -1.68 -1.33 -1.04
236483_at --- --- 0 --- -1.17 -1.15 1.01 1.14 -1.09 1.07 -1.01 -1.11 -1.44 -1.44 -1.21 -1.38
236501_at --- --- 0 --- -1.62 -1.39 -2.12 -2.25 -1.25 1.03 1.08 1.85 -2.49 -2.40 1.06 1.48
236502_at --- --- 0 --- 1.77 1.40 1.10 1.64 1.11 1.10 -1.30 -1.10 -1.42 -1.71 -1.19 1.02
236503_at --- --- 0 --- 1.24 1.27 -1.08 -1.06 -1.26 1.02 -1.66 -1.00 -1.81 -1.62 -2.46 -2.05
236509_at --- --- 0 --- 1.02 1.07 1.18 1.30 1.21 -1.03 -1.26 -1.26 -1.83 -1.51 -2.08 -1.14
236511_at --- --- 0 --- 1.00 1.03 1.22 1.18 1.03 1.13 -1.04 -1.14 -2.17 -1.28 -2.50 -2.19
236513_at --- --- 0 --- 1.04 -1.00 1.06 1.04 -1.02 1.05 -1.16 -1.03 1.14 1.28 1.07 1.13
236515_at --- --- 0 --- 1.13 1.15 -1.04 -1.22 -1.06 -1.09 -1.18 -1.25 -1.95 -2.37 -2.08 -2.43
236520_at --- --- 0 --- -1.31 -1.28 -1.12 1.13 1.02 1.03 -1.12 1.09 -2.14 -2.82 -2.16 -2.27
236522_at --- --- 0 --- 1.32 1.42 1.05 1.00 -1.03 -1.06 -1.09 1.20 -1.55 -1.80 -2.32 -1.67
236537_at --- --- 0 --- 1.06 1.07 1.18 1.29 1.20 1.26 1.05 -1.04 -1.89 -1.76 -1.48 -1.41
236547_at --- --- 0 --- 1.40 1.44 -1.25 1.10 -1.34 -1.39 -1.08 1.13 -1.95 -1.50 -1.09 -1.26
236549_x_at --- --- 0 --- -4.08 -1.96 1.07 -2.09 -1.99 -1.01 1.06 1.47 2.17 1.19 1.07 -1.35
236564_at --- --- 0 --- -2.55 -1.93 -2.30 -1.19 -1.17 -4.43 -3.68 -1.61 -1.27 -1.25 1.72 1.55
236569_at --- --- 0 --- -1.05 -1.02 1.05 1.12 1.10 1.07 -1.22 -1.48 -2.26 -1.80 -1.78 -1.45
236571_at --- --- 0 --- -1.34 1.52 -1.27 -1.45 -1.42 1.23 1.71 1.48 1.23 1.05 2.25 3.12
236580_at --- --- 0 --- -1.10 -1.03 1.19 -1.06 1.03 1.02 -1.58 -1.18 -3.14 -5.61 -1.92 -6.50
236582_at --- --- 0 --- -1.09 1.58 1.07 1.39 -2.33 -1.25 1.49 -1.16 1.64 1.36 2.60 1.23
236587_at --- --- 0 --- -1.27 -1.18 -1.04 -1.16 1.29 1.39 1.29 -1.14 -3.03 -2.43 -4.70 -4.02
236595_at --- --- 0 --- 1.06 -1.01 1.03 -1.16 1.52 -1.05 2.11 1.73 1.72 1.82 1.53 1.64
236603_at --- --- 0 --- 1.10 -1.29 1.10 1.03 -1.13 1.08 -1.67 -1.14 1.34 1.10 1.12 -1.06
236610_at --- --- 0 --- 1.29 1.10 1.02 -1.06 1.09 1.14 1.02 -1.22 -1.99 -2.21 -2.46 -2.36
236616_at --- --- 0 --- 1.36 1.21 1.15 -1.04 1.13 1.18 -1.20 -1.19 1.12 1.10 1.45 1.75
236617_at --- --- 0 --- 2.58 1.57 -1.23 1.24 1.45 1.06 -1.33 -1.07 -6.61 -2.70 -3.51 -5.89
236619_at --- --- 0 --- 1.10 1.14 -1.01 1.15 -1.23 1.27 -1.35 -1.16 -2.30 -2.34 -2.07 -2.65
236627_at --- --- 0 --- -1.18 1.02 1.08 -1.13 -1.61 -1.24 -1.10 1.21 -5.87 -2.17 -2.09 -3.51
236662_at --- --- 0 --- 1.05 1.13 1.09 1.03 -1.23 -1.28 -1.13 -1.21 1.12 1.14 1.31 1.90
236683_at --- --- 0 --- 1.28 1.25 -1.05 1.21 1.10 1.14 1.05 -1.18 -3.65 -1.96 -1.94 -1.56
236691_at --- --- 0 --- -1.18 1.15 1.35 1.59 -1.13 -1.01 -1.47 -1.23 -13.29 -4.70 -8.33 -1.25
236704_at --- --- 0 --- 1.05 1.04 1.27 1.02 1.25 1.60 -1.27 -1.20 -2.10 -1.57 -2.33 -1.97
236712_at --- --- 0 --- -1.09 1.03 1.01 1.06 1.05 -1.27 -1.24 -1.01 -2.23 -2.43 -2.59 -2.60
236713_at --- --- 0 --- 2.17 -1.10 3.61 3.75 1.24 2.03 -2.40 -2.48 -1.54 1.21 -5.03 -2.78
236723_at --- --- 0 --- -1.04 -1.12 1.04 1.22 -1.32 -1.04 -1.16 -1.14 -1.47 -1.32 -1.71 -1.45
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236735_at --- --- 0 --- -1.11 1.19 -1.25 -6.00 3.70 5.76 1.92 1.69 5.25 5.14 -4.87 1.09
236742_at --- --- 0 --- 1.15 -1.15 1.14 -1.28 -1.27 1.31 1.33 -1.15 -2.59 -1.94 -2.81 -2.07
236750_at --- --- 0 --- 1.26 1.56 1.10 1.64 3.65 3.10 2.42 1.62 -3.82 -2.44 -1.53 1.33
236759_at --- --- 0 --- -1.55 -2.04 -1.86 -1.35 1.87 1.62 1.35 2.38 1.36 1.46 1.11 -1.46
236766_at --- --- 0 --- -1.75 1.10 1.66 1.30 -1.35 -1.17 1.22 1.44 -3.50 -3.08 -1.95 -1.82
236772_s_at --- --- 0 --- 1.06 1.10 1.06 1.10 -1.12 1.07 -1.07 -1.08 -1.70 -1.30 -2.75 -2.13
236775_s_at --- --- 0 --- 1.14 1.64 -1.32 -4.71 2.12 1.30 2.50 -1.47 2.60 1.77 -5.70 -2.08
236791_at --- --- 0 --- 1.13 1.28 -1.07 -1.12 1.64 1.60 -1.19 -1.36 -1.11 1.37 1.55 1.65
236793_at --- --- 0 --- -2.90 -2.96 -1.54 1.15 2.09 2.01 7.54 7.38 -1.46 3.86 1.92 3.13
236795_at --- --- 0 --- -1.08 -1.13 1.01 -1.08 1.21 1.20 -1.43 -1.15 -2.36 -1.78 -3.77 -2.73
236821_at --- --- 0 --- -1.50 -1.22 -1.13 1.01 -1.27 -1.24 -1.59 -1.44 -3.35 -1.62 -2.90 -1.36
236830_at --- --- 0 --- 1.23 1.28 1.10 1.09 1.15 -1.08 1.10 1.34 1.22 1.44 1.75 1.49
236837_x_at --- --- 0 --- 1.02 1.14 1.14 1.15 -1.46 -1.04 -2.53 -1.43 -1.86 -2.24 -2.07 -2.93
236865_at --- --- 0 --- -1.85 -2.26 -2.42 1.54 -2.05 -1.34 -1.62 1.11 3.79 2.86 1.78 3.55
236869_at --- --- 0 --- -1.30 -1.47 1.16 1.13 -1.10 1.05 1.86 3.22 -2.10 -1.65 -1.52 -1.01
236873_at --- --- 0 --- -1.50 -1.37 3.11 -1.08 -2.40 -1.35 1.09 1.21 2.07 1.37 1.30 1.16
236878_at --- --- 0 --- 1.66 -2.47 2.78 3.48 -1.94 1.25 2.70 1.66 -1.68 -1.28 1.46 1.35
236882_at --- --- 0 --- 1.02 -1.12 -1.23 -1.47 -1.59 1.12 -1.51 -1.08 -2.00 -2.12 -4.05 -2.71
236883_at --- --- 0 --- 1.10 1.12 1.55 1.39 1.14 1.27 1.10 1.05 -1.54 -1.56 -2.26 -2.09
236897_at --- --- 0 --- 1.55 1.57 1.31 1.39 -1.02 1.32 -1.21 1.33 -2.07 -2.16 -1.89 -1.21
236898_at --- --- 0 --- 1.14 1.23 -1.44 -1.17 1.22 1.02 1.42 1.35 3.97 2.04 3.36 1.65
236913_at --- --- 0 --- 1.68 2.10 1.22 2.00 1.32 -1.88 1.00 -1.09 5.08 3.86 1.44 1.45
236921_at --- --- 0 --- 1.00 -1.11 -1.17 1.08 1.33 1.43 1.50 1.54 1.59 -1.28 -1.56 -3.79
236922_at --- --- 0 --- 1.01 1.00 -1.02 1.13 -1.04 1.03 1.06 1.15 1.31 1.50 1.31 1.50
236934_at --- --- 0 --- -1.21 -1.03 1.17 -1.14 1.22 -1.02 -1.62 -1.32 -1.37 -1.48 -1.27 -1.87
236936_at --- --- 0 --- 1.10 -1.34 -1.09 1.52 1.28 1.22 -1.31 1.58 1.53 2.20 2.35 1.65
236940_at --- --- 0 --- 1.01 -1.15 -1.10 1.02 -1.26 1.48 -1.32 -1.14 1.02 1.00 -1.28 -1.54
236947_at --- --- 0 --- 1.98 1.36 1.01 1.17 -1.09 1.10 1.17 1.17 -4.70 -4.80 -2.20 -1.42
236959_s_at --- --- 0 --- 1.41 1.36 -3.59 -6.07 -3.72 -9.22 1.60 -2.96 -1.51 -1.66 1.19 1.19
236964_at --- --- 0 --- 1.17 -1.47 -1.38 1.54 -2.87 -2.77 2.01 3.05 1.49 -1.23 1.03 -1.26
236978_at --- --- 0 --- 1.06 -1.73 1.54 -1.01 -1.08 1.06 -1.13 -1.05 -2.88 -2.38 -1.88 -2.66
236982_at --- --- 0 --- 1.16 1.08 1.26 1.12 -1.05 1.02 1.05 1.32 1.03 1.69 -1.02 1.19
236991_at --- --- 0 --- -1.12 -1.21 -1.30 -1.02 -1.48 -1.15 1.37 1.30 1.63 1.51 1.34 1.45
236994_at --- --- 0 --- 1.09 1.04 1.19 1.00 1.03 -1.04 -1.44 -1.22 -1.44 -1.71 -1.62 -1.73
237001_at --- --- 0 --- -1.04 -1.15 1.36 -1.01 1.67 1.29 -1.23 -1.17 -1.74 -1.25 -1.83 -2.46
237006_at --- --- 0 --- 1.15 1.55 1.08 -1.07 1.11 1.33 1.14 -1.18 -2.69 -1.67 -1.91 -1.56
237007_at --- --- 0 --- 2.30 4.24 1.59 -2.82 -4.69 1.30 2.84 2.10 10.18 9.19 -1.40 -3.88
237009_at --- --- 0 --- 1.19 -6.98 -5.08 -1.14 1.07 -1.37 -1.51 1.76 -1.02 -1.02 -1.16 2.01
237019_at --- --- 0 --- -1.07 -1.32 1.21 1.48 1.44 1.09 1.25 -1.04 -1.40 -2.40 -1.67 -2.05
237025_at --- --- 0 --- -1.54 -1.53 1.30 1.48 1.31 -1.10 1.00 -2.13 2.43 2.42 1.51 1.70
237043_at --- --- 0 --- 1.10 -1.20 1.15 1.08 -1.17 -1.06 -1.69 -1.08 1.11 1.05 1.22 1.49
237060_at --- --- 0 --- 1.47 1.16 -1.16 1.24 1.48 1.03 -1.02 1.31 -1.83 -1.19 -1.28 -1.72
237081_at --- --- 0 --- 1.14 -1.03 1.03 1.34 1.02 -1.06 1.04 1.33 -2.12 -2.00 -1.98 -1.62
237083_at --- --- 0 --- 1.06 -1.67 -1.00 1.10 2.04 1.20 -1.58 1.44 -2.37 -1.41 1.01 2.08
237084_at --- --- 0 --- -1.74 -1.16 1.22 -1.21 1.02 -1.33 1.10 -1.49 -1.15 -1.50 -2.38 -2.78
237089_at --- --- 0 --- -1.71 -2.17 1.04 2.10 -3.46 1.23 1.20 -1.00 8.90 2.58 -1.02 -1.03
237096_at --- --- 0 --- 1.62 1.04 -1.15 1.27 -1.23 -1.03 -1.02 1.50 -2.03 -2.46 -2.25 -1.99
237118_at --- --- 0 --- -1.03 1.12 -1.36 -1.10 1.06 1.04 1.58 1.42 -1.95 -2.14 -1.47 -1.45
237136_at --- --- 0 --- 1.11 1.12 1.16 -1.05 1.18 1.64 -1.06 -1.15 -2.34 -2.58 -2.05 -1.42
237138_at --- --- 0 --- 6.02 2.89 1.31 1.49 -3.50 -2.85 -1.31 -1.30 1.30 -2.10 -1.12 1.01
237172_at --- --- 0 --- 1.36 1.31 1.09 1.08 -1.00 1.07 -1.01 1.23 -2.90 -2.98 -3.82 -2.86
237184_at --- --- 0 --- 1.24 -1.14 -1.03 1.06 1.14 1.25 1.13 -1.06 -2.33 -2.05 -2.50 -1.80
237190_at --- --- 0 --- 1.03 -1.11 1.13 1.11 1.24 1.16 1.09 1.11 -1.29 -1.37 -1.11 -1.10
237195_at --- --- 0 --- -1.25 1.48 3.11 1.36 -1.08 -1.49 1.76 1.71 1.72 -1.17 1.93 4.32
237231_at --- --- 0 --- 1.50 1.32 1.06 1.64 1.38 1.25 1.44 2.12 -3.74 -3.26 -8.30 -4.05
237239_at --- --- 0 --- 1.16 1.06 -1.14 -1.01 -1.01 1.15 -1.66 -1.61 -3.87 -2.52 -2.32 -2.62
237258_at --- --- 0 --- 8.04 2.23 -1.00 1.19 2.37 1.20 3.23 4.96 3.88 2.80 -1.03 -1.19
237276_at --- --- 0 --- 1.12 -1.30 1.36 1.30 1.08 -1.03 -1.08 -1.01 -1.84 -1.73 -2.35 -1.20
237299_at --- --- 0 --- -1.08 -1.07 1.01 1.00 1.08 -1.06 -1.42 -1.09 -2.28 -2.35 -3.23 -2.63
237309_at --- --- 0 --- -1.11 -1.17 -1.07 -1.02 -1.23 1.27 -1.33 -1.11 -2.34 -1.77 -3.26 -3.15
237311_at --- --- 0 --- -1.33 -1.46 1.08 1.05 -1.27 1.11 1.17 1.26 1.77 2.15 1.04 1.22
237317_at --- --- 0 --- -1.07 -1.06 -1.11 -1.21 1.11 1.16 -1.25 1.03 -2.27 -2.34 -1.64 -1.91
237330_at --- --- 0 --- 1.24 1.24 1.12 1.18 1.17 1.18 -1.36 -1.47 -2.02 -1.54 -1.81 -1.82
237334_at --- --- 0 --- -1.05 -1.30 1.20 1.41 1.69 1.72 -1.98 -1.24 -5.40 -2.93 -3.84 -2.31
237337_at --- --- 0 --- 1.36 1.15 1.09 1.16 1.54 1.43 -1.67 -1.12 1.03 1.40 1.13 1.17
237348_at --- --- 0 --- 1.15 1.36 1.27 1.06 1.07 -1.09 -1.14 -1.08 -1.47 -1.34 1.19 -1.66
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237361_at --- --- 0 --- 1.17 -1.42 -1.51 -1.29 -1.39 1.51 1.59 1.99 -1.63 -1.83 2.72 4.49
237364_at --- --- 0 --- -2.30 -1.09 1.25 1.10 -1.57 1.24 1.29 1.05 1.67 -1.03 1.54 1.51
237377_at --- --- 0 --- 1.52 1.26 1.12 -1.11 1.07 1.16 1.17 1.13 -2.73 -2.56 -1.99 -2.30
237387_at --- --- 0 --- 1.22 1.27 1.37 1.05 1.10 1.42 -2.13 -1.58 -1.64 -1.69 -1.46 -2.49
237390_at --- --- 0 --- 4.63 2.32 -2.29 -4.26 1.30 -1.70 5.79 2.38 2.38 7.66 1.78 2.73
237419_at --- --- 0 --- -1.04 -1.10 -1.06 1.14 1.13 1.01 -1.17 -1.14 -1.28 -1.21 -1.58 -1.50
237427_at --- --- 0 --- 2.17 -1.45 1.23 -1.97 -2.69 -3.41 10.82 3.08 -1.01 -7.09 1.97 1.22
237435_at --- --- 0 --- 1.41 1.37 -1.19 -1.36 1.34 1.16 -1.83 -1.48 4.09 2.90 2.23 2.27
237462_at --- --- 0 --- -2.60 1.44 -1.23 -1.41 2.49 1.24 -4.07 -1.31 7.44 2.85 -2.48 1.11
237467_at --- --- 0 --- -1.43 -1.95 -1.49 -1.33 1.23 -1.12 1.43 3.18 -1.16 -1.68 1.75 6.34
237474_at --- --- 0 --- 2.10 1.26 -2.54 -1.46 1.00 1.23 1.86 2.15 2.05 -1.39 -3.12 -7.40
237479_at --- --- 0 --- 2.40 2.57 1.13 -1.33 -1.53 1.04 1.21 -1.28 1.77 1.57 -4.03 1.45
237521_x_at --- --- 0 --- 8.83 3.15 1.32 1.91 -1.09 -1.15 5.95 7.46 1.15 1.23 2.53 3.95
237542_at --- --- 0 --- 1.21 -2.97 -2.24 -3.70 1.99 1.76 -1.12 -1.55 1.15 1.55 1.23 1.09
237548_at --- --- 0 --- 1.38 1.31 -1.01 1.13 -1.92 -1.25 -1.39 -1.28 2.25 1.51 1.11 1.14
237562_at --- --- 0 --- -4.87 -1.64 -1.43 1.39 -1.68 -2.33 -2.35 1.17 -1.44 1.44 -6.89 -2.52
237569_at --- --- 0 --- -2.01 -1.79 2.03 1.44 -3.90 1.11 -2.10 -1.40 2.20 5.35 2.05 1.52
237571_at --- --- 0 --- 1.09 -1.29 1.31 1.25 1.09 1.12 1.39 1.21 1.14 1.13 1.29 1.30
237582_at --- --- 0 --- -1.37 -4.25 2.90 6.69 1.25 -8.19 -2.03 1.22 4.26 3.77 3.67 3.54
237594_at --- --- 0 --- 1.22 -1.21 1.63 1.40 -1.08 1.03 -1.27 1.04 -2.34 -2.62 -1.60 -1.41
237597_at --- --- 0 --- 1.35 1.91 1.92 -2.65 -1.02 2.11 -1.11 -1.18 3.86 3.73 4.58 1.43
237622_at --- --- 0 --- 1.35 1.59 1.21 1.06 -1.06 1.04 1.18 1.53 1.76 1.66 1.13 1.23
237624_at --- --- 0 --- -1.30 -1.19 -1.15 1.21 1.17 1.37 1.01 1.22 -1.90 -2.93 -1.89 -1.86
237627_at --- --- 0 --- 1.49 1.06 1.04 -1.03 8.28 8.71 -1.90 -1.18 -7.34 -2.75 -3.46 -2.81
237634_at --- --- 0 --- -1.12 1.03 -1.14 -1.38 1.14 1.27 -1.16 -1.51 -1.76 -3.59 -2.22 -2.39
237644_at --- --- 0 --- -1.93 1.04 -3.27 1.83 -1.46 -2.25 1.86 -1.62 6.08 3.69 2.17 3.88
237680_at --- --- 0 --- 1.05 1.05 3.86 3.03 -1.02 1.36 -1.38 -1.25 1.94 3.41 1.54 1.27
237695_at --- --- 0 --- -1.10 -1.20 1.22 1.18 1.38 1.08 -1.95 -1.07 -1.63 -2.00 -3.60 -3.23
237700_at --- --- 0 --- -1.41 -1.09 -1.39 1.02 1.37 1.18 1.38 1.08 -2.30 -3.55 -2.29 -2.87
237707_at --- --- 0 --- -2.61 -1.48 1.09 1.18 1.17 1.46 1.11 -1.08 -1.91 -1.30 -1.90 -1.80
237710_at --- --- 0 --- -3.28 -1.72 -1.47 -3.10 1.00 -1.14 1.08 -1.53 1.27 1.21 3.72 2.87
237713_at --- --- 0 --- -1.42 -1.02 -1.71 1.74 1.19 1.57 1.06 1.32 -1.23 -1.23 -1.65 -1.52
237728_at --- --- 0 --- 1.00 1.31 1.26 -1.35 1.42 -1.12 -1.50 1.66 -1.18 -2.34 2.12 -1.02
237742_at --- --- 0 --- -1.05 1.19 1.05 1.02 1.00 1.00 -1.07 -1.16 -1.54 -1.56 -2.11 -2.55
237743_at --- --- 0 --- -1.47 -1.63 1.08 -1.53 1.08 8.20 2.44 2.66 1.75 2.66 3.29 4.48
237747_at --- --- 0 --- 1.23 1.31 1.22 1.26 1.35 1.01 -1.07 1.01 -2.90 -2.23 -1.47 -2.31
237768_x_at --- --- 0 --- 1.20 -1.01 1.13 1.08 1.14 1.19 1.09 1.01 -1.51 -1.46 -2.01 -1.66
237798_at --- --- 0 --- 1.12 -1.22 -1.04 1.02 -1.42 1.01 -1.04 1.02 1.14 -3.03 -1.98 -1.38
237852_at --- --- 0 --- -1.76 1.29 -2.18 -5.33 -1.49 -2.99 2.13 2.70 -1.19 -3.15 2.95 4.29
237865_x_at --- --- 0 --- -1.19 -1.01 1.40 1.08 13.94 2.68 1.57 -2.02 1.24 -1.06 1.23 2.34
237878_at --- --- 0 --- 1.28 -1.18 -1.23 1.44 1.28 1.36 -1.47 1.05 2.16 3.21 -1.12 -1.37
237881_at --- --- 0 --- 1.85 1.65 1.10 -1.37 1.07 -1.12 -1.16 -1.35 -2.32 -2.31 -3.98 -2.63
237895_at --- --- 0 --- -1.40 -1.22 1.08 1.10 1.10 1.01 -1.41 -1.40 -2.27 -1.92 -2.65 -2.19
237914_s_at --- --- 0 --- 1.00 -1.04 -1.01 1.08 1.11 1.05 1.39 1.15 1.61 1.59 1.10 1.14
237923_at --- --- 0 --- 1.04 1.11 -1.17 -1.11 1.30 1.25 -1.03 1.40 2.13 2.36 1.01 1.01
237948_at --- --- 0 --- -1.64 1.46 -1.65 -6.97 5.92 -1.61 6.42 2.66 4.80 10.20 -2.47 -2.55
237963_x_at --- --- 0 --- -1.06 1.11 -1.09 -1.06 1.18 1.39 -1.08 -1.08 -1.97 -2.18 -1.81 -2.24
237969_at --- --- 0 --- 1.53 -1.85 1.86 -1.07 -1.81 -1.51 -1.15 1.19 -1.10 2.33 1.47 1.00
237973_at --- --- 0 --- 1.05 -2.42 -1.02 -3.41 12.37 3.02 -3.94 1.05 2.12 -1.52 5.50 11.14
237983_at --- --- 0 --- 1.36 2.33 -1.31 1.26 -1.07 1.14 -1.44 -2.59 2.13 1.43 1.01 -1.33
238038_at --- --- 0 --- 1.00 1.02 1.04 -1.10 1.19 1.05 -1.10 -1.01 -1.76 -1.36 -1.65 -1.46
238040_at --- --- 0 --- -1.16 -1.15 1.06 1.02 1.01 1.29 -2.02 -1.56 -1.84 -1.25 -2.27 -1.44
238052_at --- --- 0 --- -1.39 1.22 -1.19 -1.18 -1.14 -1.16 1.07 1.45 -1.07 1.09 -1.32 -1.41
238098_at --- --- 0 --- 1.10 1.49 1.12 1.19 1.22 1.14 -1.74 -1.19 -2.73 -2.85 -3.15 -2.65
238099_at --- --- 0 --- -1.01 -1.20 -1.10 1.07 -1.13 -1.17 1.32 1.02 -1.01 1.05 -1.43 -1.34
238109_at --- --- 0 --- 1.38 1.38 -1.03 -1.10 -1.15 1.05 -1.45 -1.37 -1.14 -1.57 -1.43 -1.52
238119_at --- --- 0 --- 1.02 1.05 1.25 -1.05 -1.10 1.14 -1.21 -1.16 -1.51 -1.10 -2.08 -2.48
238133_at --- --- 0 --- -1.14 1.22 1.37 1.44 1.66 -1.06 -2.03 1.10 -1.58 -1.57 -1.34 -1.20
238134_at --- --- 0 --- 1.98 2.58 1.23 -1.29 1.27 1.09 1.14 1.27 -1.82 -2.12 -3.14 -1.56
238144_s_at --- --- 0 --- -1.70 -1.85 -1.22 -1.06 1.54 1.24 1.12 -1.02 2.81 3.26 2.98 2.81
238146_at --- --- 0 --- -1.01 1.08 1.36 1.17 -1.27 -1.03 1.03 1.29 -1.38 -1.26 -1.73 -1.59
238151_at --- --- 0 --- -1.08 -1.22 -1.07 -1.23 1.07 1.22 1.56 1.68 2.75 2.76 2.41 2.98
238156_at --- --- 0 --- -1.15 1.01 -1.05 1.08 1.22 1.33 1.01 -1.19 -1.41 -1.24 -1.59 -1.58
238162_at --- --- 0 --- 4.00 4.45 1.46 1.51 1.07 -1.17 1.84 1.82 -1.41 -1.07 -2.52 -1.91
238172_at --- --- 0 --- 1.43 -1.49 1.04 -1.09 1.25 1.35 1.48 1.31 -1.78 -1.62 -1.79 -1.51
238174_at --- --- 0 --- 1.56 1.56 1.34 1.37 -1.34 -1.09 1.10 1.20 -2.87 -2.02 -1.11 -1.54
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238178_at --- --- 0 --- -1.33 1.13 1.06 -1.06 1.45 1.45 1.08 -2.01 1.78 1.29 2.21 1.59
238186_at --- --- 0 --- -1.02 1.20 1.03 -1.05 -1.11 -1.04 -1.26 -1.11 -1.81 -1.69 -1.79 -1.59
238191_at --- --- 0 --- 1.23 1.21 -1.04 -1.12 1.03 1.02 -1.05 1.08 -1.77 -1.48 -1.67 -1.83
238203_at --- --- 0 --- 4.21 6.30 -3.65 -1.38 -5.89 -3.47 1.82 2.05 5.94 5.19 1.23 2.82
238212_at --- --- 0 --- -3.24 -1.34 1.57 -2.27 3.15 -2.72 3.38 2.23 32.39 20.69 1.61 1.22
238228_at --- --- 0 --- -1.01 -2.25 -1.01 1.14 1.08 1.14 1.33 -1.26 3.42 3.38 2.72 2.36
238256_at --- --- 0 --- 1.06 -1.09 1.25 1.31 1.04 1.13 -1.04 -1.11 -1.70 -3.06 -4.76 -5.00
238266_at --- --- 0 --- -1.19 1.70 3.42 2.99 1.09 -2.98 1.76 -1.42 2.15 1.58 2.01 1.14
238271_x_at --- --- 0 --- -1.01 -1.08 1.14 1.20 -1.05 1.15 -1.09 -1.16 -2.08 -2.83 -2.20 -1.81
238303_at --- --- 0 --- 1.37 1.21 -1.04 -1.02 1.13 1.18 1.17 1.17 -1.74 -1.98 -2.03 -1.81
238304_at --- --- 0 --- -2.36 -2.35 -1.68 1.62 1.47 -1.02 -1.17 -1.42 -1.49 2.32 -1.73 -1.59
238317_x_at --- --- 0 --- 1.27 1.02 1.07 1.07 -1.01 1.14 -2.04 1.06 -2.67 -2.41 -3.51 -3.30
238341_at --- --- 0 --- 2.33 1.56 -1.12 -1.72 1.17 -1.12 -1.43 -1.10 -1.50 -2.31 -1.51 -1.48
238342_at --- --- 0 --- -1.45 -1.13 1.54 1.31 1.67 -1.20 -1.07 -1.05 -1.07 -1.38 -1.77 -2.37
238344_at --- --- 0 --- 1.88 2.28 1.24 -2.42 -2.12 -1.35 -1.42 -2.18 -1.31 1.35 -1.69 -1.28
238363_at --- --- 0 --- -1.74 -1.11 -1.06 -1.03 -1.16 1.22 -1.24 -1.26 -1.58 -1.06 -1.99 -2.36
238371_s_at --- --- 0 --- -2.87 -1.25 -1.24 1.10 -4.09 -3.37 1.78 -1.21 2.06 1.41 -1.48 -6.65
238378_at --- --- 0 --- -1.44 -1.08 1.03 1.31 -1.37 1.63 -1.24 1.27 -2.44 -1.35 -3.09 -2.70
238379_x_at --- --- 0 --- -1.03 1.11 2.52 2.07 -1.39 -2.32 -1.78 -1.07 -5.76 -2.11 -2.48 -2.38
238384_x_at --- --- 0 --- -1.25 -1.10 1.42 6.26 1.96 3.16 1.55 4.31 -1.10 -6.08 -1.61 1.20
238399_x_at --- --- 0 --- -2.25 -1.28 1.23 2.52 -2.22 1.14 35.35 6.71 6.63 14.97 1.91 2.79
238403_at --- --- 0 --- 1.42 -1.09 -1.16 -2.22 1.13 -1.02 -6.15 -1.64 1.05 1.05 2.42 -2.75
238431_at --- --- 0 --- -1.04 1.03 -1.03 -1.10 -1.13 -1.05 -1.40 -1.11 -1.58 -1.31 -1.63 -1.63
238442_at --- --- 0 --- -1.31 -1.37 1.12 1.44 -1.18 -1.32 1.04 1.06 -1.57 -2.55 -1.99 -1.90
238455_at --- --- 0 --- -1.05 1.03 -1.10 -1.50 1.08 1.18 1.03 1.04 -1.52 -1.53 -3.08 -2.78
238501_at --- --- 0 --- -1.02 -1.16 1.41 1.52 -1.27 -1.24 1.34 1.13 -2.85 -1.73 -2.92 -2.46
238512_at --- --- 0 --- 2.54 -1.21 1.37 1.50 4.62 4.03 1.24 1.47 -1.36 -1.34 3.11 2.22
238536_at --- --- 0 --- -1.25 -1.08 1.45 -1.29 1.25 -1.23 -1.25 1.21 -1.38 -1.18 -1.58 -1.88
238544_at --- --- 0 --- 1.37 1.12 1.49 -1.54 1.33 1.28 -1.02 -1.33 -3.20 -3.25 -3.15 -2.54
238570_at --- --- 0 --- -1.11 -1.25 1.16 1.20 -1.00 1.21 -1.29 -1.14 -2.50 -2.08 -1.56 -2.07
238586_at --- --- 0 --- -1.30 -2.00 -1.82 -1.42 1.59 -1.16 -1.12 1.14 3.21 1.70 1.05 -2.27
238592_at --- --- 0 --- 1.61 1.13 1.16 -1.09 -1.06 1.02 -1.52 -1.12 -1.70 -1.59 -1.88 -3.44
238604_at --- --- 0 --- 1.29 1.30 1.03 1.06 -1.02 1.08 -1.15 1.09 -2.06 -1.51 -2.62 -2.70
238610_s_at --- --- 0 --- -1.02 -1.13 1.05 1.06 1.43 1.14 1.20 1.24 -1.35 -1.58 -1.38 -1.38
238611_at --- --- 0 --- 1.06 1.48 1.30 1.60 -1.19 -1.56 -1.05 -1.43 -2.54 -1.73 -1.55 -3.26
238619_at --- --- 0 --- 1.29 1.43 -1.11 -1.38 1.19 1.21 -1.16 1.14 -1.09 -1.05 -1.90 -1.66
238623_at --- --- 0 G13_Signaling_Pathway // GenMAPP 1.11 -1.18 -1.19 -1.20 1.14 1.02 1.09 1.14 -3.68 -2.22 -1.80 -1.60
238631_at --- --- 0 --- -1.08 -1.29 -1.18 1.14 1.08 -1.10 -1.10 1.16 -1.97 -1.76 -2.63 -2.46
238634_x_at --- --- 0 --- 1.33 1.13 -1.02 1.32 1.47 1.51 -1.10 1.20 -2.79 -1.70 -2.24 -2.66
238652_at --- --- 0 --- 1.02 1.12 1.02 -1.28 -1.03 1.10 -1.18 -1.08 -2.06 -1.91 -1.22 -1.35
238653_at --- --- 0 --- 1.07 1.05 1.08 1.07 1.06 1.08 -1.12 -1.09 -1.68 -1.41 -1.56 -1.66
238656_at --- --- 0 --- -1.01 1.00 1.11 1.23 1.09 -1.08 -1.28 -1.15 -1.87 -1.98 -1.94 -1.71
238666_at --- --- 0 --- -1.07 -1.65 1.25 1.03 1.35 1.18 -1.17 1.19 1.28 1.18 2.40 2.83
238667_at --- --- 0 --- 2.81 -1.13 -1.81 -2.31 1.24 3.08 1.69 1.89 3.25 2.44 2.12 -1.22
238668_at --- --- 0 --- -1.75 -4.29 -1.54 -1.03 -1.08 1.89 1.09 1.53 1.17 -1.68 -1.32 -1.24
238672_at --- --- 0 --- 1.19 1.34 1.04 -1.28 -1.30 1.31 -1.68 -1.21 -1.65 -1.02 -1.52 -1.44
238676_at --- --- 0 --- 1.07 -1.19 1.10 1.16 1.36 1.33 -1.08 1.28 -1.78 -1.73 -1.14 -1.11
238696_at --- --- 0 --- 1.16 1.29 1.13 1.12 -1.02 1.13 -1.07 1.03 -1.11 1.22 1.14 -1.09
238705_at --- --- 0 --- -1.17 -1.20 1.42 1.44 -1.11 1.13 -1.11 -1.26 -1.22 -1.32 -1.85 -1.47
238712_at --- --- 0 --- 1.26 1.23 1.02 1.04 1.20 1.20 -1.08 -1.14 -2.35 -2.76 -2.15 -1.82
238728_at --- --- 0 --- 1.02 -1.14 1.34 1.22 1.14 1.20 -1.63 -1.20 -1.04 -1.01 1.16 1.23
238733_at --- --- 0 --- 1.08 -1.41 -1.35 -1.26 1.02 1.07 -1.21 1.18 -1.39 1.00 1.56 1.73
238745_at --- --- 0 --- 3.12 2.48 -1.01 1.05 1.07 1.03 1.24 1.39 -2.66 -1.91 -1.92 -1.59
238758_at --- --- 0 --- 1.28 1.11 -1.17 -1.02 -1.04 -1.10 -1.14 1.09 -3.25 -2.95 -2.83 -2.53
238771_at --- --- 0 --- 2.63 2.39 -2.15 1.37 -1.22 -1.04 1.42 -1.00 -1.06 -2.20 -2.26 -2.24
238774_at --- --- 0 --- 1.20 1.27 1.08 1.02 -1.01 1.31 -1.52 -1.19 -2.05 -1.64 -2.08 -1.86
238806_at --- --- 0 --- -3.08 -1.15 1.00 1.84 -1.08 1.06 1.39 1.36 -1.82 -3.21 -2.71 -2.01
238822_at --- --- 0 --- -1.05 -1.11 1.02 1.10 1.15 1.07 -1.17 1.04 -1.57 -1.36 -1.61 -1.33
238824_at --- --- 0 --- -1.32 1.14 1.28 1.23 1.08 1.02 1.00 1.25 -1.79 -1.23 -1.65 -1.56
238826_x_at --- --- 0 --- -1.33 -1.07 1.74 1.39 -1.19 1.00 -1.35 -1.08 -1.21 -1.06 -1.52 -1.96
238829_at --- --- 0 --- 1.05 1.08 1.01 -1.04 -1.10 -1.02 -1.22 1.09 -2.26 -2.21 -2.38 -2.53
238830_at --- --- 0 --- -1.43 -1.02 -1.97 -2.45 -1.34 -1.23 -1.50 -2.73 2.69 1.68 -1.28 -1.83
238833_at --- --- 0 --- -1.03 -1.17 1.21 1.30 1.01 1.02 -1.02 1.25 -2.68 -2.16 -2.64 -2.68
238842_at --- --- 0 --- -1.11 -1.07 1.07 1.03 1.10 -1.01 -1.17 -1.09 -1.35 -1.41 -1.48 -1.49
238882_at --- --- 0 --- -1.33 -1.21 1.02 1.02 -1.01 1.07 -1.50 -1.64 1.44 1.05 -3.41 -2.77
238892_at --- --- 0 --- 1.23 1.09 -1.09 1.03 1.25 1.27 -1.04 1.02 -1.81 -2.11 -1.72 -1.96
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238902_at --- --- 0 --- 1.89 1.31 1.22 1.22 -1.26 -1.02 -1.57 -1.45 -1.96 -1.84 -1.83 -2.42
238918_at --- --- 0 --- 1.93 1.33 1.06 -1.19 -1.11 1.40 1.28 1.17 -3.51 -2.74 -2.17 -1.59
238920_at --- --- 0 --- -1.17 -1.61 1.30 1.60 1.09 -1.10 -1.03 1.19 -1.11 -1.06 -1.27 -1.37
238928_at --- --- 0 --- 1.32 2.05 1.79 2.00 7.46 6.74 1.08 1.07 4.05 3.20 10.02 4.84
238967_at --- --- 0 --- 1.25 -1.12 -1.17 -1.08 1.04 1.57 1.63 1.64 1.68 1.28 -1.03 -1.09
238970_at --- --- 0 --- -1.00 -1.18 1.41 -1.04 -1.68 -1.21 -1.71 -1.02 -1.76 -1.53 -1.81 -5.80
238971_at --- --- 0 --- 1.00 1.30 -1.21 -1.14 1.05 -1.02 1.16 1.01 1.05 -1.05 -2.51 -1.39
238973_s_at --- --- 0 --- -1.05 -1.07 1.03 1.04 -1.03 -1.12 1.08 1.14 1.40 1.22 1.70 1.79
238979_at --- --- 0 --- 1.18 -1.06 1.06 -1.18 1.10 -1.13 -1.12 1.14 -1.67 -1.44 -1.09 -1.53
239003_at --- --- 0 --- 1.29 1.18 1.14 -1.12 -1.06 1.15 -1.01 -1.32 1.39 1.11 -1.08 -1.44
239016_at --- --- 0 --- 1.11 -1.11 -1.50 -1.55 1.44 -1.25 -2.97 -1.21 -3.72 -3.76 -5.31 -5.75
239022_at --- --- 0 --- 1.26 1.64 1.06 -1.25 1.04 1.22 -1.02 -1.34 -1.69 -1.48 -1.40 -1.29
239039_at --- --- 0 --- 1.04 -1.17 2.59 1.72 -1.25 -1.26 -1.02 1.06 -1.76 -1.58 -1.93 -4.47
239045_at --- --- 0 --- 3.09 -1.08 -1.35 -1.05 1.13 1.25 1.28 1.67 -1.08 1.16 1.18 -1.07
239049_at --- --- 0 --- -1.01 -1.34 1.12 -1.04 -1.58 1.03 -1.65 -1.38 -1.35 -1.55 -1.82 -1.86
239050_s_at --- --- 0 --- 1.10 -1.06 -1.08 1.22 -1.02 1.18 -1.24 -1.06 -1.66 -1.62 -1.72 -1.60
239055_at --- --- 0 --- -1.04 1.14 1.14 1.02 -1.28 -1.08 1.17 -1.02 1.50 1.67 1.37 1.32
239070_at --- --- 0 --- 1.19 1.36 1.09 1.23 1.27 -1.08 -1.41 -1.16 -1.49 -1.44 -1.54 -1.79
239081_at --- --- 0 --- 1.61 1.39 -1.31 1.26 -1.11 1.29 1.13 1.39 1.62 1.32 1.30 1.02
239086_at --- --- 0 --- 1.27 1.29 -1.02 1.07 1.37 1.33 -1.15 1.19 -2.15 -2.70 -2.27 -1.82
239091_at --- --- 0 --- -1.08 1.12 1.13 1.22 1.18 1.34 1.00 1.02 -1.76 -1.34 -1.81 -1.30
239105_at --- --- 0 --- 1.09 -1.05 1.13 1.21 -1.30 1.35 1.65 2.22 -3.97 -2.82 -8.89 -3.40
239110_s_at --- --- 0 --- -1.29 -1.42 -1.31 -1.19 1.60 1.11 -1.07 -1.46 -1.66 -1.33 -1.56 -1.68
239121_at --- --- 0 --- 1.25 1.20 -1.47 -1.24 1.14 -1.19 1.61 1.25 -1.83 -1.38 -1.83 -1.40
239122_at --- --- 0 --- 1.21 1.20 1.98 2.72 -1.11 1.20 1.87 2.46 1.52 -1.70 3.77 3.28
239134_at --- --- 0 --- -1.26 -1.04 -1.14 -1.30 -1.04 -1.03 1.21 1.33 -3.83 -3.25 -2.69 -2.52
239149_at --- --- 0 --- -1.02 -1.12 1.44 -1.29 1.17 1.42 1.05 1.23 2.15 1.47 2.03 1.77
239154_at --- --- 0 --- 1.28 1.20 -1.03 -1.06 -1.09 -1.07 -1.02 -1.02 -3.28 -2.64 -4.43 -3.79
239176_at --- --- 0 --- -1.49 -1.19 -1.09 2.45 -3.13 -1.02 -2.08 1.72 2.02 1.65 -1.07 1.17
239199_at --- --- 0 --- 1.22 1.07 1.45 1.19 -1.09 -1.46 -1.06 -1.06 -1.28 -1.65 -2.63 -1.88
239225_at --- --- 0 --- -1.09 -1.21 1.08 1.08 -1.16 1.02 -1.22 -1.05 -1.59 -1.37 -1.14 -1.03
239226_at --- --- 0 --- -2.00 1.45 1.08 -1.52 -2.28 -1.44 3.17 3.62 -1.95 -2.53 -1.80 -1.41
239236_at --- --- 0 --- 1.10 1.12 -1.09 1.07 1.08 1.09 -1.40 1.01 -2.82 -2.59 -3.74 -3.27
239238_at --- --- 0 --- -1.07 1.84 -1.01 1.03 1.54 1.49 -1.35 -1.32 -1.89 -1.51 -2.37 -3.32
239240_at --- --- 0 --- -1.07 -1.26 1.38 1.65 -1.00 1.07 1.13 1.01 -2.30 -1.94 -1.82 -1.75
239253_at --- --- 0 --- 1.19 1.46 1.16 1.11 1.58 1.33 -2.10 -1.40 -1.63 -1.58 -2.80 -1.96
239264_at --- --- 0 --- 1.26 1.16 1.04 -1.04 1.35 1.31 1.16 -1.30 -2.57 -2.05 -2.36 -2.23
239277_at --- --- 0 --- 1.11 1.11 1.02 -1.09 -1.11 -1.03 -1.22 -1.02 -1.62 -1.89 -1.38 -1.48
239278_at --- --- 0 --- 1.23 -1.03 1.99 1.52 1.04 1.11 1.28 1.18 -1.75 -1.29 -2.22 -2.39
239280_at --- --- 0 --- -1.23 -1.01 1.05 1.28 1.07 1.24 -1.15 -1.05 -1.36 -1.14 -1.75 -1.25
239292_at --- --- 0 --- 1.00 -1.14 -1.13 -1.15 1.02 1.12 -1.15 1.05 -1.49 -1.26 -1.57 -1.50
239306_at --- --- 0 --- -1.41 -1.18 -2.10 -1.63 1.75 1.13 -1.25 -1.59 -4.19 -3.31 -14.32 -7.44
239310_at --- --- 0 --- -1.47 -1.11 1.34 1.08 1.12 1.13 -2.34 -1.53 -2.17 -1.02 1.14 1.54
239324_at --- --- 0 --- -1.12 -1.18 1.11 1.02 -1.01 -1.06 1.08 -1.03 1.28 1.52 1.38 1.59
239331_at --- --- 0 --- 1.58 1.42 -1.04 -1.21 -1.10 1.09 1.05 1.04 -2.54 -2.39 -1.28 -1.56
239333_x_at --- --- 0 --- 1.05 -1.14 -1.00 1.05 -1.14 -1.00 -1.10 1.04 -1.61 -1.32 -2.08 -2.50
239334_at --- --- 0 --- 1.04 1.07 1.08 1.20 1.21 1.03 2.10 1.19 4.24 4.34 3.72 4.15
239339_at --- --- 0 --- 1.19 -1.01 -1.11 -1.10 1.08 1.02 -1.07 1.01 -1.48 -1.20 -1.20 -1.18
239341_at --- --- 0 --- -1.00 1.23 1.28 1.03 -1.04 -1.19 1.03 -1.09 -1.21 1.08 1.82 1.46
239348_at --- --- 0 --- 1.33 1.12 -1.00 -1.06 -1.00 1.19 -1.46 -1.55 -2.82 -2.91 -1.85 -1.92
239354_at --- --- 0 --- 1.19 -1.02 1.42 1.27 1.17 -1.04 -1.55 -1.43 -2.35 -3.13 -7.10 -4.84
239358_at --- --- 0 --- 1.83 1.28 1.26 -1.04 1.17 -1.15 -1.07 -1.07 3.66 2.94 6.28 7.83
239361_at --- --- 0 --- 1.17 1.20 1.10 -1.13 1.41 1.36 1.05 1.21 -4.10 -3.99 -4.04 -2.18
239372_at --- --- 0 --- -1.13 1.04 1.09 1.33 -1.18 -1.03 1.44 1.38 1.23 1.11 2.10 2.40
239375_at --- --- 0 --- 1.13 -1.11 1.17 1.26 -1.08 -1.20 1.82 1.11 2.49 2.43 -1.13 1.38
239410_at --- --- 0 --- -1.42 -1.60 -1.13 1.27 1.26 -1.03 -1.02 1.54 -2.19 -3.78 -4.88 -3.93
239411_at --- --- 0 --- 1.20 1.40 1.02 1.07 1.05 -1.24 -1.18 -1.29 -2.33 -2.10 -1.41 -1.33
239437_at --- --- 0 --- 1.12 -1.04 1.15 1.08 -1.02 1.08 -1.41 -1.12 -1.07 1.20 1.20 1.25
239448_at --- --- 0 --- -1.10 -1.47 1.12 -1.19 1.41 1.57 -1.52 1.29 -1.70 -2.09 -2.39 -2.26
239449_at --- --- 0 --- 1.04 -1.09 1.00 -1.07 1.06 1.44 1.24 1.07 -2.48 -1.86 -2.11 -2.58
239453_at --- --- 0 --- -1.15 2.24 3.15 1.66 1.21 1.45 -1.17 1.28 -2.82 -1.49 -2.24 -1.15
239464_at --- --- 0 --- 2.34 3.99 1.69 -2.67 1.50 1.66 -1.43 -1.16 1.17 1.16 -2.83 -1.34
239474_at --- --- 0 --- -1.03 -1.07 -1.01 1.25 1.15 1.00 1.26 1.26 2.75 2.87 1.71 1.96
239476_at --- --- 0 --- 1.04 1.04 1.37 1.23 1.27 1.14 -1.10 1.07 -1.34 -1.44 -3.00 -1.58
239494_at --- --- 0 --- -1.29 1.14 1.16 1.28 -1.09 1.04 -2.07 -1.13 -1.32 -1.67 -1.51 1.17
239496_at --- --- 0 --- 1.30 -1.29 1.18 -1.16 1.37 1.31 1.47 1.52 -2.08 -1.73 -2.17 -1.54
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239497_at --- --- 0 --- 5.79 2.88 1.66 1.58 -1.08 1.16 -1.69 -3.10 4.16 1.59 -2.31 1.33
239501_at --- --- 0 --- -1.10 -1.07 1.10 -1.02 1.03 1.39 -1.47 -1.32 -2.61 -1.26 -3.85 -2.42
239516_at --- --- 0 --- 1.04 1.14 -1.19 -1.30 1.21 1.13 -1.13 1.06 -3.46 -2.14 -2.65 -1.49
239531_at --- --- 0 --- 1.20 -1.24 -1.07 -1.07 1.27 1.28 1.40 1.02 1.31 1.15 1.65 1.98
239534_at --- --- 0 --- 1.01 1.03 1.21 1.02 -1.20 -1.01 -1.00 1.30 -1.25 -1.41 -1.48 -1.19
239535_at --- --- 0 --- 1.07 1.51 -1.19 1.11 -1.27 -1.32 1.40 1.12 2.27 1.41 1.77 1.31
239536_at --- --- 0 --- 1.12 -1.04 -1.25 -1.13 -1.05 1.10 1.11 -1.09 -1.66 -1.01 -2.17 -2.61
239540_at --- --- 0 --- 1.29 1.29 -1.12 -1.07 1.03 -1.09 -1.12 -1.05 -1.52 -1.49 -1.90 -7.13
239559_at --- --- 0 --- 1.11 -1.28 1.60 1.35 1.05 1.24 -1.26 -1.17 -1.26 -1.40 -1.04 -1.09
239566_at --- --- 0 --- 2.14 4.05 -1.54 -1.02 -2.82 -1.06 1.35 -3.10 -1.53 1.10 1.23 -2.83
239571_at --- --- 0 --- 1.15 1.08 1.20 1.19 1.23 1.15 -1.15 1.18 -2.00 -1.22 -1.90 -1.33
239574_at --- --- 0 --- -1.05 -1.06 -1.06 1.12 1.08 -1.13 1.01 1.04 -1.39 -1.36 -4.12 -3.96
239577_at --- --- 0 --- 1.81 1.27 1.07 1.16 1.06 1.15 -1.55 -1.04 -3.09 -3.35 -3.77 -3.72
239585_at --- --- 0 --- 1.23 1.31 -1.05 -1.38 1.11 1.15 1.18 1.06 -2.75 -2.62 -1.69 -2.33
239587_at --- --- 0 --- 1.04 1.18 -1.15 -1.24 1.05 1.03 -1.11 1.14 -2.41 -1.64 -2.03 -2.30
239592_at --- --- 0 --- 1.08 -1.75 1.27 1.11 1.21 1.27 1.04 1.29 1.13 1.35 -1.33 1.90
239597_at --- --- 0 --- -1.85 -1.22 1.39 1.15 1.13 -1.01 1.72 1.07 -2.50 -1.86 -1.82 -2.28
239600_at --- --- 0 --- 1.48 1.31 1.07 1.18 1.23 1.19 -1.06 -1.03 -2.50 -2.91 -2.57 -2.30
239610_at --- --- 0 --- 3.19 2.94 -1.14 -1.16 -1.01 -1.12 -2.33 1.16 -5.11 -1.95 -1.74 -3.38
239621_at --- --- 0 --- 1.34 -1.09 -2.34 -1.17 -1.38 1.07 -1.34 1.16 -2.31 2.62 1.87 2.53
239624_at --- --- 0 --- 1.55 1.48 1.02 -1.12 1.00 1.05 1.11 1.54 -1.03 -1.27 -2.47 -3.26
239630_at --- --- 0 --- 1.32 1.21 -1.22 -1.05 1.05 1.11 1.01 1.33 -3.24 -2.42 -2.54 -2.65
239634_at --- --- 0 --- -1.24 -1.56 1.11 1.39 1.57 -1.96 1.58 4.27 1.46 4.45 3.14 1.50
239646_at --- --- 0 --- -1.10 -1.16 -1.32 1.19 -1.75 -1.60 -2.74 -2.64 -2.23 -2.66 -1.41 -1.32
239652_at --- --- 0 --- 1.07 -1.17 1.20 1.28 1.13 1.25 1.28 -1.00 1.06 1.00 2.88 2.78
239659_at --- --- 0 --- -1.08 -1.17 1.11 -1.13 1.06 -1.30 1.13 1.38 1.26 -1.06 2.31 1.46
239661_at --- --- 0 --- 1.35 1.18 -1.05 -1.13 -1.19 1.14 1.20 -1.03 -2.74 -2.42 -1.85 -1.96
239668_at --- --- 0 --- 1.14 1.59 -1.13 1.06 -1.34 -1.13 -1.67 1.00 1.38 1.50 4.40 3.51
239672_at --- --- 0 --- 1.68 1.26 -1.05 1.02 1.81 1.61 1.08 1.12 -4.20 -3.71 -2.65 -2.53
239673_at --- --- 0 --- -1.07 -1.21 -1.10 -1.06 -1.06 -1.03 1.03 -1.15 -3.91 -2.77 -3.19 -1.75
239679_at --- --- 0 --- 1.25 1.39 -1.04 1.07 -1.28 1.51 -1.10 -1.07 -2.26 -1.83 -2.22 -2.67
239698_at --- --- 0 --- -1.47 -1.42 -1.01 -1.16 -1.08 1.67 -1.09 -1.02 -1.25 -1.22 -1.71 -1.66
239706_x_at --- --- 0 --- 1.59 1.51 -1.08 -1.01 -1.80 -1.47 -2.56 -1.40 -1.54 -1.37 17.91 14.25
239714_at --- --- 0 --- 1.10 1.27 1.44 1.27 1.00 -1.04 1.27 1.06 -1.68 -2.25 -1.81 -2.07
239724_at --- --- 0 --- 1.50 1.02 1.02 -1.35 1.25 1.43 1.39 1.34 -2.27 -4.14 1.30 -1.12
239731_at --- --- 0 --- 1.25 1.18 1.11 1.03 1.10 1.15 -1.21 -1.48 -3.81 -2.69 -3.47 -2.21
239734_at --- --- 0 --- 1.58 1.29 1.12 1.15 1.04 1.07 -1.39 -1.12 -2.03 -1.60 -2.21 -3.08
239735_at --- --- 0 --- 1.39 1.10 1.08 -1.01 1.18 1.89 -1.21 -1.11 -2.81 -1.52 -2.12 -1.47
239744_at --- --- 0 --- -1.04 -1.25 1.27 1.15 1.13 1.28 -1.76 -1.26 -1.01 -1.23 1.31 1.32
239769_at --- --- 0 --- 1.14 1.22 -8.64 -1.11 1.57 1.04 -3.46 -1.41 3.80 -2.18 2.16 2.49
239783_at --- --- 0 --- -1.07 -1.19 1.08 -1.00 1.70 1.49 -1.10 -1.09 -1.05 1.03 -2.40 -1.59
239784_at --- --- 0 --- 1.35 1.12 1.08 1.01 1.13 1.21 -1.03 1.09 -1.63 -2.24 -2.33 -2.22
239786_at --- --- 0 --- -1.69 -1.41 1.01 4.27 -1.03 3.57 -1.19 -2.10 -1.77 1.64 -3.06 -2.15
239790_s_at --- --- 0 --- 1.01 1.05 -1.00 -1.14 -1.02 1.05 -1.05 -1.02 -1.45 -1.44 -1.19 -1.39
239794_at --- --- 0 --- 1.01 -1.26 1.19 1.34 1.11 1.11 1.08 -1.06 -2.59 -2.10 -1.38 -1.27
239797_at --- --- 0 --- 1.03 -1.00 1.05 1.41 1.10 1.13 -1.07 1.08 1.59 1.55 1.63 1.71
239809_at --- --- 0 --- 1.22 1.44 -1.01 -1.03 1.63 1.47 -1.08 1.04 -2.94 -2.30 -1.63 -2.40
239815_at --- --- 0 --- 1.07 1.04 1.36 1.27 -1.07 -1.14 -1.37 -1.44 -1.94 -2.02 -2.20 -2.61
239820_at --- --- 0 --- 1.10 -1.00 2.05 2.21 1.79 -1.17 1.59 1.09 1.34 1.84 1.14 1.04
239833_at --- --- 0 --- 1.08 -1.04 -1.28 -1.15 1.41 1.18 1.02 1.04 -2.61 -1.63 -2.66 -2.78
239834_at --- --- 0 --- -1.11 -1.02 1.08 1.22 1.14 1.25 -1.38 -1.11 -2.90 -2.55 -2.41 -2.33
239851_at --- --- 0 --- -1.16 1.68 -1.03 1.75 1.21 1.26 1.30 1.54 4.48 2.16 1.04 -2.29
239856_at --- --- 0 --- -1.28 -2.09 1.47 1.67 -1.14 1.18 -1.07 -2.36 -1.92 -2.36 -1.25 -2.21
239857_at --- --- 0 --- -1.01 -1.03 1.00 1.02 -1.14 -1.08 -1.07 1.19 -1.06 -1.02 -1.51 -1.56
239866_at --- --- 0 --- -1.25 -1.33 -1.12 -1.00 -1.17 -1.37 -1.34 -1.13 -1.94 -2.02 1.16 1.25
239867_at --- --- 0 --- 1.05 1.23 1.20 -1.16 1.57 2.21 -1.10 -1.26 -1.36 -2.58 -1.90 -2.34
239876_at --- --- 0 --- 2.23 1.82 -1.17 1.35 -1.05 1.04 -1.05 -1.09 -1.44 -1.94 -2.53 -1.25
239904_at --- --- 0 --- -4.55 3.14 1.54 -1.61 -1.35 -1.18 -3.07 -1.93 -1.51 1.56 -1.24 1.20
239906_at --- --- 0 --- 1.66 -1.29 -1.72 -1.69 -2.54 -1.41 -1.45 -1.94 3.89 2.19 -1.82 1.21
239914_at --- --- 0 --- -1.00 -1.07 1.32 1.27 -1.48 -1.15 1.10 1.37 -1.70 -1.64 -1.69 -2.22
239934_x_at --- --- 0 --- 1.07 -1.09 -1.04 1.27 1.01 1.06 -1.07 1.17 -2.90 -2.09 -2.67 -2.09
239942_at --- --- 0 --- 1.13 1.17 1.28 1.06 -1.28 1.03 -1.57 -1.02 -3.75 -3.41 -18.00 -5.86
239946_at --- --- 0 --- 2.36 1.28 1.08 1.20 1.24 1.17 1.13 -1.19 -1.38 -1.46 -2.15 -2.26
239951_at --- --- 0 --- -1.78 1.18 -1.48 -1.21 1.30 1.81 2.97 3.15 3.26 1.71 -1.18 2.07
239955_at --- --- 0 --- 1.29 1.14 1.21 1.03 1.46 1.15 1.14 1.02 -2.83 -3.68 -3.31 -2.79
239956_at --- --- 0 --- -1.64 1.88 9.66 7.93 -1.28 -1.47 1.20 -1.93 1.09 -1.73 1.73 2.12
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239957_at --- --- 0 --- -1.16 -1.27 1.11 1.25 1.20 1.25 -1.11 1.27 -2.64 -3.12 -1.93 -1.29
239965_at --- --- 0 --- 1.77 1.66 1.36 1.55 1.08 1.25 -1.06 1.04 -2.63 -1.76 -1.74 -2.17
239973_at --- --- 0 --- -1.05 1.05 1.17 1.20 1.14 1.14 1.11 1.06 -1.86 -2.00 -1.58 -1.39
239976_at --- --- 0 --- -1.95 -2.35 -1.00 2.95 1.86 1.51 -1.17 1.17 -2.34 -1.30 -3.80 -2.42
239991_at --- --- 0 --- -1.27 -1.21 3.38 2.60 1.20 -1.58 -1.77 1.15 -1.06 -1.41 -1.02 -1.26
240000_at --- --- 0 --- 1.40 1.41 1.44 1.57 -1.32 1.10 -1.03 1.26 -3.14 -2.64 -2.88 -2.44
240008_at --- --- 0 --- 1.51 1.34 1.23 -1.00 1.04 1.10 -1.48 -1.16 -2.98 -2.06 -1.87 -1.85
240018_at --- --- 0 --- 1.07 1.15 -1.13 -1.02 -3.70 -2.34 1.80 -2.04 -5.43 1.54 4.13 4.52
240054_at --- --- 0 --- -1.21 -1.05 1.01 1.07 1.16 1.50 1.08 -1.01 -3.10 -2.48 -1.91 -1.60
240055_at --- --- 0 --- -1.89 -5.29 1.09 1.74 1.30 -1.18 -1.25 1.19 -3.38 -2.54 1.05 -1.16
240059_at --- --- 0 --- 2.89 1.42 -1.06 -1.11 1.38 1.69 1.86 -1.83 2.50 2.46 -1.04 1.62
240067_at --- --- 0 --- 1.03 1.06 1.25 1.04 -1.05 -1.16 -1.33 -1.07 -8.70 -3.09 -3.45 -4.19
240099_at --- --- 0 --- 4.40 5.09 1.05 -1.17 1.39 2.09 -1.19 -1.98 -1.03 1.34 -2.08 -1.56
240109_at --- --- 0 --- -1.64 -1.04 -1.52 -3.83 4.55 6.15 -2.38 -1.36 8.49 5.12 1.86 2.11
240120_at --- --- 0 --- 1.26 1.06 -1.02 -1.17 1.31 1.42 1.06 1.13 -2.62 -2.11 -1.75 -1.89
240126_x_at --- --- 0 --- 1.33 -1.10 -1.07 1.23 -1.12 1.02 1.41 1.12 1.57 1.18 1.15 -1.02
240130_at --- --- 0 --- 5.21 1.48 -1.96 -2.13 1.88 -3.83 -1.05 7.57 1.95 2.41 -5.90 -1.48
240139_at --- --- 0 --- -1.17 1.04 1.13 -1.00 1.34 1.23 -1.06 1.18 -1.92 -1.46 -1.97 -2.50
240141_at --- --- 0 --- 1.22 1.10 1.18 1.10 1.11 1.20 -1.03 1.11 -1.21 -1.07 -2.27 -1.72
240142_at --- --- 0 --- -1.22 -1.54 1.34 -1.07 -1.00 -1.95 -1.06 -1.27 -2.13 -2.01 -1.65 -1.83
240146_at --- --- 0 --- -1.00 -1.17 1.18 -1.03 -1.19 1.15 1.02 -1.13 -2.03 -1.75 -1.62 -1.51
240148_at --- --- 0 --- -1.11 1.25 -1.01 1.11 1.03 -1.12 1.04 1.03 -1.65 -1.39 -1.45 -1.63
240152_at --- --- 0 --- 1.05 -1.02 1.33 1.20 1.05 1.06 1.47 1.29 -1.38 -1.14 -2.81 -2.18
240154_at --- --- 0 --- 1.29 1.34 1.16 -1.01 1.35 1.32 -1.19 1.24 -3.04 -2.56 -3.18 -4.90
240158_at --- --- 0 --- -2.07 1.69 -1.45 -1.52 -2.63 1.45 1.40 1.21 -3.75 1.35 -3.20 -1.92
240174_at --- --- 0 --- 1.51 1.12 -1.03 1.19 1.01 -1.09 1.32 1.23 -1.36 -1.52 -1.71 -1.78
240176_at --- --- 0 --- 1.17 1.04 1.25 1.06 1.03 1.36 1.57 1.34 -1.16 -2.37 -1.78 -1.12
240188_at --- --- 0 --- 1.08 1.06 1.36 1.09 -1.46 1.02 -2.04 -1.00 -5.05 -5.81 -6.18 -1.28
240201_at --- --- 0 --- 2.57 3.92 -1.02 -1.66 -1.06 1.11 -1.03 1.36 -3.11 -1.62 1.00 -1.14
240205_x_at --- --- 0 --- -1.44 -1.08 -1.00 -1.11 -1.20 -1.07 1.25 1.24 -1.01 -1.04 -1.36 -1.55
240216_at --- --- 0 --- 1.55 1.20 -1.04 -1.37 1.00 1.25 1.09 1.13 -3.99 -3.14 -2.92 -2.05
240232_at --- --- 0 --- -1.16 -1.01 1.06 -1.12 -1.23 -1.32 1.29 1.07 -2.89 -1.70 -1.14 -1.89
240237_at --- --- 0 --- 1.06 1.02 1.10 1.05 1.01 1.03 1.05 1.18 -1.12 1.15 -1.51 -1.81
240241_at --- --- 0 --- 1.07 -1.09 1.22 -1.14 1.12 1.49 1.14 1.14 -1.22 -1.65 -1.08 -1.22
240245_at --- --- 0 --- 1.21 1.50 -1.09 -1.38 -1.04 1.05 1.49 1.15 -3.20 -1.90 -2.08 -2.12
240269_at --- --- 0 --- -1.16 -1.05 1.14 1.17 1.03 1.33 -1.37 -1.14 1.85 2.19 1.86 2.17
240302_at --- --- 0 --- 1.23 1.10 1.17 -1.25 1.03 1.02 -1.46 -1.16 -3.24 -2.20 -1.68 -1.40
240307_at --- --- 0 --- -1.13 -1.17 1.12 1.06 -1.02 1.27 -1.80 -1.25 -3.28 -2.65 -1.57 -1.67
240308_at --- --- 0 --- 3.82 8.44 1.73 3.74 -1.61 -1.07 -2.65 -1.70 -1.09 1.59 -1.02 1.70
240309_at --- --- 0 --- 1.09 1.25 -1.06 1.24 1.32 -1.18 -1.04 1.29 -1.96 -1.60 -1.93 -2.29
240310_at --- --- 0 --- -1.07 1.13 -1.05 -1.18 -1.06 1.31 -1.01 -1.10 1.73 1.54 1.16 1.31
240319_at --- --- 0 --- 1.19 -2.01 -1.10 -1.68 1.44 1.82 -1.16 1.64 2.35 2.12 3.50 3.32
240325_x_at --- --- 0 --- 1.53 1.58 1.12 -1.10 -3.03 -2.48 -2.21 -1.55 1.12 1.83 -1.21 1.29
240332_at --- --- 0 --- 1.44 1.25 1.02 -11.47 -2.37 1.08 4.87 3.32 1.31 1.78 1.62 2.04
240345_x_at --- --- 0 --- 1.50 -1.00 -1.11 1.18 1.22 1.02 1.29 1.26 1.59 1.18 1.58 -1.05
240350_at --- --- 0 --- 2.69 2.56 1.59 1.19 -1.97 -2.31 -1.26 -1.92 5.53 1.41 5.72 4.36
240355_at --- --- 0 --- 1.49 1.17 1.06 1.33 1.31 1.19 1.25 1.29 -1.04 1.05 -2.15 -1.20
240372_at --- --- 0 --- -1.44 -1.39 -1.09 1.16 1.27 -1.19 -1.14 -1.04 1.15 1.08 1.87 1.93
240396_at --- --- 0 --- 2.99 3.46 -1.12 -2.62 -1.21 1.90 1.45 1.62 1.83 3.21 4.78 1.75
240399_at --- --- 0 --- 1.35 -1.07 -1.32 1.25 -1.07 1.10 1.10 1.23 -2.00 -1.28 -2.22 -1.81
240417_at --- --- 0 --- 1.32 2.42 1.03 -1.20 1.14 1.12 1.30 -1.06 -1.32 -1.43 -1.31 1.14
240418_at --- --- 0 --- 1.09 1.10 1.24 1.06 1.09 1.15 1.34 1.29 -1.49 -1.74 -2.95 -2.43
240434_at --- --- 0 --- -1.07 -1.06 -1.15 1.09 1.28 -1.02 1.40 1.29 2.32 1.96 -1.01 1.10
240438_at --- --- 0 --- -1.31 -1.17 1.19 1.35 -1.00 1.02 -1.18 -1.12 -2.20 -1.68 -1.61 -1.67
240446_at --- --- 0 --- 1.05 1.31 1.45 1.10 -1.14 -1.02 1.15 1.08 -3.42 -4.51 -1.11 -3.51
240451_at --- --- 0 --- 1.02 1.04 1.56 1.12 1.00 1.05 -1.12 -1.09 -1.29 -1.33 -1.71 -1.77
240458_at --- --- 0 --- -1.79 1.33 -1.33 1.10 -1.51 -1.09 1.09 1.55 1.00 -1.55 -3.41 -4.08
240463_at --- --- 0 --- 1.22 1.15 1.85 1.45 1.81 1.68 -1.13 -1.16 2.35 1.17 1.08 -1.18
240467_at --- --- 0 --- 1.44 1.31 1.10 -1.02 1.06 -1.05 -1.19 1.09 -2.29 -2.25 -1.51 -1.84
240477_at --- --- 0 --- -1.45 1.76 -1.45 -1.18 -2.60 -1.41 -6.67 -1.16 4.20 3.22 1.17 1.90
240478_at --- --- 0 --- -1.08 -1.08 1.03 1.13 1.11 1.09 -1.10 1.05 -1.55 -1.54 -1.66 -1.43
240481_at --- --- 0 --- 1.26 1.80 -2.16 -1.14 -1.29 -1.61 -3.11 -1.09 1.26 2.16 2.20 3.17
240494_at --- --- 0 --- -2.30 -1.85 1.74 -1.28 -1.55 -1.10 -1.11 -1.19 -3.31 -1.25 -2.26 -3.01
240507_at --- --- 0 --- 1.45 -2.23 -1.51 -1.95 -2.46 -1.18 -1.11 1.13 -1.81 -1.49 7.59 1.67
240538_at --- --- 0 --- -1.55 -1.30 -1.02 1.26 1.13 -1.02 -1.00 1.11 -1.63 -1.24 -1.30 -1.16
240549_at --- --- 0 --- 1.19 1.11 -1.06 -1.28 1.08 1.07 -1.16 1.06 -2.13 -1.97 -1.11 -1.33
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240555_at --- --- 0 --- 1.36 1.11 -1.06 1.02 1.30 1.08 -1.30 1.13 -2.18 -1.50 -2.67 -2.36
240564_x_at --- --- 0 --- 1.52 1.66 1.09 -1.23 1.68 1.71 1.52 1.48 -1.90 -1.89 -1.83 -1.50
240571_at --- --- 0 --- 1.05 -1.17 -1.88 -1.17 -3.25 -1.98 1.04 -1.03 1.24 1.68 1.39 1.31
240580_at --- --- 0 --- -3.14 -1.14 -1.08 2.68 -9.15 1.04 1.62 -1.20 3.52 3.71 -1.37 1.04
240591_at --- --- 0 --- 1.15 -2.67 1.11 -1.30 1.13 1.48 -1.40 -1.51 -2.03 -1.98 -1.60 -1.89
240595_at --- --- 0 --- 1.14 1.03 -1.10 1.17 1.05 1.20 -1.10 1.01 -1.75 -1.54 -2.96 -1.88
240608_at --- --- 0 --- 1.73 1.77 1.45 1.41 1.02 -1.14 -1.15 1.12 -2.91 -2.72 -2.13 -1.45
240616_at --- --- 0 --- -1.15 -1.02 -1.04 -1.29 -1.29 -1.29 -1.05 -1.12 -1.33 -1.45 -1.04 -1.04
240635_at --- --- 0 --- 1.13 -1.05 1.21 4.44 1.48 -1.51 -1.12 1.72 1.56 2.15 1.06 4.81
240656_at --- --- 0 --- 1.22 1.14 1.63 1.43 1.09 -1.21 -1.24 1.04 -2.43 -3.60 -2.80 -2.20
240663_at --- --- 0 --- 2.10 1.16 -1.08 -1.04 3.01 3.59 2.05 -1.08 -3.68 -1.94 -3.92 -1.82
240684_at --- --- 0 --- -1.65 1.18 -1.16 -1.25 -3.42 -2.25 -1.01 -1.51 1.64 2.62 -1.02 -2.19
240690_at --- --- 0 --- -1.14 1.34 1.02 1.29 1.01 1.07 1.92 1.47 -1.33 -1.05 -1.88 -2.05
240698_s_at --- --- 0 --- 1.06 1.10 1.02 -1.07 -1.02 1.04 -1.07 -1.07 -1.37 -1.31 -1.18 -1.36
240704_at --- --- 0 --- -1.43 -1.32 -1.31 -1.63 7.96 2.50 4.01 2.17 3.48 3.97 -3.07 -1.58
240720_at --- --- 0 --- -1.23 -1.79 -1.34 -1.36 -3.70 -1.23 -6.35 -2.17 1.66 1.65 -1.27 -1.02
240721_at --- --- 0 --- -1.02 1.15 1.01 1.15 1.19 1.37 -1.29 1.05 -1.08 -1.18 -1.22 -1.29
240726_at --- --- 0 --- 2.83 2.40 1.23 -1.58 1.05 1.21 1.41 2.14 -1.05 -1.34 -1.23 -1.75
240732_at --- --- 0 --- 5.10 4.70 3.37 -1.07 1.06 -2.17 -1.47 -1.90 13.06 4.82 2.04 1.00
240736_at --- --- 0 --- -1.14 1.20 -1.00 -1.30 1.12 -1.19 1.15 -1.57 -1.17 -1.56 -1.63 -2.87
240762_at --- --- 0 --- 1.06 -1.58 1.31 1.10 1.13 1.12 1.42 -1.10 -6.09 -3.09 -2.59 -2.91
240774_at --- --- 0 --- 2.01 2.27 1.02 1.42 -1.35 -1.99 1.28 1.46 1.05 -2.57 -1.34 -1.09
240776_at --- --- 0 --- -1.39 -9.35 -1.75 -2.65 1.52 6.41 2.39 1.37 6.24 1.28 4.37 7.40
240792_at --- --- 0 --- 4.96 2.58 -3.86 -1.05 -5.04 3.26 1.53 4.36 2.07 2.88 -2.33 -2.92
240798_at --- --- 0 --- 1.61 -1.20 -1.14 1.22 1.58 -1.08 -1.07 1.15 -3.00 -3.65 -2.17 -1.53
240802_at --- --- 0 --- 1.55 1.32 -1.88 -4.90 5.48 6.41 -1.64 2.53 1.99 3.05 1.52 -2.20
240835_at --- --- 0 --- -1.91 2.55 1.01 1.01 -2.28 -1.74 -1.04 4.43 1.37 1.37 -1.34 -1.18
240855_at --- --- 0 --- -4.77 -1.91 8.15 2.03 -2.01 1.01 4.46 5.47 -1.00 -1.73 1.34 1.42
240858_at --- --- 0 --- -3.49 1.87 -1.16 1.80 1.28 1.54 -2.17 -1.25 2.11 3.93 -1.00 -1.47
240861_at --- --- 0 --- 1.19 1.47 -1.32 1.02 4.49 2.26 -1.30 -1.71 2.26 1.89 -1.71 1.02
240867_at --- --- 0 --- 1.74 1.02 1.73 1.82 -1.11 -1.07 1.01 1.13 -4.10 -2.97 -5.62 -10.00
240874_at --- --- 0 --- -1.89 -1.07 1.82 3.28 1.76 -1.00 -3.38 -2.98 -2.16 -1.41 -1.61 -1.06
240892_at --- --- 0 --- -1.04 -1.02 1.07 1.18 1.19 -1.05 -1.40 -1.34 -2.72 -3.34 -3.12 -2.24
240903_at --- --- 0 --- 1.05 -1.27 -1.14 1.10 1.22 1.13 -1.24 -1.18 4.76 9.57 -2.59 -1.07
240916_x_at --- --- 0 --- -2.07 -1.12 -1.94 -3.40 -3.11 1.31 1.22 2.54 -2.96 -2.98 -1.71 -1.40
240924_x_at --- --- 0 --- -1.78 -2.87 5.07 -1.57 4.23 6.06 1.54 -2.52 1.90 -1.03 -2.80 -1.19
240934_at --- --- 0 --- 3.19 -1.46 -2.74 -1.68 -1.33 -3.12 4.14 4.18 5.07 3.04 1.07 -1.23
240949_x_at --- --- 0 --- -1.31 -1.92 1.10 -1.74 -1.84 2.50 3.31 3.91 -3.35 -1.44 -1.27 -1.31
240957_at --- --- 0 --- 2.46 1.62 1.21 1.27 1.75 1.09 -2.81 -1.23 1.21 -1.02 -1.70 -1.11
240970_x_at --- --- 0 --- -1.65 2.18 2.52 1.30 7.98 1.19 -3.18 -1.04 2.53 -1.57 6.22 8.77
240972_at --- --- 0 --- -1.25 -1.10 -1.00 -1.37 -1.01 -1.31 -1.13 -1.12 -1.92 -1.73 -1.52 -1.98
240973_s_at --- --- 0 --- -1.21 -1.12 1.05 -1.19 1.01 1.03 -1.33 -1.17 -1.73 -1.88 -1.82 -2.06
240991_at --- --- 0 --- -1.14 1.21 1.45 1.00 1.14 1.15 1.83 1.29 1.05 2.18 1.41 2.78
240994_at --- --- 0 --- -1.80 1.18 1.09 1.54 -1.57 -2.80 1.76 1.42 -1.65 -1.76 3.71 1.39
241002_at --- --- 0 --- 1.57 -1.08 -1.41 -1.12 1.37 2.71 -2.31 -2.88 -1.24 -1.18 1.08 -1.52
241019_at --- --- 0 --- 1.17 1.67 2.60 1.13 1.71 1.81 1.16 -1.02 2.72 2.62 -2.53 -1.13
241036_at --- --- 0 --- -1.34 -1.02 -1.06 -1.02 1.29 1.06 1.22 1.01 1.02 1.16 1.10 1.13
241037_at --- --- 0 --- 2.15 1.58 -1.94 -2.70 -2.45 -5.85 1.37 2.92 3.74 1.46 -1.64 -2.27
241043_at --- --- 0 --- -1.79 1.42 -1.04 -1.17 1.05 7.15 2.77 2.09 -1.25 -2.24 -1.09 -2.28
241059_at --- --- 0 --- -1.37 1.04 -1.35 1.17 2.83 2.27 1.42 -1.15 1.26 1.18 -3.03 -3.86
241060_x_at --- --- 0 --- 7.68 4.15 -1.39 1.19 2.09 -1.20 1.52 -1.53 8.70 2.34 1.34 2.49
241079_at --- --- 0 --- 1.10 -1.06 1.09 1.25 1.03 1.27 -1.24 -1.40 -2.34 -2.42 -1.78 -1.39
241086_at --- --- 0 --- -1.08 1.04 1.24 1.29 1.23 1.30 -1.23 -1.26 -1.40 -1.52 -2.01 -1.70
241092_at --- --- 0 --- 1.57 1.24 -1.11 -1.20 -1.09 1.13 1.03 -2.03 -3.27 -2.50 -2.43 -2.61
241093_at --- --- 0 --- 1.56 1.59 1.33 -2.97 -1.32 -2.02 1.71 1.59 1.18 1.65 1.15 1.37
241102_at --- --- 0 --- 2.13 1.36 1.21 -1.23 1.02 -1.32 -2.04 -1.23 -3.59 -4.07 1.02 1.18
241114_s_at --- --- 0 --- 1.07 -1.03 1.01 -1.02 -1.03 1.06 -1.04 -1.08 -1.42 -1.13 -2.58 -1.92
241131_at --- --- 0 --- -2.30 1.08 -2.31 -12.05 7.71 11.58 5.40 12.08 -1.80 -2.81 1.43 -1.02
241136_at --- --- 0 --- 3.32 3.20 -1.48 -1.16 -1.02 1.57 4.39 3.16 1.14 -1.13 1.99 1.12
241156_at --- --- 0 --- 1.44 1.03 1.08 -1.03 1.68 1.28 -1.99 -1.82 -1.72 -1.58 1.61 1.67
241159_x_at --- --- 0 --- 2.07 1.48 1.42 1.19 -1.19 -1.00 -1.04 -1.02 -1.81 -1.55 -1.19 -1.36
241200_x_at --- --- 0 --- -1.67 -1.52 -1.25 -1.16 -1.19 1.01 1.04 1.51 -1.53 -2.03 -2.46 -3.24
241202_at --- --- 0 --- -1.10 -1.06 1.06 -1.03 1.25 1.13 1.01 1.12 -1.39 -1.73 -1.57 1.02
241206_at --- --- 0 --- -2.45 -1.24 -1.00 1.04 1.24 -1.07 -2.19 1.44 -2.15 -2.75 -3.58 -7.75
241222_at --- --- 0 --- -1.52 -1.06 1.35 2.75 2.02 2.75 1.03 1.75 -1.27 -1.59 1.73 1.58
241229_at --- --- 0 --- 1.20 1.22 1.41 1.13 1.10 -1.01 -1.12 -1.09 3.71 3.73 1.23 1.61
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241246_at --- --- 0 --- 3.66 6.76 1.11 2.27 -1.24 -1.04 -1.34 3.50 -1.02 -1.76 2.16 1.35
241294_at --- --- 0 --- 1.49 -1.44 1.37 1.79 1.48 1.25 3.27 3.36 1.13 -1.52 -2.50 -1.85
241295_at --- --- 0 --- 1.42 1.32 -2.76 -3.58 -1.14 1.52 1.92 -1.34 2.30 -1.71 4.16 2.82
241300_at --- --- 0 --- 1.28 1.23 1.12 1.12 -1.11 1.10 -1.40 -1.26 -1.55 -1.64 -1.75 -1.88
241303_x_at --- --- 0 --- 1.18 1.26 1.10 -1.03 1.08 1.60 -2.12 -1.35 -1.60 1.02 -1.33 1.04
241313_at --- --- 0 --- -3.36 -2.32 -1.44 -4.93 3.07 1.88 1.02 -1.04 2.88 4.23 3.10 2.76
241320_at --- --- 0 --- 1.04 -1.19 1.15 1.19 1.01 1.03 1.23 -1.09 -1.55 -1.83 -1.84 -1.68
241321_at --- --- 0 --- 1.13 -1.12 -1.51 -1.40 -1.31 1.15 -1.50 -1.28 -2.28 -1.87 -2.56 -2.70
241323_at --- --- 0 --- 1.09 1.55 1.43 1.02 -1.46 -1.05 -1.43 -1.43 -3.56 -2.67 -1.49 -2.57
241339_at --- --- 0 --- 1.41 -2.15 -2.23 1.15 1.31 -1.19 -5.19 -4.39 4.88 2.24 -2.45 -3.22
241344_at --- --- 0 --- 1.13 1.25 1.19 -1.09 -1.04 1.02 -1.11 1.08 -1.82 -1.82 -2.46 -1.97
241349_at --- --- 0 --- -1.05 1.03 -1.20 -1.35 -1.08 1.31 -1.43 -1.13 -1.37 1.15 -1.77 -1.50
241351_at --- --- 0 --- -1.47 -1.15 1.59 -1.06 -1.78 -1.43 -2.49 -3.84 -2.19 1.05 1.11 1.19
241356_at --- --- 0 --- -1.64 -8.28 2.44 2.69 -1.07 -1.02 -1.01 3.06 1.11 6.72 -4.11 3.28
241369_at --- --- 0 --- 1.62 2.68 1.23 -1.29 -1.90 -1.58 1.85 -1.00 -1.66 -1.29 2.49 5.66
241373_at --- --- 0 --- 1.01 -1.01 -1.02 -1.00 1.01 -1.04 1.12 1.06 -1.38 -1.37 -1.60 -1.46
241376_at --- --- 0 --- -1.54 -1.36 -5.55 -2.68 1.14 2.13 -1.04 6.14 -2.14 -2.52 -1.90 -2.84
241388_at --- --- 0 --- -1.13 -1.51 1.22 1.19 1.08 1.09 -1.22 1.20 -2.17 -1.57 -1.76 -1.13
241397_at --- --- 0 --- -1.14 1.18 1.72 1.21 1.31 1.15 -1.50 -1.17 -1.95 -1.53 -1.34 -2.38
241400_at --- --- 0 --- 1.33 1.37 -1.28 1.21 -1.38 -1.51 -1.43 -1.33 -1.07 -1.48 -1.64 -1.43
241404_at --- --- 0 --- 1.81 1.81 1.18 1.14 1.41 1.21 1.07 1.05 -3.02 -2.05 -2.48 -1.89
241407_at --- --- 0 --- -1.10 1.05 1.15 1.07 1.14 1.04 -1.53 -1.19 -1.93 -1.37 -3.03 -2.33
241409_at --- --- 0 --- -1.08 -1.16 1.66 1.67 1.05 1.14 -1.28 1.21 -1.29 -1.64 -1.14 -1.22
241410_at --- --- 0 --- 1.34 1.07 -1.16 -1.12 1.28 1.20 -1.15 -1.12 -3.91 -3.03 -2.70 -2.20
241411_at --- --- 0 --- 1.01 1.06 -1.04 1.01 1.45 1.39 -1.08 -1.03 -1.51 -1.21 -3.32 -2.28
241429_at --- --- 0 --- 1.78 1.40 1.20 1.28 -1.15 -1.18 -1.32 1.18 -8.49 -4.43 -6.07 -4.61
241435_at --- --- 0 --- 1.79 -1.30 1.12 1.07 1.51 1.20 1.08 -1.00 1.14 1.19 -1.08 1.16
241443_at --- --- 0 --- 1.10 1.07 1.12 1.01 -1.18 -1.00 -1.25 1.00 -1.15 -1.05 1.13 1.13
241452_at --- --- 0 --- -2.74 -2.18 2.82 -1.63 7.54 4.19 1.83 -1.09 -1.23 1.97 3.59 3.91
241458_at --- --- 0 --- 1.15 1.38 1.42 1.18 -1.33 -1.12 -1.24 -1.33 -1.08 -1.08 1.24 1.09
241459_at --- --- 0 --- 1.25 1.27 1.09 -1.01 -1.12 1.12 1.27 1.19 -1.88 -1.87 -1.86 -1.62
241474_at --- --- 0 --- 1.08 -1.03 1.01 -1.27 -1.09 1.25 -1.33 -1.20 -3.35 -1.65 -2.77 -2.47
241484_x_at --- --- 0 --- -1.12 1.05 1.37 1.06 1.08 1.00 -1.11 -1.42 -1.68 -1.67 -2.07 -2.07
241493_at --- --- 0 --- 1.92 3.88 4.92 2.25 1.12 2.02 1.10 1.07 1.05 -1.63 -1.30 -4.63
241532_at --- --- 0 --- -5.46 1.47 -1.65 -3.74 -1.59 -1.21 1.58 1.05 -1.39 1.86 1.65 1.57
241556_at --- --- 0 --- 1.22 1.05 4.05 2.61 -1.12 -2.03 1.64 1.27 1.13 -1.64 1.50 1.41
241558_at --- --- 0 --- 2.18 1.19 -1.51 -2.26 -1.17 1.15 1.36 1.20 -2.05 3.37 1.14 1.07
241576_at --- --- 0 --- -2.02 -1.14 1.10 2.39 1.13 1.22 -2.20 -1.84 -1.20 -2.02 1.29 -1.74
241595_at --- --- 0 --- -1.47 1.07 -1.05 -1.14 1.22 1.36 -1.56 -1.25 -2.54 -2.24 -1.40 -1.37
241597_at --- --- 0 --- 1.81 1.70 1.32 1.33 1.58 1.60 1.10 -1.03 -1.99 -2.82 -1.95 -1.20
241629_at --- --- 0 --- -3.29 -1.05 2.84 1.55 1.37 1.37 1.24 1.54 2.34 1.31 -1.43 -1.49
241630_at --- --- 0 --- -1.24 1.18 1.22 1.03 -1.01 1.14 -1.18 -1.15 -1.64 -2.68 -1.72 -1.29
241632_x_at --- --- 0 --- -1.10 1.27 1.15 1.06 -1.25 -1.02 1.05 1.16 -1.27 -1.34 -1.66 -1.47
241635_at --- --- 0 --- 3.67 2.28 2.50 2.54 -1.58 1.03 5.06 3.28 8.76 1.73 1.30 2.00
241664_x_at --- --- 0 --- 1.61 2.49 -2.11 -4.73 -1.18 -1.58 -2.79 2.39 3.30 1.64 8.41 7.46
241676_x_at --- --- 0 --- 1.57 1.36 1.51 1.48 -1.08 -1.23 -1.11 1.10 -2.32 -6.34 -4.37 -3.77
241677_x_at --- --- 0 --- -1.20 -1.14 -2.36 -2.36 1.20 -1.05 -1.07 -1.08 -1.07 -1.44 -1.35 -1.14
241679_at --- --- 0 --- 2.13 -4.16 -1.02 -1.15 -1.03 1.36 -1.21 1.07 3.14 2.85 2.33 1.63
241680_at --- --- 0 --- 1.37 1.25 1.08 -1.06 1.03 -1.01 -1.33 -1.33 -1.42 -1.49 -1.50 -1.48
241681_at --- --- 0 --- 1.24 1.18 -1.03 1.05 1.35 1.31 -1.00 -1.00 -2.19 -2.59 -1.70 -1.35
241686_x_at --- --- 0 --- 1.17 -1.04 -1.40 -1.84 -1.10 1.30 -1.57 1.32 -1.28 -1.07 -1.89 -2.18
241718_x_at --- --- 0 --- -1.00 -1.02 -1.01 1.01 1.11 1.12 1.18 1.10 -1.26 -1.07 -1.50 -1.49
241726_at --- --- 0 --- 1.02 -1.19 -1.13 -1.06 -1.07 1.02 -1.27 -1.11 1.06 1.04 1.57 1.58
241740_at --- --- 0 --- 4.97 1.28 -1.49 -2.64 -4.49 1.41 -1.29 1.12 -1.32 -1.43 3.23 1.91
241758_at --- --- 0 --- -16.30 -2.29 3.48 1.55 -5.52 -4.19 -4.01 4.57 -4.15 -1.45 9.55 -1.03
241768_at --- --- 0 --- 1.03 -1.22 -1.44 -1.00 -1.07 1.13 -1.26 -1.33 -2.86 -1.86 -1.52 -2.03
241773_at --- --- 0 --- 2.49 1.88 1.09 -1.09 2.90 2.00 -1.70 1.92 1.75 1.88 -1.69 -2.92
241780_at --- --- 0 --- 1.24 1.18 1.17 -2.30 -1.45 1.07 1.26 1.76 7.77 7.45 6.05 7.64
241798_at --- --- 0 --- -1.05 -1.19 1.49 -1.01 1.04 -1.30 -1.03 1.03 -1.86 -2.42 -1.61 -1.73
241807_x_at --- --- 0 --- 1.51 1.22 1.32 -1.76 -7.62 -3.70 2.34 2.89 -2.23 -1.31 2.75 5.06
241815_at --- --- 0 --- 1.52 1.72 1.15 -1.06 1.10 1.64 -2.00 -1.58 -2.69 -2.28 -3.23 -3.25
241823_at --- --- 0 --- -1.04 -1.01 1.20 1.51 1.13 1.14 -1.36 -1.22 -6.19 -4.01 -4.77 -3.52
241835_at --- --- 0 --- 1.02 1.22 -1.27 -1.49 -1.28 -1.08 -1.21 -1.04 -1.53 -1.39 -1.64 -1.60
241841_at --- --- 0 --- -1.55 -1.12 -1.18 1.18 -1.04 -1.04 -1.01 1.15 -1.82 -2.04 -2.91 -2.41
241845_at --- --- 0 --- -1.18 1.33 -1.01 1.32 1.04 1.46 -1.64 -1.84 -1.09 -1.70 -2.74 -1.93
241848_x_at --- --- 0 --- 2.12 1.86 1.44 1.97 1.16 1.11 1.43 1.22 1.13 1.07 -3.29 -5.88
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241850_at --- --- 0 --- -1.20 1.23 -1.21 -2.70 1.17 1.23 -2.84 -2.15 1.54 -1.06 1.20 -1.76
241855_s_at --- --- 0 --- 1.41 -1.04 2.23 2.03 2.82 -1.38 -1.01 -1.52 1.23 -1.20 -2.44 -2.93
241857_at --- --- 0 --- 1.33 1.85 1.10 1.09 1.42 -1.20 -1.85 1.22 -1.99 -2.09 -5.24 -3.81
241864_x_at --- --- 0 --- 1.19 -1.04 1.35 1.44 -1.32 1.29 -1.36 -1.21 -1.57 -1.08 -2.74 -1.76
241878_at --- --- 0 --- 1.25 1.35 1.21 1.35 -1.20 -1.32 1.07 -1.30 -1.82 -1.27 -1.54 -1.46
241885_at --- --- 0 --- 1.12 1.13 -1.04 1.05 1.30 1.43 -1.13 -1.18 -1.80 -1.42 -1.96 -1.49
241906_at --- --- 0 --- 1.26 -1.17 1.07 1.16 1.28 1.23 -1.27 -1.12 -1.58 -1.64 -2.56 -2.16
241932_at --- --- 0 --- 1.62 1.52 1.10 -1.34 1.04 1.32 -1.14 -1.15 -2.25 -2.76 -2.23 -2.76
241940_at --- --- 0 --- 1.27 1.03 1.24 1.09 1.16 1.45 -1.32 -1.11 -2.31 -1.61 -1.84 -2.20
241948_at --- --- 0 --- -1.22 -1.28 -2.03 -1.26 1.36 1.53 1.97 1.47 -1.22 1.18 -2.70 -1.75
241956_at --- --- 0 --- -1.02 -1.30 -1.02 1.29 -1.09 1.31 -1.18 -1.28 -1.75 -1.25 -1.67 -2.16
241965_at --- --- 0 --- 1.21 -1.26 1.11 -1.30 1.48 1.47 1.10 -1.53 -1.00 -1.03 -2.29 -5.02
241967_at --- --- 0 --- -1.65 -4.17 -1.93 -1.23 -1.01 1.01 -6.19 1.24 -1.88 3.32 1.93 1.43
241970_at --- --- 0 --- 1.35 1.29 -1.41 -1.14 1.35 1.26 -1.21 -1.36 -2.22 -2.14 -3.56 -3.29
241975_at --- --- 0 --- -1.00 1.06 1.04 1.01 -1.25 -1.02 -1.15 -1.12 -2.05 -2.01 -2.19 -2.17
241982_at --- --- 0 --- -1.07 -1.02 -1.09 -1.33 1.10 -1.01 1.49 1.39 2.01 2.09 2.15 1.85
241992_at --- --- 0 --- -1.39 -1.31 1.06 1.10 1.15 -1.10 -1.07 -1.08 -2.90 -3.14 -1.27 -2.11
241993_x_at --- --- 0 --- -1.10 -1.32 -1.01 1.06 -1.06 -1.20 -1.12 1.01 -2.17 -1.43 -1.71 -1.70
241997_at --- --- 0 --- 1.24 1.05 -1.15 -1.05 1.14 1.25 1.32 1.14 -1.41 -1.31 -1.53 -1.19
242008_at --- --- 0 --- -1.04 -1.45 1.35 1.02 -1.23 1.07 1.17 -1.23 -1.55 -1.74 -1.93 -2.63
242010_at --- --- 0 --- -1.33 -1.27 1.99 1.59 1.77 2.62 -2.79 -3.82 2.12 -1.77 4.52 4.31
242022_at --- --- 0 --- -1.09 1.00 -1.00 -1.06 1.21 1.26 -1.17 1.01 -3.32 -2.81 -2.25 -1.86
242027_at --- --- 0 --- -1.31 -2.26 -1.11 -1.46 1.10 1.04 1.00 -1.14 -2.76 -1.58 1.12 1.19
242043_s_at --- --- 0 --- 1.31 1.34 1.60 1.45 -1.34 -2.42 1.51 1.15 -1.13 -1.28 1.38 -1.10
242051_at --- --- 0 --- 1.14 1.34 -1.03 -1.14 1.46 1.30 -1.19 -1.75 -2.49 -3.94 -4.36 -11.13
242052_at --- --- 0 --- 1.07 1.02 -1.10 -1.08 1.15 1.35 -1.09 -1.45 -1.59 -1.56 -2.23 -2.47
242053_at --- --- 0 --- -1.32 -1.12 1.12 1.08 -1.05 -1.22 1.01 1.13 -1.76 -1.53 -1.76 -1.48
242057_at --- --- 0 --- 1.05 -1.58 1.26 -1.07 -1.09 1.05 -1.24 -1.10 -3.06 -1.93 -1.65 -1.77
242063_s_at --- --- 0 --- 1.04 1.26 -1.84 -1.71 -28.22 -1.15 -1.85 -8.25 3.49 2.15 -1.49 -3.87
242067_at --- --- 0 --- 1.55 -1.41 -2.59 -2.80 1.38 -2.12 -2.55 -1.69 1.50 1.39 1.77 1.09
242068_at --- --- 0 --- 1.12 1.13 1.34 -1.08 1.03 1.23 -1.07 -1.30 -2.11 -2.34 -1.47 -1.61
242073_at --- --- 0 --- 1.30 1.41 1.13 1.10 -1.00 -1.01 1.15 1.10 1.62 1.40 1.34 1.23
242080_at --- --- 0 --- -1.41 -1.16 1.15 -1.45 -1.36 1.37 -2.59 -1.26 -2.43 -2.27 -2.57 -1.62
242089_at --- --- 0 --- -1.05 -1.03 1.07 -1.13 -1.19 -1.25 -1.56 -1.29 -1.90 -1.63 -2.19 -2.49
242096_at --- --- 0 --- 1.06 -2.11 1.46 1.16 -1.04 1.34 -1.47 1.02 -1.52 -2.42 -3.61 -5.29
242099_at --- --- 0 --- -3.03 -1.60 1.79 1.96 3.14 2.18 -3.01 1.21 -14.47 -3.88 -3.64 -5.80
242117_at --- --- 0 --- 1.25 1.28 1.26 1.08 1.13 1.39 1.28 1.06 -1.27 -1.23 -2.18 -3.10
242121_at --- --- 0 --- 1.17 1.15 1.04 -1.04 1.04 1.14 -1.39 -1.18 -2.92 -2.80 -2.21 -2.18
242133_s_at --- --- 0 --- 1.06 1.06 1.02 1.25 1.32 1.25 -1.39 1.00 -1.34 -1.81 -2.04 -1.42
242143_at --- --- 0 --- 1.44 1.36 -1.00 -1.06 1.52 1.55 1.04 -1.25 -2.62 -1.84 -1.78 -1.91
242156_at --- --- 0 --- 1.47 1.01 -1.06 1.29 1.47 1.72 -1.26 -1.00 -2.71 -2.21 -2.51 -3.56
242160_at --- --- 0 --- 1.29 1.04 1.08 1.54 1.18 1.39 1.20 -1.12 1.10 1.41 1.50 2.13
242174_at --- --- 0 --- 1.53 1.43 -1.43 -1.30 1.39 -1.17 -2.01 -1.02 10.43 3.69 1.01 1.06
242188_at --- --- 0 --- -1.67 1.24 1.28 -4.35 6.52 5.83 -2.33 -1.12 -2.35 -3.52 -1.91 -1.40
242190_at --- --- 0 --- -1.13 -1.02 -1.72 -1.54 1.28 1.80 1.28 -1.53 -3.22 -2.59 -1.33 -1.02
242194_at --- --- 0 --- 1.20 -1.11 1.08 1.07 1.15 1.16 1.45 1.17 -1.09 -1.21 -1.96 -1.69
242202_at --- --- 0 --- 1.40 1.52 1.71 1.74 1.71 1.27 1.09 1.17 -1.06 1.39 1.32 2.11
242205_at --- --- 0 --- -1.20 1.12 1.01 1.05 1.42 1.31 -1.17 1.11 -1.02 1.78 -1.96 -1.57
242216_at --- --- 0 --- -1.32 1.33 1.50 1.54 -1.60 -1.25 -1.44 -1.24 1.67 1.01 4.88 7.53
242219_at --- --- 0 --- 2.08 -2.40 2.39 1.86 -3.74 -1.22 1.79 1.45 -3.13 -1.34 -1.45 1.49
242221_at --- --- 0 --- 1.09 1.00 -1.82 1.63 1.05 -2.04 1.14 1.13 1.23 -2.17 -2.40 1.09
242227_at --- --- 0 --- 1.18 -1.07 1.57 1.71 -1.24 1.15 1.58 4.55 5.16 -1.04 2.56 2.83
242228_at --- --- 0 --- 1.38 1.40 1.23 1.10 -1.20 -1.10 1.18 1.06 -1.80 -1.62 -2.61 -4.12
242233_at --- --- 0 --- 1.43 1.07 -1.06 1.09 1.08 1.25 -1.21 -1.30 -1.88 -1.90 -1.76 -1.73
242235_x_at --- --- 0 --- 1.42 1.26 1.07 1.17 1.06 1.13 1.06 1.08 -1.57 -1.47 -1.65 -1.56
242240_at --- --- 0 --- 1.31 1.21 1.09 1.21 1.10 1.12 1.24 1.06 -1.90 -1.72 -1.72 -1.37
242245_at --- --- 0 --- 1.04 1.09 1.12 1.17 1.01 1.03 1.01 -1.18 -1.46 -1.46 -1.22 -1.33
242252_at --- --- 0 --- 1.20 1.23 -1.10 1.65 -1.41 -1.24 -1.44 -2.63 8.33 10.67 3.22 5.58
242256_x_at --- --- 0 --- -1.25 -1.50 -1.64 -1.22 1.15 1.18 -1.07 -1.02 -1.44 -1.29 -1.56 -1.80
242258_at --- --- 0 --- 1.26 1.02 -1.12 -1.02 1.24 1.21 -1.51 -1.22 -2.14 -2.00 -2.52 -2.11
242264_at --- --- 0 --- -1.14 -1.12 1.08 1.10 -1.14 -1.07 -1.08 1.04 -2.53 -1.95 -2.58 -2.57
242270_at --- --- 0 --- -1.20 -1.53 1.04 -1.67 -1.19 1.01 1.10 -1.08 -2.95 -2.04 -2.19 -1.74
242273_at --- --- 0 --- -1.25 -1.18 1.39 1.00 1.04 1.14 -1.79 -1.27 -3.51 -2.69 -2.63 -5.11
242275_at --- --- 0 --- -1.09 1.08 2.33 2.19 -1.43 -1.18 -1.66 -1.52 1.57 1.52 1.43 -1.55
242289_at --- --- 0 --- -1.25 1.16 1.18 -1.19 1.18 1.17 1.08 1.08 -1.71 -1.45 -4.57 -2.88
242299_at --- --- 0 --- 1.53 3.69 1.35 1.11 -1.35 -1.00 -1.88 -1.86 -8.69 -6.82 1.12 1.12
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242300_at --- --- 0 --- 1.02 -1.01 -1.01 1.11 -1.04 -1.03 -1.47 -1.38 -2.59 -2.03 -2.62 -3.49
242320_at --- --- 0 --- 1.11 1.07 -1.05 -1.17 -1.11 -1.02 -1.31 -1.10 -2.55 -2.56 -1.82 -1.40
242337_at --- --- 0 --- 1.11 -1.09 1.12 1.26 1.27 1.15 1.11 -1.09 -1.66 -1.74 -2.20 -1.91
242340_at --- --- 0 --- 3.28 2.74 1.25 1.05 1.09 -2.04 -1.35 -1.37 1.12 -2.60 1.20 -1.66
242343_x_at --- --- 0 --- 1.40 1.15 1.09 -1.16 -1.21 1.04 -1.23 -1.23 -2.00 -1.87 -1.79 -2.11
242369_x_at --- --- 0 --- 1.37 1.43 -1.25 -1.14 -1.13 1.27 -1.65 -1.09 -1.33 -1.71 -1.12 -1.38
242390_at --- --- 0 --- -1.66 -1.37 -1.21 1.03 -1.09 1.32 -1.68 -1.35 -3.04 -1.53 -1.89 -3.04
242391_at --- --- 0 --- -1.39 1.33 -1.23 -1.40 -1.06 -1.39 -1.01 1.08 -3.50 -2.88 -1.15 1.72
242404_at --- --- 0 --- 1.06 -1.13 1.09 -1.04 -1.40 -1.12 1.01 1.12 -1.36 -1.50 -2.24 -2.45
242419_at --- --- 0 --- -1.69 -1.75 1.66 1.38 1.47 -1.02 1.26 -1.08 -1.39 -1.03 5.24 -1.29
242420_at --- --- 0 --- -1.06 1.03 1.61 1.28 1.25 1.08 -1.38 1.00 -1.67 -1.24 -1.39 -2.46
242423_x_at --- --- 0 --- 1.09 1.17 1.03 1.14 1.12 1.10 1.00 -1.04 -1.46 -1.25 -1.50 -1.34
242424_at --- --- 0 --- -1.13 1.13 1.35 1.08 1.99 1.36 1.12 -1.07 -2.22 -1.51 -3.05 -2.57
242425_at --- --- 0 --- 1.01 -1.05 1.12 1.01 1.12 1.15 -1.23 -1.30 -1.66 -1.45 -2.89 -2.00
242428_at --- --- 0 --- 1.11 1.01 -1.03 1.02 1.22 1.33 -1.30 -1.40 -1.96 -1.66 -2.33 -1.88
242440_at --- --- 0 --- 1.12 -1.04 1.06 1.03 1.03 1.14 -1.11 1.14 -2.05 -2.09 -1.69 -1.47
242441_at --- --- 0 --- -1.06 -1.12 -2.54 -1.46 -3.20 -1.52 2.39 2.00 -1.19 -1.33 1.96 2.11
242454_at --- --- 0 --- 1.77 -1.08 -1.40 -1.07 -1.13 1.87 1.80 -1.81 -1.40 -1.99 -1.72 1.18
242457_at --- --- 0 --- 1.52 1.16 1.17 1.05 1.16 1.11 1.41 1.17 -1.77 -1.36 -1.42 -1.48
242459_at --- --- 0 --- 1.04 -2.39 1.28 -3.40 -2.68 -1.78 1.77 1.23 -2.07 -1.34 -1.05 -2.16
242466_at --- --- 0 --- 5.37 3.81 1.29 1.16 -1.23 1.02 1.14 -1.68 19.19 6.04 10.18 7.34
242467_at --- --- 0 --- 1.07 -1.44 1.13 1.07 2.24 2.06 -1.27 1.15 -1.39 -1.55 -1.83 -1.47
242471_at --- --- 0 --- 1.16 -1.36 1.09 -1.08 1.01 1.00 -1.39 -1.19 -2.55 -2.07 -2.27 -1.88
242475_at --- --- 0 --- -1.09 -1.66 1.77 -2.39 -1.50 -1.75 2.36 1.16 -1.43 -1.06 -2.00 -1.36
242476_at --- --- 0 --- -1.07 -1.22 1.14 1.04 1.18 1.30 -1.10 -1.29 -2.51 -1.89 -2.55 -2.33
242486_at --- --- 0 --- 1.46 1.24 1.29 1.17 1.26 1.32 -1.19 -1.03 -4.73 -2.16 -5.69 -5.18
242490_at --- --- 0 --- -1.06 -1.20 1.01 -1.09 1.17 1.13 -1.55 -1.22 -4.00 -2.39 -2.07 -1.59
242523_at --- --- 0 --- 1.14 -1.14 1.06 1.08 1.33 1.04 -1.05 1.29 -1.98 -1.36 -2.38 -1.60
242538_at --- --- 0 --- 1.04 1.16 -1.06 -1.13 -1.00 -1.07 -1.13 -1.03 -1.30 -1.49 -1.40 -1.60
242547_at --- --- 0 --- 6.63 4.33 3.06 7.41 -3.60 -1.61 -2.42 1.47 2.83 2.88 -2.09 1.00
242556_at --- --- 0 --- 1.30 1.37 -1.01 -1.07 1.17 1.18 1.05 1.00 -2.07 -1.30 -2.09 -1.99
242558_at --- --- 0 --- 1.10 1.07 -1.14 -1.19 1.09 1.18 1.12 -1.12 -1.57 -1.74 -1.40 -1.83
242562_at --- --- 0 --- 1.40 1.44 1.57 1.57 1.09 1.19 -1.93 -1.28 -1.42 -1.70 -2.36 -1.57
242568_s_at --- --- 0 --- 1.10 -1.12 -1.23 -1.04 1.06 1.03 1.31 1.55 1.11 1.00 -2.30 -1.87
242573_at --- --- 0 --- -1.13 1.04 -1.01 -1.05 1.48 1.26 1.16 1.13 -2.32 -2.05 -2.11 -2.49
242576_x_at --- --- 0 --- -1.17 -1.09 1.30 1.00 1.35 1.25 1.33 -1.09 -1.66 -1.40 -2.48 -1.53
242580_at --- --- 0 --- -1.09 -1.43 -1.06 -1.08 1.27 1.48 1.30 1.01 1.72 2.27 2.84 2.32
242590_at --- --- 0 --- -1.06 1.06 1.12 1.11 -1.02 1.02 -1.27 -1.09 -2.54 -1.90 -3.99 -2.96
242607_at --- --- 0 --- 1.39 -1.04 -1.23 1.02 1.03 1.11 -1.52 -1.30 -1.85 -1.68 -3.64 -3.20
242610_x_at --- --- 0 --- 1.27 1.29 1.28 1.01 1.39 1.36 -1.55 1.24 -1.20 -1.70 -1.21 -1.19
242611_at --- --- 0 --- -1.73 -1.91 1.22 1.04 -1.02 1.16 -1.44 -1.07 -2.55 -1.68 -2.08 -1.48
242627_at --- --- 0 --- 1.02 -1.13 -1.03 1.50 -1.22 -1.13 -1.90 -1.54 -1.74 -1.31 1.23 1.10
242630_at --- --- 0 --- 1.21 1.24 1.21 1.61 1.47 1.43 -1.57 -1.61 -3.13 -2.53 -3.37 -2.41
242637_at --- --- 0 --- -1.04 -1.22 1.32 1.42 -1.08 1.16 1.05 -1.33 -2.46 -1.88 -1.77 -2.33
242651_at --- --- 0 --- -1.88 1.16 -1.17 -2.32 -1.67 -1.09 1.25 -1.14 1.28 -1.35 -2.90 -1.97
242671_at --- --- 0 --- -1.16 -1.12 -1.13 -1.20 -1.33 1.31 -1.24 -1.23 -2.95 -3.16 -1.92 -1.79
242673_at --- --- 0 --- -1.02 1.06 1.10 1.21 1.35 1.14 1.13 1.04 -1.45 -1.40 -1.49 -1.27
242688_at --- --- 0 --- -1.13 -1.34 1.09 -1.10 1.15 1.10 -1.15 -1.10 -2.15 -1.92 -1.86 -1.82
242696_at --- --- 0 --- 1.12 1.29 1.16 1.08 1.24 1.20 1.11 -1.13 -1.34 -1.72 -1.49 -1.18
242709_s_at --- --- 0 --- 1.17 1.03 -1.06 1.04 1.01 1.16 -1.56 -1.14 -1.98 -2.10 -3.35 -2.21
242710_at --- --- 0 --- 1.37 1.02 -1.03 -1.10 -1.24 1.50 1.00 1.01 -2.81 -2.59 -1.66 -1.00
242724_x_at --- --- 0 --- -1.24 -1.09 1.12 1.03 -1.11 1.03 -1.20 -1.19 -2.79 -2.50 -2.96 -2.04
242725_at --- --- 0 --- 1.07 1.08 -1.00 1.09 1.24 1.13 1.23 -1.01 1.12 1.00 -1.10 1.12
242728_at --- --- 0 --- 1.24 1.16 -1.24 -2.10 -1.04 1.09 1.31 -1.04 -1.22 1.37 -2.61 -1.61
242737_at --- --- 0 --- 1.33 -1.41 -1.97 -1.61 -1.61 -1.37 -1.10 -1.37 -1.02 -1.09 -3.16 -6.18
242740_at --- --- 0 --- 1.05 1.08 -1.05 1.03 1.04 1.19 1.19 1.19 -1.17 -1.09 -1.63 -1.40
242751_at --- --- 0 --- 1.11 -1.03 -1.06 -1.23 1.62 1.63 -1.40 -1.47 -2.99 -2.36 -1.84 -1.55
242768_at --- --- 0 --- 1.09 1.21 -1.31 -1.15 -1.37 -1.22 -1.71 -1.14 -1.46 -2.16 4.50 1.75
242769_at --- --- 0 --- -1.13 -1.56 1.16 1.32 -1.17 -1.27 -1.41 -1.41 -3.34 -3.45 -5.44 -4.61
242772_x_at --- --- 0 --- 1.53 1.04 -1.52 -1.31 1.59 1.48 -1.25 -1.25 -1.40 -1.01 -2.10 -1.38
242775_at --- --- 0 --- 1.60 1.30 1.08 1.10 -1.28 1.16 -1.24 -1.43 -1.23 1.05 -2.70 -2.44
242801_at --- --- 0 --- 1.43 1.51 1.45 1.43 1.11 -1.25 1.03 -1.35 -4.20 -2.01 -5.44 -18.67
242803_at --- --- 0 --- 7.10 4.01 -1.62 -1.62 -1.39 -1.36 1.44 1.91 -1.54 -1.36 1.02 2.81
242818_x_at --- --- 0 --- 1.37 1.02 -1.01 -1.20 -1.10 -1.08 -1.32 1.08 -2.27 -2.33 -3.04 -3.18
242824_at --- --- 0 --- 1.06 1.03 1.24 1.06 1.05 1.15 1.15 1.04 -1.90 -2.02 -2.05 -1.38
242829_x_at --- --- 0 --- 1.06 -1.06 1.04 -1.08 1.03 1.07 -1.21 -1.25 -1.74 -1.55 -1.34 -1.24
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242834_at --- --- 0 --- 1.57 1.23 1.10 1.16 1.29 1.41 -1.59 1.03 1.76 1.60 1.46 1.53
242839_at --- --- 0 --- 1.24 1.33 1.27 1.19 1.07 1.24 -1.04 -1.11 -2.67 -2.54 -2.26 -1.91
242840_at --- --- 0 --- 1.21 1.62 -1.25 1.05 -2.98 1.22 2.33 1.73 5.49 11.52 -1.11 1.08
242842_at --- --- 0 --- 1.12 1.03 1.00 -1.01 1.05 1.08 -1.27 -1.20 -1.39 -1.30 -1.36 -1.46
242850_at --- --- 0 --- 1.05 -1.01 1.07 -1.00 1.06 -1.03 1.19 1.02 -1.11 1.06 1.09 1.21
242853_at --- --- 0 --- 1.08 1.02 -1.24 1.01 1.59 1.37 1.18 -1.10 -1.47 -1.38 -1.60 -1.04
242859_at --- --- 0 --- 1.21 1.08 1.06 -1.04 -1.00 1.31 -1.68 -1.04 -2.39 -2.23 -1.49 -2.58
242862_x_at --- --- 0 --- 1.30 1.13 -1.27 -1.09 1.14 1.15 -1.07 -1.17 -1.74 -1.21 -1.64 -1.44
242868_at --- --- 0 --- 1.19 1.00 -1.13 1.06 1.30 1.35 1.31 -1.01 1.40 1.38 -1.14 1.13
242878_at --- --- 0 --- -1.50 -1.17 1.28 1.17 1.24 1.09 -1.69 -1.10 -2.56 -2.07 -2.40 -2.23
242885_at --- --- 0 --- -1.44 -1.97 2.26 2.86 2.09 3.14 7.41 1.19 -2.65 -19.77 1.24 -1.30
242886_at --- --- 0 --- -1.61 -1.42 1.25 1.15 1.28 1.13 1.05 -1.00 -3.01 -3.79 -1.46 -1.25
242890_at --- --- 0 --- -1.04 1.02 -1.12 -1.20 -1.24 -1.03 -1.37 -1.08 -1.87 -1.41 -2.25 -2.23
242901_at --- --- 0 --- -1.10 1.12 -1.30 -1.03 -1.95 1.27 1.23 1.02 1.08 -1.31 1.55 1.20
242909_at --- --- 0 --- -1.10 -1.30 -1.02 1.07 -1.05 1.10 -1.12 1.18 -2.20 -2.19 -2.22 -2.12
242928_at --- --- 0 --- 1.02 1.48 -1.13 1.31 1.03 -1.05 -1.26 -1.53 -1.79 -1.41 -2.26 -2.92
242947_at --- --- 0 --- -1.04 -1.23 1.01 1.04 1.12 1.01 -1.04 1.01 -1.09 -1.12 -1.66 -1.31
242981_at --- --- 0 --- 1.00 -1.15 1.26 1.30 -1.10 -1.04 -1.27 -1.13 -1.89 -1.61 -3.83 -3.27
243002_at --- --- 0 --- -1.07 -4.37 1.59 1.09 3.91 3.01 -1.75 -1.16 -5.60 -3.59 -3.43 -1.93
243003_at --- --- 0 --- 1.20 1.14 -1.10 -1.18 1.37 1.20 1.17 1.05 -1.78 -1.90 -2.00 -2.34
243004_at --- --- 0 --- -1.55 -1.12 -1.27 1.85 2.88 3.04 -1.13 -1.08 1.24 1.00 -1.10 1.35
243005_at --- --- 0 --- -1.05 -1.57 -1.50 -1.58 1.48 1.42 -1.44 -1.24 -2.73 -1.93 -1.46 -2.15
243016_at --- --- 0 --- 1.10 -1.13 1.13 1.25 1.09 1.38 1.17 1.11 -3.38 -2.15 -2.33 -2.19
243023_at --- --- 0 --- 1.19 1.17 1.01 1.02 -1.18 1.24 -1.77 -1.39 -3.25 -1.86 -8.09 -6.11
243039_at --- --- 0 --- 3.93 2.86 2.25 2.14 1.97 2.08 -3.86 -3.11 -1.52 -1.08 5.26 5.25
243041_s_at --- --- 0 --- -1.07 1.01 1.05 1.01 1.15 1.15 -1.09 1.12 -1.58 -1.40 -1.86 -1.91
243046_at --- --- 0 --- 1.10 1.12 1.16 -1.18 1.15 1.21 1.13 1.11 -2.24 -1.47 -1.60 -2.07
243064_at --- --- 0 --- -1.17 1.53 1.09 -1.21 -1.27 -1.31 1.09 1.34 -1.67 -1.29 -2.75 -2.71
243069_at --- --- 0 --- 1.06 1.00 -1.12 -1.04 -1.35 1.09 1.11 1.03 -1.75 -1.21 -3.45 -3.83
243071_at --- --- 0 --- 1.01 -1.03 -1.00 1.04 1.17 1.13 -1.38 -1.06 -1.88 -1.31 -1.32 -1.70
243072_at --- --- 0 --- -1.45 1.32 -1.58 -1.01 1.32 1.42 -3.47 -2.02 -1.71 -3.58 -1.95 -4.55
243074_at --- --- 0 --- -1.22 -1.23 -1.47 -1.63 1.34 1.26 1.04 -1.24 -1.18 1.03 -1.75 -1.84
243102_at --- --- 0 --- 1.57 -1.47 1.43 1.94 1.29 -1.46 1.02 -1.02 -1.40 -2.53 -4.55 -2.24
243114_at --- --- 0 --- 1.96 4.10 1.46 1.13 1.77 1.36 -1.27 -1.29 -2.81 -14.96 -1.70 -1.87
243115_at --- --- 0 --- 1.16 2.12 1.03 -1.13 2.24 1.54 1.44 1.53 2.62 -1.50 3.95 3.42
243117_at --- --- 0 --- -1.00 -1.08 -1.49 -1.20 -1.76 -1.37 1.63 1.01 1.76 1.42 1.58 1.07
243154_at --- --- 0 --- 1.08 -1.60 1.68 3.30 1.21 1.13 1.81 3.05 1.66 1.25 1.39 -1.09
243174_at --- --- 0 --- -1.02 -1.10 1.61 1.85 -1.29 1.44 1.04 -4.92 1.41 -1.30 -1.18 -1.37
243179_at --- --- 0 --- -1.20 1.06 1.03 1.34 -1.02 1.33 -1.10 1.02 -2.17 -1.75 -1.82 -2.00
243203_at --- --- 0 --- 1.48 1.25 1.05 -1.11 -1.28 -1.19 1.19 1.15 -2.97 -2.42 -2.81 -1.70
243211_at --- --- 0 --- 1.28 -1.09 1.30 -1.06 1.06 1.66 -1.08 -1.08 -1.38 -1.12 1.31 1.07
243229_at --- --- 0 --- 1.62 1.75 1.15 1.49 -1.03 -1.00 -1.16 -1.04 -1.87 -1.19 -3.18 -1.43
243246_at --- --- 0 --- -1.31 -1.39 1.25 1.35 1.01 1.20 1.30 1.43 -1.16 -1.26 -1.42 -1.42
243249_at --- --- 0 --- 1.20 1.14 1.14 1.31 1.37 1.51 -1.23 1.30 -2.45 -2.25 -1.47 -1.14
243250_at --- --- 0 --- 1.06 -1.63 -1.21 -1.74 1.03 1.36 4.84 2.15 2.22 -1.52 1.61 2.04
243252_at --- --- 0 --- 2.10 1.45 1.09 1.00 -1.05 1.05 -1.31 1.12 -1.44 1.02 -1.35 -2.87
243257_at --- --- 0 --- -8.43 1.60 -1.41 5.74 -6.11 -5.23 3.34 -2.29 1.57 1.58 4.50 2.86
243286_at --- --- 0 --- 1.22 1.03 -1.03 -1.05 1.04 1.17 1.04 -1.07 -1.83 -1.87 -1.73 -1.90
243299_at --- --- 0 --- 1.23 1.26 1.13 -1.01 1.04 -1.18 -1.07 1.24 1.24 1.23 2.21 1.34
243303_at --- --- 0 --- 1.45 1.39 1.22 -1.16 1.03 1.03 -1.52 1.08 -3.28 -1.79 -1.88 -2.40
243305_at --- --- 0 --- 1.27 1.04 1.15 1.24 1.20 1.44 1.09 -1.05 -1.90 -1.97 -3.52 -3.32
243307_at --- --- 0 --- 1.33 1.27 -1.20 -1.00 1.12 -1.09 -1.09 -1.55 3.40 2.42 2.99 2.61
243308_at --- --- 0 --- 1.05 1.14 -1.05 -1.08 -1.11 1.14 -1.03 1.19 -1.67 -1.27 -2.03 -1.57
243310_at --- --- 0 --- -1.70 -2.00 1.09 -1.14 1.11 1.33 -1.38 -1.17 -4.48 -4.79 -2.98 -2.83
243315_at --- --- 0 --- -1.41 -1.37 1.11 1.09 1.23 1.19 1.26 -1.27 -3.08 -1.39 -1.80 -1.49
243325_at --- --- 0 --- 2.48 10.02 -1.68 -1.29 -1.26 1.30 1.82 -2.02 -4.18 -2.36 1.35 -1.58
243329_at --- --- 0 --- -1.03 1.16 -1.06 1.15 1.20 1.24 -1.11 -1.32 -2.25 -2.29 -1.52 -1.41
243333_at --- --- 0 --- -1.48 -1.66 -1.28 1.23 -1.02 1.43 1.84 1.66 -1.01 -1.23 -11.44 -4.21
243350_at --- --- 0 --- -1.13 1.18 -1.06 1.15 -1.13 1.35 2.95 1.75 2.30 1.31 3.60 -1.32
243366_s_at --- --- 0 --- -1.46 -1.56 -1.05 1.11 2.38 1.33 -1.48 1.24 -3.51 -3.22 -2.72 -1.95
243367_at --- --- 0 --- -1.04 1.16 -1.04 1.12 -1.03 1.07 -1.42 1.05 -2.37 -2.62 -2.97 -2.46
243378_at --- --- 0 --- -1.25 -1.23 -1.24 1.13 1.34 -1.18 1.99 1.46 1.42 1.34 1.08 1.44
243381_at --- --- 0 --- 1.75 -2.15 1.76 -1.02 1.96 3.11 1.14 -2.58 2.23 2.88 4.05 8.32
243383_at --- --- 0 --- 1.16 1.08 2.16 2.15 1.13 -1.19 1.10 -1.18 -3.83 -2.03 -2.00 -2.00
243388_at --- --- 0 --- -1.13 -1.06 -1.09 1.24 -1.17 1.02 1.43 1.52 2.19 1.72 1.99 1.45
243397_at --- --- 0 --- -1.07 -1.03 1.08 1.22 -1.06 1.03 -1.42 -1.19 -2.03 -1.43 -3.75 -1.89
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243399_at --- --- 0 --- -1.15 1.53 -4.98 -2.53 1.49 1.38 -3.39 -1.03 -1.38 1.31 -2.35 1.64
243431_at --- --- 0 --- 1.17 -1.01 1.01 1.11 1.03 -1.00 -1.81 -1.29 -1.74 -2.15 -1.98 -4.03
243453_at --- --- 0 --- 1.21 1.45 -1.01 -1.51 -1.09 1.14 1.81 1.09 -1.40 -1.51 1.14 1.04
243455_at --- --- 0 --- 1.30 1.16 1.01 -1.46 -1.11 1.03 -1.03 1.02 -1.85 -1.57 -2.95 -2.05
243461_at --- --- 0 --- 1.04 -1.48 1.01 -1.07 1.13 1.16 -1.57 -1.15 -1.88 -2.23 -1.69 -2.24
243462_s_at --- --- 0 --- 1.07 1.10 1.00 -1.05 1.07 1.08 1.19 1.11 -1.66 -1.98 -1.94 -2.18
243466_at --- --- 0 --- 1.20 1.20 -1.08 -1.20 -1.06 -1.38 -1.17 -1.19 -2.07 -3.66 -2.24 -2.86
243480_at --- --- 0 --- 1.52 -1.17 1.07 -1.02 -1.06 -1.09 -1.31 -1.45 -1.80 -3.46 1.36 1.08
243490_at --- --- 0 --- -1.35 -1.83 1.01 -1.32 1.08 -1.04 -1.61 -1.24 -2.29 -2.30 -2.31 -3.32
243498_at --- --- 0 --- 1.02 1.06 1.00 -1.02 1.41 1.49 1.30 -1.11 -3.14 -1.69 -1.99 -1.90
243509_at --- --- 0 --- 1.64 1.38 -1.07 -1.03 -1.37 -1.18 1.17 -1.16 -1.85 -1.64 -2.39 -3.47
243511_at --- --- 0 --- 1.21 1.77 1.57 1.52 -1.07 1.20 1.05 -1.30 -2.63 -2.14 -1.22 1.15
243512_x_at --- --- 0 --- 1.22 -1.10 1.03 -1.14 1.37 1.33 -1.11 -1.06 -3.70 -2.94 -2.66 -2.91
243515_at --- --- 0 --- -1.56 -1.22 -1.33 -2.90 -1.27 -1.73 1.05 1.15 1.47 1.59 2.16 1.59
243527_at --- --- 0 --- 1.12 -1.19 1.01 -1.03 1.03 1.25 1.10 -1.02 -2.27 -1.65 -1.74 -1.50
243537_at --- --- 0 --- -1.07 -1.17 1.49 -1.35 1.08 1.21 1.52 -1.07 -1.03 1.77 -5.08 -3.81
243543_at --- --- 0 --- -1.07 -1.29 -1.01 -1.06 1.04 1.14 1.10 1.06 2.05 1.98 2.50 3.24
243549_at --- --- 0 --- 1.04 2.00 1.48 1.93 -1.05 1.86 1.27 -1.18 3.28 5.73 -1.24 1.77
243573_at --- --- 0 --- 1.23 1.22 -2.44 -1.70 3.04 2.79 2.27 1.25 2.75 2.20 -3.40 -2.04
243586_at --- --- 0 --- 1.59 1.35 1.18 1.00 1.15 1.13 1.55 1.08 -3.29 -2.84 -1.91 -2.09
243590_at --- --- 0 --- 1.46 -1.08 1.05 1.00 -1.17 -1.29 1.36 -1.06 -2.99 -1.93 -2.87 -1.99
243593_s_at --- --- 0 --- -1.02 -1.70 -1.18 -1.25 1.36 1.11 1.89 1.23 -2.19 -2.32 -2.04 -1.52
243631_at --- --- 0 --- 1.17 1.00 1.02 1.11 1.03 1.14 1.71 1.45 3.22 2.94 3.19 2.22
243635_at --- --- 0 --- -1.25 -1.35 1.23 1.12 -1.33 1.16 -1.26 -1.10 -1.67 -1.53 -1.62 1.37
243636_s_at --- --- 0 --- 13.07 8.48 1.19 1.17 -1.24 -1.26 1.05 1.12 -2.49 -1.42 -5.02 -10.00
243640_x_at --- --- 0 --- 1.49 -1.78 -1.78 -1.61 1.38 -1.60 -1.19 1.17 -1.09 -3.52 1.37 1.00
243646_at --- --- 0 --- 1.06 -1.06 1.10 -1.21 1.19 1.27 1.16 1.22 -2.00 -2.43 -1.44 -1.44
243652_at --- --- 0 --- 1.20 1.22 2.28 4.15 -1.21 -1.52 1.08 -1.80 1.13 2.21 -1.29 1.30
243662_at --- --- 0 --- 1.05 1.12 -1.12 -1.70 1.16 1.08 -1.25 1.14 -1.36 -1.64 -1.95 -1.72
243670_at --- --- 0 --- -1.06 1.27 1.13 1.01 1.43 1.15 -1.28 -1.03 -3.31 -2.89 -3.08 -1.89
243671_at --- --- 0 --- 1.03 -1.05 1.19 1.25 -1.17 1.05 -1.11 1.70 -2.11 -1.61 -1.58 -1.40
243682_at --- --- 0 --- 1.36 1.11 1.20 1.32 1.50 1.38 1.16 -1.15 -1.81 -1.84 -2.32 -1.87
243694_at --- --- 0 --- 1.07 1.13 1.46 1.21 1.47 1.01 -1.15 -1.14 -2.20 -1.42 -1.56 -1.55
243718_at --- --- 0 --- 1.00 1.24 1.08 1.10 1.04 1.07 -1.77 -1.21 -2.73 -2.28 -2.64 -2.45
243723_at --- --- 0 --- -1.92 -2.54 -1.52 -2.56 2.87 1.74 -1.08 1.11 6.24 7.43 8.42 13.19
243730_at --- --- 0 --- 1.24 1.24 -1.10 -1.70 1.02 1.05 1.24 1.12 1.15 1.44 1.80 1.79
243731_at --- --- 0 --- 1.28 -1.00 1.02 -2.48 2.30 3.25 1.97 -1.14 3.61 3.08 -1.18 2.14
243736_at --- --- 0 --- 1.28 -1.30 1.04 1.03 1.25 1.28 -1.26 -1.11 -2.84 -1.92 -2.52 -2.04
243740_at --- --- 0 --- 1.43 1.26 1.13 1.05 1.04 1.23 1.02 1.08 -1.80 -1.82 -1.62 -1.99
243745_at --- --- 0 --- 1.97 2.18 -1.20 -1.13 1.08 1.16 -1.01 1.00 -2.29 -2.49 -2.46 -1.87
243754_at --- --- 0 --- -1.03 -2.11 -1.08 1.53 1.16 -1.14 5.28 4.02 6.76 5.43 2.12 2.27
243778_at --- --- 0 --- -1.44 -3.41 2.45 -1.67 -1.75 -12.20 1.79 2.00 6.75 7.44 -1.98 3.67
243782_at --- --- 0 --- 1.19 1.14 1.23 1.52 -1.40 2.16 1.44 1.39 -6.20 -3.33 -5.18 -3.92
243817_at --- --- 0 --- -1.01 -1.22 1.67 1.83 1.41 1.35 -3.28 -3.92 -1.44 1.21 -1.88 -2.09
243831_at --- --- 0 --- -1.21 1.66 1.01 1.15 -1.09 -1.15 1.00 -1.04 2.51 2.47 4.89 4.66
243847_at --- --- 0 --- 1.42 1.33 1.13 1.76 -1.49 1.18 1.09 1.91 1.14 1.36 1.27 1.18
243848_at --- --- 0 --- 1.04 1.05 1.07 -1.05 1.06 1.06 1.05 1.15 -2.05 -2.61 -2.56 -3.54
243860_at --- --- 0 --- 1.12 -1.06 1.43 -1.30 -1.31 -1.18 -1.08 -1.02 2.13 1.70 -1.10 1.00
243865_x_at --- --- 0 --- -1.52 -2.92 -2.27 -2.26 1.62 2.78 -1.27 -1.34 2.15 -1.98 1.11 2.32
243874_at --- --- 0 --- 1.08 1.02 -1.03 -1.04 1.03 1.05 1.12 -1.12 -1.69 -2.29 -2.36 -1.32
243890_at --- --- 0 --- 1.08 1.25 -1.12 -2.39 1.01 -1.18 -2.00 -1.23 -1.33 -1.75 -2.00 1.86
243907_at --- --- 0 --- 1.38 1.13 1.10 1.05 -1.09 1.00 -1.12 1.06 -1.83 -1.71 -1.54 -1.79
243911_at --- --- 0 --- -1.93 -1.83 1.38 1.33 -1.26 -1.05 -1.28 -1.02 1.01 -1.71 -3.00 -1.60
243915_at --- --- 0 --- 1.43 -1.26 1.89 1.09 1.08 1.20 -1.14 1.08 -1.43 -2.50 -3.20 -2.69
243922_at --- --- 0 --- -1.55 -2.64 7.16 16.11 1.22 -7.31 -1.55 -2.73 -2.42 -1.21 3.13 2.50
243930_x_at --- --- 0 --- 1.63 1.10 -4.79 -2.03 -1.86 1.35 -1.03 -1.81 1.82 1.54 1.69 1.86
243931_at --- --- 0 --- -1.00 1.01 1.05 1.12 1.01 1.01 -1.25 -1.14 -1.08 -1.24 -1.40 -1.45
243936_x_at --- --- 0 --- -2.41 -1.82 -2.34 1.63 1.65 1.13 -2.09 -1.46 -1.03 1.75 -1.01 5.59
243948_at --- --- 0 --- -1.08 -1.01 -1.05 -1.22 -1.01 1.19 -1.30 -1.24 -3.96 -2.92 -2.85 -2.89
243958_at --- --- 0 --- 2.05 1.60 1.21 -1.34 -1.00 1.03 -1.45 1.04 -2.24 -1.63 -3.24 -2.28
243966_at --- --- 0 --- 2.00 1.49 -1.32 -1.15 1.03 -1.23 1.21 1.02 -1.69 -1.10 -1.90 -2.25
243973_at --- --- 0 --- 1.23 1.61 1.02 1.11 1.14 1.10 1.01 1.08 1.09 1.53 1.50 1.57
243992_at --- --- 0 --- 1.43 1.06 1.12 -1.20 1.19 1.23 -1.83 -1.33 -2.72 -1.83 -1.69 -1.72
244000_at --- --- 0 --- -1.02 1.40 -1.23 -1.35 1.10 1.16 1.22 1.18 -2.25 -1.82 -2.00 -1.26
244005_at --- --- 0 --- 1.30 1.01 1.33 1.23 1.02 1.01 1.13 1.02 -2.16 -1.85 -1.48 -1.58
244013_at --- --- 0 --- 1.11 1.04 -1.13 -1.08 -1.01 1.05 -1.06 -1.14 1.22 -1.02 -1.89 -2.73
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244015_at --- --- 0 --- -1.26 1.03 -1.37 -1.31 1.48 1.35 -1.15 -1.32 -2.74 -2.49 -2.03 -1.90
244019_at --- --- 0 --- 1.24 -1.03 -1.19 1.07 1.20 1.37 1.43 -1.14 -5.13 -2.98 -1.13 1.39
244027_at --- --- 0 --- 1.25 1.06 1.05 1.08 -1.42 -1.06 -1.72 -1.29 -5.65 -2.75 -2.27 -1.57
244045_at --- --- 0 --- -1.05 2.00 -1.29 1.09 -2.85 -2.71 -1.17 1.17 1.54 -2.04 1.04 1.13
244053_at --- --- 0 --- 1.69 1.18 1.02 1.16 1.01 1.01 -1.05 1.03 -1.36 -2.19 -2.46 -2.66
244075_at --- --- 0 --- 2.35 -1.04 1.19 1.46 1.46 1.41 1.39 1.10 1.16 1.05 1.61 1.55
244080_at --- --- 0 --- -1.88 -1.08 -1.14 1.61 -1.36 -3.01 1.03 -2.45 -1.58 -2.38 -1.57 -1.11
244091_at --- --- 0 --- -1.09 -1.03 1.10 -1.22 -1.13 -1.17 1.24 1.18 1.64 1.89 -1.32 -1.08
244094_at --- --- 0 --- 1.46 1.72 -1.58 1.34 -1.66 -1.57 2.44 3.23 4.86 10.56 1.32 1.88
244096_at --- --- 0 --- 1.58 1.11 1.58 1.64 1.74 1.23 19.01 8.95 1.35 -1.44 2.25 1.15
244100_at --- --- 0 --- 1.03 -1.08 1.07 -1.06 1.03 1.31 -1.35 1.03 1.05 1.14 -2.09 -1.85
244107_at --- --- 0 --- -2.14 -1.90 -1.11 1.05 -1.98 1.42 1.33 -1.12 -1.43 -2.41 -2.57 -1.50
244114_x_at --- --- 0 --- 1.43 1.30 -1.14 -1.05 1.08 1.35 1.16 -1.02 -1.29 -1.12 -1.57 -1.76
244125_at --- --- 0 --- 1.02 -1.15 1.39 1.50 -1.23 1.10 -1.73 -1.03 -5.15 -4.92 -6.06 -4.72
244145_at --- --- 0 --- 1.04 1.28 -1.00 -1.14 -1.31 -1.24 -1.26 1.05 -2.34 -1.39 -3.04 -1.77
244156_at --- --- 0 --- 1.12 -1.21 1.09 1.19 -1.20 1.25 1.45 1.35 -3.59 -2.35 -10.13 -3.30
244160_at --- --- 0 --- 1.29 1.22 -1.21 -1.07 -1.25 -1.17 -1.08 1.09 2.15 1.65 1.45 1.35
244166_at --- --- 0 --- -1.06 -1.24 -1.16 -1.00 -1.34 -1.28 1.19 1.21 1.06 1.12 -1.65 -1.41
244197_x_at --- --- 0 --- -1.00 1.17 1.23 1.15 1.04 1.09 1.11 1.06 -1.44 -1.52 -1.22 1.04
244204_at --- --- 0 --- 1.36 1.12 -1.04 -1.23 1.12 1.25 -1.35 -1.11 -2.07 -1.42 -1.85 -2.02
244208_at --- --- 0 --- 1.45 1.22 1.06 1.34 1.27 1.06 1.09 -1.09 -1.83 -1.82 -1.65 -1.73
244218_at --- --- 0 --- -2.23 1.35 1.19 1.45 -1.30 1.43 -2.36 1.17 2.63 1.58 3.49 1.69
244219_at --- --- 0 --- 1.80 1.40 1.32 -1.37 -1.65 -1.62 -3.58 -1.54 2.93 2.47 1.33 -1.05
244230_at --- --- 0 --- 1.46 2.02 2.03 2.00 1.20 1.40 4.16 3.19 1.34 2.49 5.67 2.57
244239_at --- --- 0 --- 1.49 1.05 1.16 1.08 1.13 1.10 1.03 1.02 -1.63 -1.42 -1.63 -1.54
244249_at --- --- 0 --- 2.82 1.86 1.54 1.63 1.79 2.00 1.23 1.09 -3.38 -1.95 -2.34 -4.97
244271_at --- --- 0 --- -1.62 1.01 -1.10 -1.01 -1.18 1.36 -1.54 -1.39 -2.08 -2.14 -3.21 -1.89
244277_at --- --- 0 --- 1.27 1.07 -2.44 -1.87 -1.44 -1.27 -1.12 1.15 1.12 -1.21 1.41 1.75
244295_at --- --- 0 --- -1.69 -1.33 1.03 -2.20 5.90 4.24 1.13 -5.51 10.64 2.50 1.19 1.54
244298_at --- --- 0 --- 1.27 1.04 1.26 1.31 -1.19 1.39 1.09 1.15 -2.16 -1.70 -1.82 -1.73
244303_at --- --- 0 --- -1.50 1.51 -1.20 1.21 1.62 2.21 -2.93 -1.30 -2.83 -2.68 -1.09 -3.72
244306_at --- --- 0 --- -2.87 -1.54 2.41 2.73 -1.33 -1.27 1.16 -1.01 2.78 2.46 -1.14 1.13
244312_at --- --- 0 --- -1.05 -1.21 -1.63 -1.75 1.17 1.02 1.34 1.24 -2.42 -2.21 -1.41 -1.46
244314_at --- --- 0 --- 1.48 -2.38 -1.59 -1.05 2.76 1.42 -1.37 -1.40 22.47 14.08 2.55 1.90
244328_x_at --- --- 0 --- 2.53 1.24 -1.36 -2.85 -1.05 -1.79 1.03 -1.24 1.29 1.09 1.36 1.23
244332_at --- --- 0 --- -1.39 -1.22 -1.29 1.21 1.14 1.17 -1.04 1.10 -2.02 -1.99 -2.34 -1.73
244333_at --- --- 0 --- 3.82 -1.10 -5.64 -1.29 -1.86 -2.77 2.37 1.77 -1.01 -3.82 5.48 9.02
244340_x_at --- --- 0 --- 1.39 1.33 1.02 1.29 1.18 1.24 -1.25 -1.06 -1.83 -2.11 -2.71 -2.71
244348_at --- --- 0 --- 1.01 1.45 -1.30 -1.01 1.35 1.00 1.27 1.06 -2.77 -2.49 -1.32 -1.27
244357_at --- --- 0 --- 1.44 1.06 1.04 1.53 -1.31 1.56 -1.23 1.38 -2.67 -1.29 -1.42 1.50
244359_s_at --- --- 0 --- 1.24 1.22 -1.17 -1.13 -1.11 1.11 -1.07 -1.02 -1.18 -1.00 -1.81 -1.99
244362_at --- --- 0 --- 1.12 1.05 1.26 1.59 1.20 1.44 -1.02 -1.06 -1.16 1.05 -1.50 -1.22
244368_x_at --- --- 0 --- -1.06 -1.05 1.02 1.03 -1.22 -1.15 -1.59 -1.61 -2.18 -3.02 -2.85 -2.17
244373_at --- --- 0 --- -1.15 1.00 -1.09 -1.05 1.37 1.47 -1.06 -1.25 -1.36 -1.52 -2.78 -1.75
244387_at --- --- 0 --- 1.14 1.07 -1.09 -1.02 1.06 1.66 1.36 1.10 -2.13 -1.97 -4.26 -4.31
244390_at --- --- 0 --- -1.76 -1.48 1.27 1.11 1.06 1.14 3.44 7.86 1.16 1.54 8.53 2.21
244397_at --- --- 0 --- -1.22 -1.21 -1.16 -1.24 1.12 1.06 1.23 1.22 -2.42 -1.70 -1.39 -1.53
244423_at --- --- 0 --- 1.82 1.47 1.33 1.08 1.01 1.11 1.16 1.05 -2.63 -2.98 -2.07 -2.79
244425_at --- --- 0 --- 2.92 2.06 -1.07 -1.15 1.05 1.06 -1.04 -1.15 -2.37 -2.16 -1.60 -1.26
244426_at --- --- 0 --- -1.31 -1.40 -1.16 -1.52 1.16 1.45 -1.25 -1.28 -1.27 -1.45 -1.35 -1.39
244433_at --- --- 0 --- 1.71 1.43 -1.04 1.24 1.36 1.54 -1.15 1.06 -2.17 -1.69 -2.25 -2.52
244441_at --- --- 0 --- 1.22 1.19 1.02 -1.00 1.01 1.01 -1.19 -1.21 -1.25 1.32 -2.54 -3.12
244464_at --- --- 0 --- 1.34 -1.36 -1.03 -1.13 1.08 -1.04 1.10 -1.14 -1.39 -2.15 -1.45 -2.42
244465_at --- --- 0 --- 3.95 1.41 1.76 1.19 -3.14 -1.99 9.70 3.72 6.48 3.85 4.79 3.21
244474_at --- --- 0 --- 1.38 1.37 -1.12 1.36 1.24 1.40 -1.18 -1.01 -2.39 -2.03 -1.83 -1.66
244475_at --- --- 0 --- 1.48 1.34 1.50 2.04 -3.83 -1.61 1.09 1.23 -2.48 -1.67 -1.04 -3.17
244484_at --- --- 0 --- -2.16 -1.09 -1.09 -1.63 -1.96 -2.46 -2.18 -1.34 -1.20 1.22 4.65 3.74
244491_at --- --- 0 --- -3.23 -2.74 2.21 1.24 1.15 -2.33 1.17 1.61 2.35 1.45 2.18 2.77
244514_at --- --- 0 --- 1.00 -1.02 1.07 1.04 -1.08 -1.05 -1.21 1.09 1.40 1.31 1.03 1.07
244524_at --- --- 0 --- 3.00 2.50 -1.05 1.45 2.78 2.07 1.27 1.39 1.28 -1.07 2.80 2.34
244528_at --- --- 0 --- 1.91 1.24 1.23 -2.17 2.40 2.04 -1.77 -1.04 1.08 1.00 -1.12 -2.58
244532_x_at --- --- 0 --- 1.59 1.57 1.01 -1.12 -1.20 -1.06 1.07 -1.07 -1.32 -1.12 -1.43 -1.89
244534_at --- --- 0 --- 1.27 1.22 -1.02 1.19 1.19 1.20 -1.06 1.24 -1.85 -1.72 -2.34 -1.66
244535_at --- --- 0 --- 1.34 1.43 1.59 1.61 1.65 1.81 -1.10 -1.26 -1.59 -1.46 -2.32 -7.92
244559_at --- --- 0 --- 1.23 1.33 -1.00 -1.11 -1.01 1.18 -1.10 1.10 -1.58 -1.55 -2.02 -2.14
244579_at --- --- 0 --- 1.14 -1.10 1.03 -1.29 1.13 1.56 -1.24 -1.24 -2.19 -1.85 -2.88 -2.48
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244596_at --- --- 0 --- -1.19 -1.55 1.58 -1.14 -1.10 -1.14 1.14 -1.36 1.25 1.30 1.68 2.08
244597_at --- --- 0 --- 1.26 1.38 -1.07 1.05 -1.15 1.30 -1.11 -1.14 -1.78 -1.90 -1.99 -1.18
244636_at --- --- 0 --- 2.58 1.80 1.88 2.19 -1.13 -1.24 -1.41 -1.43 -2.40 -1.35 -3.05 -2.68
244639_at --- --- 0 --- -1.39 1.35 1.29 -1.63 -1.25 -1.23 1.38 2.79 4.53 4.29 -2.20 1.04
244647_at --- --- 0 --- -1.09 1.08 1.00 -1.01 -1.02 -1.11 -1.08 1.02 -1.68 -1.49 -1.40 -1.35
244663_at --- --- 0 --- 1.30 1.13 1.01 1.02 -1.46 1.05 -1.62 -1.21 -2.12 -2.74 -2.52 -2.61
244684_at --- --- 0 --- -1.06 -1.25 1.44 1.54 -1.07 1.73 1.17 1.19 -1.92 -1.63 -1.34 1.18
244690_at --- --- 0 --- 1.91 1.52 1.24 -1.47 -2.07 -1.25 -1.53 1.38 -4.47 -5.89 -1.22 -2.74
244693_at --- --- 0 --- 1.18 1.24 1.40 1.39 1.19 1.26 -1.45 -1.24 -1.26 -1.62 -2.93 -3.31
244711_at --- --- 0 --- -2.22 -1.04 -1.13 1.07 1.14 1.09 1.53 1.42 -5.98 -2.18 -6.07 -4.20
244726_at --- --- 0 --- 1.59 1.35 1.12 -1.01 1.61 1.05 -1.85 -1.96 -3.18 -1.77 -3.83 -4.24
244732_at --- --- 0 --- -1.04 1.05 -1.12 -1.10 -1.24 -1.43 1.08 1.08 -1.75 -1.63 -2.19 -1.99
244749_at --- --- 0 --- 1.15 -1.14 1.36 -1.01 -1.45 1.02 1.35 1.06 -2.15 -2.17 -1.58 -1.81
244754_at --- --- 0 --- -1.18 -1.39 1.35 1.43 1.15 -1.02 1.34 1.31 -1.47 -3.87 -1.68 -1.53
244757_at --- --- 0 --- -1.41 -1.01 1.50 1.53 1.48 1.11 1.22 1.08 -2.25 -2.50 -1.51 -1.12
244773_at --- --- 0 --- -3.46 1.75 -1.43 -1.85 -1.45 1.03 -1.17 -1.05 3.62 2.83 1.63 2.14
244813_at --- --- 0 --- -7.00 -1.19 -1.07 -1.38 -1.66 -3.95 -1.44 -1.20 1.95 2.72 -2.51 -2.56
244821_at --- --- 0 --- 1.13 2.09 -1.42 -1.45 -1.73 -1.73 -1.53 -1.48 1.20 1.67 1.19 -2.92
244826_at --- --- 0 --- 1.46 1.58 1.25 -1.17 1.65 1.51 -1.02 1.08 -2.67 -2.80 -1.76 -1.66
244838_at --- --- 0 --- -1.04 -1.27 1.61 2.51 1.08 1.16 2.28 1.37 1.46 -1.11 -2.02 -1.24
244845_at --- --- 0 --- -1.04 -1.10 -1.28 1.03 1.27 1.40 -1.07 1.26 -3.84 -3.29 -1.87 -2.49
244855_at --- --- 0 --- 1.27 1.11 1.31 1.37 1.48 1.02 -1.09 1.06 3.06 2.92 1.53 1.25
244856_at --- --- 0 --- 1.08 1.17 1.01 -1.07 1.36 1.14 -1.04 -1.14 -2.74 -3.31 -1.89 -1.64
244878_at --- --- 0 --- 3.24 1.74 2.94 1.81 -1.44 1.00 -1.71 -1.12 7.30 7.16 -1.03 1.00
31799_at --- --- 0 --- -1.08 -1.01 1.12 1.16 1.06 1.17 -1.17 -1.04 1.12 1.22 1.15 1.39
91682_at --- --- 0 --- 1.09 1.19 -1.09 -1.17 1.06 1.24 -1.31 1.26 2.09 1.96 2.16 1.88
ZACN zinc activated ligand-gated ichr17q25.3  transport --- -1.04 -1.17 -1.11 1.20 -1.26 -1.20 -1.27 -1.25 -1.24 -1.24 -1.63 -1.34
ZADH2 zinc binding alcohol dehydrchr18q22.3  oxidation-reduction process --- 1.18 1.29 1.16 1.14 -1.04 1.06 -1.01 1.12 -1.18 -1.23 -1.39 -1.37
ZADH2 zinc binding alcohol dehydrchr18q22.3 0 --- -1.16 -1.03 1.08 -1.06 1.07 -1.01 1.25 1.02 1.69 1.96 1.46 1.51
ZADH2 zinc binding alcohol dehydrchr18q22.3  oxidation-reduction process --- 1.10 1.07 1.01 1.02 1.02 1.06 1.10 1.15 1.01 1.27 1.02 1.06
ZAK sterile alpha motif and leucichr2q24.2  cell cycle checkpoint --- 1.01 -1.01 -1.03 1.12 1.02 1.10 -1.00 -1.09 1.60 1.60 1.35 1.54
ZAK sterile alpha motif and leucichr2q24.2  cell cycle checkpoint --- -1.09 -1.03 1.06 -1.02 -1.05 1.06 1.06 -1.01 1.34 1.76 1.51 1.67
ZAK sterile alpha motif and leucichr2q24.2  cell cycle checkpoint --- 1.31 1.15 -1.01 -1.09 -1.10 -1.00 -1.15 -1.14 1.46 1.39 1.33 1.14
ZAK sterile alpha motif and leucichr2q24.2  cell cycle checkpoint --- -1.07 -1.14 -1.03 -1.01 1.16 -1.09 -1.01 1.04 1.21 1.22 1.30 1.42
ZAK sterile alpha motif and leucichr2q24.2  cell cycle checkpoint --- 1.10 -1.03 1.06 -1.09 -1.06 1.03 -1.16 -1.20 1.19 1.14 1.54 1.43
ZAK sterile alpha motif and leucichr2q24.2  cell cycle checkpoint --- -1.12 -1.50 1.39 1.16 1.38 1.37 1.25 -1.03 3.19 2.77 1.82 2.02
ZAK sterile alpha motif and leucichr2q24.2  cell cycle checkpoint --- 1.05 1.06 1.17 1.02 1.09 1.23 1.06 -1.03 1.38 1.55 1.25 1.07
ZAP70 zeta-chain (TCR) associatedchr2q12  adaptive immune response Inflammatory_Response_Pathway // GenMA -3.06 -1.92 1.25 -1.06 1.45 1.18 1.31 3.60 5.10 2.09 -3.44 -3.80
ZBED1 zinc finger, BED-type contachrXp22.33;Yp11 0 --- -1.08 -1.04 1.07 -1.29 -1.09 -1.17 -1.08 1.04 -1.27 -1.30 -1.08 -1.37
ZBED2 zinc finger, BED-type contachr3q13.2 0 --- -1.13 1.10 1.18 1.46 -1.10 -1.00 -1.26 1.05 -2.08 -2.67 -5.21 -4.95
ZBED3 zinc finger, BED-type contachr5q13.3  negative regulation of protein phosphoryl--- 1.10 -1.08 1.37 1.73 -1.15 -1.16 -1.00 -1.03 -1.02 -1.14 -1.74 -1.87
ZBED3 zinc finger, BED-type contachr5q13.3  negative regulation of protein phosphoryl--- 1.11 1.03 -1.08 1.03 -1.05 1.15 -1.43 -1.18 -2.22 -1.78 -2.07 -1.94
ZBED5 zinc finger, BED-type contachr11p15.3 0 --- -1.04 -1.07 1.03 1.19 1.08 -1.04 -1.01 1.02 -1.50 -1.53 -1.44 -1.33
ZBED5-AS1 ZBED5 antisense RNA 1 chr11p15.3 0 --- 1.23 1.24 1.20 -1.15 1.04 -1.11 -1.39 -1.01 -3.30 -2.51 -3.89 -3.25
ZBED6CL ZBED6 C-terminal like chr7q36.1 0 --- -1.04 -1.06 1.13 1.01 1.02 1.06 -1.17 -1.03 -1.82 -1.55 -1.12 -1.19
ZBTB1 zinc finger and BTB domainchr14q23.3  transcription, DNA-dependent --- 1.10 -1.14 1.08 -1.45 -1.17 1.36 -1.44 -1.07 -1.79 -1.81 -1.43 -1.84
ZBTB1 zinc finger and BTB domainchr14q23.3  transcription, DNA-dependent --- 1.93 1.61 1.31 1.01 1.10 1.32 -1.07 -1.05 -1.97 -2.60 -2.93 -4.56
ZBTB10 zinc finger and BTB domainchr8q13-q21.1  negative regulation of transcription from --- -1.20 1.39 -1.05 1.28 1.53 1.42 -1.06 1.06 -2.35 -1.11 3.33 2.57
ZBTB10 zinc finger and BTB domainchr8q13-q21.1  negative regulation of transcription from --- -1.75 -1.68 -2.80 1.07 -4.97 -3.92 -1.41 1.04 -1.18 1.32 4.46 4.79
ZBTB10 zinc finger and BTB domainchr8q13-q21.1  negative regulation of transcription from --- -2.56 -1.11 -1.25 -1.32 -1.44 -1.07 -1.40 -2.60 2.38 1.19 5.01 5.47
ZBTB11 zinc finger and BTB domainchr3q12.3  transcription, DNA-dependent --- 1.04 1.06 -1.02 -1.07 -1.14 -1.03 -1.03 -1.04 1.04 1.27 1.32 1.20
ZBTB11 zinc finger and BTB domainchr3q12.3  transcription, DNA-dependent --- 1.43 1.29 1.21 -1.14 1.56 1.36 -1.01 -1.23 1.88 1.18 1.46 1.23
ZBTB11-AS1 ZBTB11 antisense RNA 1 chr3q12.3 0 --- 1.47 1.56 1.30 1.10 -1.60 -1.08 -1.34 -1.06 -4.97 -5.20 -5.50 -3.31
ZBTB11-AS1 ZBTB11 antisense RNA 1 chr3q12.3 0 --- 1.04 1.12 -1.02 -1.04 -1.11 -1.17 -1.07 1.03 -1.55 -1.39 -2.55 -1.73
ZBTB17 zinc finger and BTB domainchr1p36.13  gastrulation with mouth forming second --- 1.23 -1.10 1.21 1.20 1.34 1.17 1.65 1.37 1.79 1.60 1.88 2.14
ZBTB18 zinc finger and BTB domainchr1q44-qter  negative regulation of transcription from --- 1.30 1.16 1.27 -1.47 -1.85 1.03 2.29 3.19 3.21 2.08 -1.04 -1.46
ZBTB20 zinc finger and BTB domainchr3q13.2  negative regulation of transcription from --- -1.52 -1.22 1.19 -1.05 -1.12 1.44 -1.52 -1.03 -1.61 1.02 -1.51 -2.14
ZBTB20 zinc finger and BTB domainchr3q13.2  negative regulation of transcription from --- 2.40 -1.75 1.82 2.22 -1.87 -1.36 -3.06 -1.59 -1.45 -3.76 2.09 1.69
ZBTB20 zinc finger and BTB domainchr3q13.2  negative regulation of transcription from --- 1.28 1.33 1.24 1.09 -1.02 -1.11 1.05 -1.14 -2.99 -3.20 -3.33 -3.36
ZBTB21 zinc finger and BTB domainchr21q22.3  transcription, DNA-dependent --- 1.18 1.15 1.09 -1.01 1.09 1.13 1.01 -1.02 1.61 1.78 2.64 2.21
ZBTB21 zinc finger and BTB domainchr21q22.3  transcription, DNA-dependent --- 1.43 1.38 1.06 -1.11 -1.20 -1.01 1.01 -1.14 1.39 1.26 2.12 1.55
ZBTB24 zinc finger and BTB domainchr6q21  transcription, DNA-dependent --- -1.01 1.01 -1.09 1.34 -1.05 1.12 1.19 1.32 3.37 2.54 2.72 2.04
ZBTB24 zinc finger and BTB domainchr6q21  transcription, DNA-dependent --- 1.08 1.06 -1.01 1.33 1.02 -1.12 1.33 1.13 2.91 1.80 2.48 1.94
ZBTB24 zinc finger and BTB domainchr6q21  transcription, DNA-dependent --- 1.04 -1.19 1.07 1.17 1.08 1.04 -1.23 -1.06 -2.09 -1.90 -1.32 -1.33
ZBTB26 zinc finger and BTB domainchr9q33.2  transcription, DNA-dependent --- 1.10 1.02 -1.14 -1.08 -1.02 1.14 -1.21 -1.06 -2.53 -1.79 -2.76 -2.87
ZBTB26 zinc finger and BTB domainchr9q33.2  transcription, DNA-dependent --- 1.02 -1.15 -1.23 -1.23 1.30 1.10 1.40 1.16 -2.03 -2.03 -1.06 -1.05
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ZBTB33 zinc finger and BTB domainchrXq23  transcription, DNA-dependent --- -1.03 1.04 1.07 1.05 1.02 1.05 -1.00 1.06 -1.11 -1.04 -1.16 -1.12
ZBTB39 zinc finger and BTB domainchr12q13.3  transcription, DNA-dependent --- 1.18 1.15 1.04 -1.05 -1.34 1.26 -1.64 -1.44 -1.93 -1.55 -1.34 -1.47
ZBTB4 zinc finger and BTB domainchr17p13.1  transcription, DNA-dependent --- -1.03 -1.00 -1.07 -1.05 -1.05 1.03 -1.04 -1.02 -1.11 1.03 -1.12 -1.04
ZBTB40 zinc finger and BTB domainchr1p36  transcription, DNA-dependent --- 1.02 -1.14 1.14 -1.02 -1.18 -1.28 1.29 1.13 -1.26 -1.57 1.24 1.25
ZBTB40 zinc finger and BTB domainchr1p36  transcription, DNA-dependent --- -1.04 -1.10 1.06 1.16 1.05 -1.04 1.18 1.13 1.02 -1.09 1.21 1.26
ZBTB44 zinc finger and BTB domainchr11q24.3  transcription, DNA-dependent --- -1.06 -1.07 -1.01 1.02 1.11 1.13 -1.16 -1.04 -1.66 -1.58 -1.34 -1.41
ZBTB44 zinc finger and BTB domainchr11q24.3  transcription, DNA-dependent --- -1.14 -1.17 1.09 1.12 -1.04 -1.07 -1.10 -1.10 -1.61 -1.32 -1.13 -1.05
ZBTB44 zinc finger and BTB domainchr11q24.3  transcription, DNA-dependent --- 1.08 1.01 1.05 1.04 -1.01 1.01 -1.20 -1.08 -2.42 -1.79 -2.10 -1.85
ZBTB44 zinc finger and BTB domainchr11q24.3  transcription, DNA-dependent --- 1.25 1.15 -1.28 -1.60 1.04 1.09 1.08 1.21 -2.40 -3.01 -3.13 -2.73
ZBTB44 zinc finger and BTB domainchr11q24.3  transcription, DNA-dependent --- 1.50 1.29 1.01 1.20 1.11 1.27 1.45 1.07 -1.33 1.18 1.05 1.44
ZBTB45 zinc finger and BTB domainchr19q13.43  transcription, DNA-dependent --- -1.03 -1.05 -1.11 1.17 -1.31 -1.27 -1.05 1.21 -1.45 -1.72 -1.75 -1.69
ZBTB47 zinc finger and BTB domainchr3p22.1  transcription, DNA-dependent --- -1.27 -1.22 1.12 1.28 1.22 1.19 -1.04 1.18 -1.15 -1.33 -1.20 -1.31
ZBTB47 zinc finger and BTB domainchr3p22.1  transcription, DNA-dependent --- 1.10 -1.03 1.21 1.13 -1.08 1.11 -1.28 1.20 -1.67 -1.59 -1.28 1.01
ZBTB47 zinc finger and BTB domainchr3p22.1  transcription, DNA-dependent --- 1.01 -1.19 -1.04 1.11 1.01 1.11 -1.11 1.06 -1.34 -1.22 -1.60 -1.25
ZBTB5 zinc finger and BTB domainchr9p13.2  transcription, DNA-dependent --- -1.06 -1.02 1.05 -1.14 1.04 -1.01 1.14 1.18 -1.22 -1.06 1.49 1.75
ZBTB6 zinc finger and BTB domainchr9q33.2  transcription, DNA-dependent --- 1.21 1.01 1.21 1.09 -1.02 -1.02 -1.07 -1.11 -1.28 1.07 1.56 -1.15
ZBTB7A zinc finger and BTB domainchr19p13.3  negative regulation of transcription from --- -1.05 -1.02 1.06 -1.00 -1.00 -1.05 1.02 1.00 1.36 1.19 1.19 1.12
ZBTB7A zinc finger and BTB domainchr19p13.3  negative regulation of transcription from --- -1.17 1.68 -1.15 -1.14 -1.56 -1.21 -1.30 -1.41 1.79 1.58 -1.18 -1.41
ZBTB7A zinc finger and BTB domainchr19p13.3  negative regulation of transcription from --- 1.06 1.03 1.07 -1.34 1.21 1.18 -1.09 -1.14 1.34 1.18 1.16 1.04
ZBTB7A zinc finger and BTB domainchr19p13.3  negative regulation of transcription from --- 1.10 1.13 1.17 1.06 -1.09 -1.02 -1.34 -1.18 1.15 1.09 1.22 1.09
ZBTB7B zinc finger and BTB domainchr1q21.3  transcription, DNA-dependent --- 1.29 1.01 -1.00 -1.07 -1.01 1.18 1.06 -1.17 1.74 1.51 1.20 1.19
ZBTB7C zinc finger and BTB domainchr18q21.1 0 --- -1.08 -1.08 1.03 1.00 1.10 -1.02 1.15 1.05 1.56 1.42 1.43 1.42
ZC2HC1A zinc finger, C2HC-type con chr8q21.12 0 --- 1.23 1.21 1.02 -1.19 -1.13 1.10 -1.38 -1.01 -2.27 -1.76 -1.94 -2.28
ZC2HC1A zinc finger, C2HC-type con chr8q21.12 0 --- -1.14 -1.03 1.18 1.06 1.28 1.13 -1.04 -1.08 -1.87 -1.63 -1.32 -1.38
ZC2HC1B zinc finger, C2HC-type con chr6q24.2 0 --- 6.94 2.34 -2.77 -2.67 -2.62 1.16 1.36 1.35 -1.26 -5.51 -5.72 -1.21
ZC3H12A zinc finger CCCH-type contchr1p34.3  angiogenesis --- 1.34 -1.10 1.10 1.17 -1.10 -1.03 -1.00 1.23 2.83 2.11 2.41 1.84
ZC3H12B zinc finger CCCH-type contchrXq12  nucleic acid phosphodiester bond hydroly--- 1.29 1.35 1.30 1.23 1.15 1.62 1.00 -1.31 -2.89 -1.74 -1.61 -2.25
ZC3H12C zinc finger CCCH-type contchr11q22.3  nucleic acid phosphodiester bond hydroly--- 3.21 -1.15 -1.74 -1.15 1.30 -1.61 1.73 3.25 2.62 2.28 2.44 1.38
ZC3H12D zinc finger CCCH-type contchr6q25.1  negative regulation of cell growth --- 1.44 1.82 1.49 1.30 2.13 1.54 1.17 1.51 -2.43 -2.22 -3.30 -2.51
ZC3H14 zinc finger CCCH-type contchr14q31.3 0 --- 1.11 1.18 1.09 -1.00 1.12 1.06 -1.32 -1.12 -3.01 -3.06 -2.88 -3.36
ZC3H14 zinc finger CCCH-type contchr14q31.3 0 --- 1.03 -1.01 1.01 1.07 -1.01 1.01 1.04 -1.05 -1.38 -1.50 -1.44 -1.27
ZC3H14 zinc finger CCCH-type contchr14q31.3 0 --- 1.03 1.06 1.08 -1.01 -1.00 1.14 -1.44 -1.22 -3.22 -2.33 -2.57 -2.89
ZC3H18 zinc finger CCCH-type contchr16q24.2 0 --- -1.07 -1.05 1.00 1.00 1.07 1.01 1.04 1.06 1.05 -1.01 1.15 1.14
ZC3H4 zinc finger CCCH-type contchr19q13.32 0 --- -1.05 -1.06 -1.11 -1.08 -1.05 -1.05 -1.10 -1.05 -1.58 -1.70 -1.25 -1.32
ZC3H6 zinc finger CCCH-type contchr2q13 0 --- 1.13 1.16 1.26 2.07 1.56 1.34 1.33 1.37 1.33 1.42 1.32 1.34
ZC3H8 zinc finger CCCH-type contchr2q13  transcription, DNA-dependent --- 1.34 1.31 1.08 1.07 -1.05 1.00 -1.07 1.01 -1.31 -1.43 1.48 1.34
ZC3HAV1 zinc finger CCCH-type, ant chr7q34  response to virus --- 1.23 1.09 1.16 1.06 1.05 1.28 1.95 1.59 2.43 1.91 1.40 1.30
ZC3HAV1L zinc finger CCCH-type, ant chr7q34 0 --- 1.48 1.19 1.30 1.03 1.03 1.34 -1.16 -1.17 -1.20 -1.28 2.08 1.38
ZC3HAV1L zinc finger CCCH-type, ant chr7q34 0 --- 1.19 1.24 -1.17 -1.27 -1.30 -1.01 -1.46 -1.23 -1.78 -1.22 -1.44 -1.28
ZCCHC11 zinc finger, CCHC domain chr1p32.3  cytokine production --- 1.32 1.42 1.07 1.05 1.14 1.14 -1.04 1.08 -1.69 -1.52 -1.00 -1.60
ZCCHC14 zinc finger, CCHC domain chr16q24.2  cell communication --- 1.79 1.83 -1.33 2.74 -1.86 -1.61 -4.26 -1.52 4.83 3.72 1.48 1.78
ZCCHC14 zinc finger, CCHC domain chr16q24.2  cell communication --- 1.21 1.13 -1.17 1.18 -1.09 1.04 1.15 1.36 1.68 1.40 1.95 1.40
ZCCHC17 zinc finger, CCHC domain chr1p35.2 0 --- -1.08 -1.07 1.03 1.00 1.02 -1.01 1.00 -1.02 -1.11 1.01 1.14 1.17
ZCCHC17 zinc finger, CCHC domain chr1p35.2 0 --- -1.04 -1.00 1.01 -1.03 1.11 -1.00 1.05 -1.01 1.24 1.10 1.26 1.22
ZCCHC18 zinc finger, CCHC domain chrXq22.2 0 --- 2.18 1.23 1.44 1.35 1.75 1.14 -1.69 -1.96 -1.14 -1.39 -3.54 -2.98
ZCCHC2 zinc finger, CCHC domain chr18q21.33  cell communication --- 1.15 1.10 1.12 1.54 1.23 1.22 2.72 1.73 2.40 1.79 -1.08 1.01
ZCCHC24 zinc finger, CCHC domain chr10q22.3 0 --- -1.18 -1.21 1.12 1.13 1.23 1.01 -1.14 1.06 -1.37 -1.52 -1.85 -1.52
ZCCHC24 zinc finger, CCHC domain chr10q22.3 0 --- 1.14 1.16 1.12 1.04 1.11 1.08 -1.24 1.04 -1.62 -1.61 -1.74 -1.69
ZCCHC3 zinc finger, CCHC domain chr20p13-p12.2 0 --- 1.13 1.13 -1.15 -1.10 -1.27 -1.00 -1.10 1.11 -1.71 -1.30 -1.58 -1.78
ZCCHC4 zinc finger, CCHC domain chr4p15.2  methylation --- 1.11 -1.80 1.26 -1.03 -1.48 -1.07 -1.07 1.36 1.06 -1.03 1.43 1.21
ZCCHC4 zinc finger, CCHC domain chr4p15.2  methylation --- 1.04 -1.06 -1.05 -1.29 1.21 1.11 -1.60 -1.28 -1.69 -1.06 1.13 1.18
ZCCHC6 zinc finger, CCHC domain chr9q21  RNA 3'-end processing --- 1.12 1.01 1.36 1.41 1.25 -1.03 1.17 -1.08 2.68 1.83 1.16 1.09
ZCCHC7 zinc finger, CCHC domain chr9p13.2 0 --- 1.02 1.09 1.16 1.10 1.14 1.19 1.13 1.15 -1.03 -1.08 1.72 1.55
ZCCHC7 zinc finger, CCHC domain chr9p13.2 0 --- -1.04 1.25 1.14 -1.05 1.10 1.00 1.29 1.50 -1.10 -1.00 1.51 1.22
ZCCHC7 zinc finger, CCHC domain chr9p13.2 0 --- 1.61 1.71 1.29 1.22 1.43 1.46 -1.15 -1.82 -1.68 -2.27 -1.91 -1.89
ZCCHC8 zinc finger, CCHC domain chr12q24.31  mRNA splicing, via spliceosome --- 1.34 -1.06 1.16 -1.00 -1.25 -1.06 1.05 1.01 -2.80 -2.27 -1.44 -1.50
ZCCHC8 zinc finger, CCHC domain chr12q24.31  mRNA splicing, via spliceosome --- 1.04 -1.03 -1.02 -1.07 -1.03 1.15 -1.20 -1.04 -1.52 -1.69 -1.29 -1.27
ZCWPW1 zinc finger, CW type with Pchr7q22.1 0 --- -1.27 -1.40 -1.45 -1.43 1.25 1.20 1.25 1.53 -1.29 -1.27 -1.17 1.12
ZCWPW2 zinc finger, CW type with Pchr3p24.1 0 --- 5.64 4.53 -1.81 1.31 -2.01 -1.35 3.27 -1.05 -1.35 1.26 -1.54 1.44
ZDHHC11 zinc finger, DHHC-type conchr5p15.33 0 --- 1.25 -2.19 1.20 -1.63 1.21 -1.27 1.09 -1.08 1.98 1.04 2.52 1.92
ZDHHC13 zinc finger, DHHC-type conchr11p15.1  transport --- 1.37 1.37 1.15 -1.05 -1.11 -1.10 -1.13 -1.11 -1.91 -1.79 -1.80 -2.79
ZDHHC13 zinc finger, DHHC-type conchr11p15.1  transport --- 1.03 1.31 -1.38 -1.09 -1.21 1.38 -1.31 -1.75 -2.52 -1.60 -2.70 -3.48
ZDHHC14 zinc finger, DHHC-type conchr6q25.3 0 --- 1.11 1.02 1.41 1.16 -1.14 -1.16 1.46 1.57 -1.77 -1.75 -1.53 -1.46
ZDHHC14 zinc finger, DHHC-type conchr6q25.3 0 --- -1.05 -1.14 1.06 1.03 -1.07 -1.26 -1.09 -1.10 -1.43 -2.03 -1.69 -1.58
ZDHHC16 zinc finger, DHHC-type conchr10q24.1  apoptotic process --- 1.01 -1.03 -1.08 1.09 1.05 1.01 -1.03 -1.05 -1.34 -1.40 -1.42 -1.20
ZDHHC17 zinc finger, DHHC-type conchr12q21.2  transport --- 1.13 1.06 -1.01 -1.03 -1.09 1.03 -1.22 -1.11 -1.83 -1.60 -1.66 -1.79
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ZDHHC2 zinc finger, DHHC-type conchr8p22  multicellular organismal development --- 1.13 1.07 -1.01 1.10 -1.01 1.18 -1.33 -1.13 -1.58 -1.43 -1.51 -1.83
ZDHHC2 zinc finger, DHHC-type conchr8p22  multicellular organismal development --- -1.01 -1.14 1.12 -1.04 -1.07 -1.12 -1.24 -1.29 -2.64 -1.76 -2.36 -3.39
ZDHHC2 zinc finger, DHHC-type conchr8p22  multicellular organismal development --- -1.08 -1.01 -1.02 -1.07 1.03 -1.00 1.13 -1.03 1.17 1.17 1.27 1.28
ZDHHC21 zinc finger, DHHC-type conchr9p22.3  hair follicle development --- -1.02 1.40 1.63 1.36 1.11 -1.01 1.15 -1.25 -2.17 -1.25 1.19 -1.13
ZDHHC21 zinc finger, DHHC-type conchr9p22.3  hair follicle development --- 1.99 1.13 1.24 1.19 2.58 2.60 -1.09 1.13 -1.60 -2.61 -1.51 -1.78
ZDHHC21 zinc finger, DHHC-type conchr9p22.3  hair follicle development --- -1.15 -1.08 1.10 1.07 1.04 1.07 1.02 -1.02 -1.89 -2.18 -2.25 -2.47
ZDHHC23 zinc finger, DHHC-type conchr3q13.31  protein palmitoylation --- 1.01 1.15 1.24 1.21 1.04 -1.05 -1.02 1.11 -1.46 -1.27 -1.31 -1.34
ZDHHC24 zinc finger, DHHC-type conchr11q13.2 0 --- 1.06 -1.02 1.02 1.19 -1.14 -1.22 1.30 1.33 1.37 1.25 1.37 1.28
ZDHHC3 zinc finger, DHHC-type conchr3p21.31  protein targeting --- 1.11 1.10 1.00 -1.01 -1.05 1.02 1.09 -1.06 1.32 1.19 1.49 1.42
ZDHHC3 zinc finger, DHHC-type conchr3p21.31  protein targeting --- -1.07 -1.04 1.05 -1.02 1.14 -1.01 1.11 -1.04 -1.58 -1.40 -1.40 -1.49
ZDHHC3 zinc finger, DHHC-type conchr3p21.31  protein targeting --- -1.16 -1.02 -1.04 -1.07 -1.10 -1.24 1.01 1.18 1.45 1.33 1.51 1.39
ZDHHC4 zinc finger, DHHC-type conchr7p22.1  oxidation-reduction process --- 1.02 1.16 3.12 3.68 1.00 -1.19 1.28 1.17 -1.97 -1.52 -1.55 -1.47
ZDHHC4 zinc finger, DHHC-type conchr7p22.1  oxidation-reduction process --- -1.02 1.01 1.03 1.10 -1.01 1.02 1.04 1.04 -1.23 -1.18 1.05 1.09
ZDHHC6 zinc finger, DHHC-type conchr10q25.2 0 --- 1.04 1.03 -1.02 1.01 1.03 1.02 -1.22 -1.14 -1.45 -1.46 -1.56 -1.52
ZDHHC8 zinc finger, DHHC-type conchr22q11.21  multicellular organismal development --- 2.95 4.79 -1.62 -4.69 1.19 -1.22 2.67 2.01 2.08 1.61 1.17 1.18
ZDHHC9 zinc finger, DHHC-type conchrXq26.1 0 --- -1.02 -1.04 -1.01 -1.07 1.02 1.07 -1.11 -1.12 -1.12 1.19 1.21 1.22
ZEB2 zinc finger E-box binding h chr2q22.3  neural crest cell migration TGF_Beta_Signaling_Pathway // GenMAPP -1.16 -1.16 -1.17 1.08 -1.11 1.37 2.22 2.26 1.11 1.46 1.41 1.28
ZER1 zyg-11 related, cell cycle re chr9q34.11  ATP hydrolysis coupled proton transport --- -1.12 -1.14 -1.02 1.08 -1.04 1.02 1.02 1.02 -1.09 -1.11 -1.33 1.02
ZFAND2A zinc finger, AN1-type domachr7p22.3 0 --- -1.08 -1.12 -1.01 1.06 1.10 -1.10 1.31 1.33 1.85 1.16 1.82 1.61
ZFAND2B zinc finger, AN1-type domachr2q35 0 --- -1.00 -1.08 -1.09 1.08 -1.01 -1.00 1.25 1.09 1.68 1.63 1.46 1.50
ZFAND3 zinc finger, AN1-type domachr6pter-p22.3 0 --- -1.15 -1.09 1.05 -1.13 1.11 -1.05 1.14 1.02 1.15 -1.07 1.28 1.17
ZFAND3 zinc finger, AN1-type domachr6pter-p22.3 0 --- -1.06 -1.28 -1.09 -1.05 -1.00 -1.14 1.20 1.00 1.52 1.29 1.58 1.61
ZFAND4 zinc finger, AN1-type domachr10q11.22 0 --- 1.03 1.06 -1.14 -1.18 1.23 1.04 -1.84 -1.29 -1.54 -1.13 -2.03 -2.27
ZFAND5 zinc finger, AN1-type domachr9q13-q21  in utero embryonic development --- 1.13 1.12 1.16 1.18 -1.10 -1.04 1.08 1.05 2.02 1.55 3.00 2.45
ZFAND5 zinc finger, AN1-type domachr9q13-q21  in utero embryonic development --- 1.14 1.19 -1.05 -1.02 -1.07 1.01 -1.20 -1.17 -1.29 -1.32 -1.11 -1.27
ZFAND5 zinc finger, AN1-type domachr9q13-q21  in utero embryonic development --- 1.03 1.02 1.14 1.10 1.29 1.39 1.16 1.20 1.45 1.16 1.91 1.66
ZFAND6 zinc finger, AN1-type domachr15q25.1  protein targeting to peroxisome --- 1.22 1.30 1.18 -1.06 1.15 1.28 1.01 -1.08 -1.38 -1.72 -1.33 -1.64
ZFAS1 ZNFX1 antisense RNA 1 chr20q13.13 0 --- -1.16 -1.12 -1.01 -1.02 1.02 -1.05 1.20 1.09 1.31 1.11 1.22 1.20
ZFAS1 ZNFX1 antisense RNA 1 chr20q13.13 0 --- -1.16 -1.07 -1.02 -1.04 1.03 -1.07 1.14 1.10 1.24 1.06 1.14 1.16
ZFC3H1 zinc finger, C3H1-type contchr12q21.1  RNA processing --- 1.33 1.46 1.04 -1.16 1.01 -1.18 1.27 1.28 3.39 2.50 1.67 1.22
ZFC3H1 zinc finger, C3H1-type contchr12q21.1  RNA processing --- 1.00 1.05 1.01 -1.04 1.04 -1.02 -1.07 -1.08 1.15 1.08 1.32 1.21
ZFHX3 zinc finger homeobox 3 chr16q22.3  negative regulation of transcription from --- -1.09 -1.04 1.03 -1.08 -1.08 -1.01 -1.03 -1.04 -1.36 -1.30 -1.51 -1.44
ZFHX3 zinc finger homeobox 3 chr16q22.3  negative regulation of transcription from --- -1.07 -1.18 1.37 1.25 1.28 1.09 1.35 -1.02 -1.04 -1.19 1.07 1.07
ZFHX4 zinc finger homeobox 4 chr8q21.11  transcription, DNA-dependent --- 1.37 -1.35 1.86 3.45 1.78 1.04 -2.10 -1.52 14.22 8.49 -4.11 2.68
ZFP112 zinc finger protein 112 homchr19q13.2  transcription, DNA-dependent --- 1.09 1.05 1.13 1.16 1.08 1.02 -1.07 -1.12 -2.73 -2.29 -2.89 -2.88
ZFP3 ZFP3 zinc finger protein chr17p13.2  transcription, DNA-dependent --- 1.14 1.38 -1.29 -1.58 1.11 1.12 -1.51 -1.18 -5.65 -4.25 -4.61 -5.74
ZFP30 ZFP30 zinc finger protein chr19q13.12  transcription, DNA-dependent --- 1.31 1.39 1.07 -1.20 -1.21 -1.06 -1.34 -1.00 -1.68 -2.18 -1.51 -2.04
ZFP36 ZFP36 ring finger protein chr19q13.1  negative regulation of transcription from --- 1.25 1.33 1.01 -1.22 -1.21 -1.24 1.31 -1.03 4.75 3.69 6.07 3.50
ZFP36L1 ZFP36 ring finger protein-lichr14q22-q24  nuclear-transcribed mRNA catabolic proc--- -1.36 -1.61 -1.11 -1.40 1.62 1.43 -1.80 -1.13 -1.47 -1.49 -1.84 1.29
ZFP41 ZFP41 zinc finger protein chr8q24.3  transcription, DNA-dependent --- -2.95 -4.66 -1.09 -3.17 -1.83 -1.23 -4.49 -1.27 -1.65 -1.17 -2.77 -2.72
ZFP41 ZFP41 zinc finger protein chr8q24.3  transcription, DNA-dependent --- -1.15 -1.20 -1.13 -1.04 1.67 1.20 1.15 -1.09 -1.37 -1.70 -1.62 -1.50
ZFP41 ZFP41 zinc finger protein chr8q24.3  transcription, DNA-dependent --- -1.06 -1.19 -1.10 -1.08 1.22 1.31 -1.23 -1.43 -1.44 -1.91 -2.68 -2.80
ZFP42 ZFP42 zinc finger protein chr4q35.2  in utero embryonic development --- -5.79 -1.13 3.82 2.96 -1.05 1.32 -1.03 1.60 1.88 1.70 -1.88 1.29
ZFP62 ZFP62 zinc finger protein chr5q35.3  transcription, DNA-dependent --- 1.06 -1.02 -1.04 1.11 1.05 1.02 -1.05 -1.02 -1.32 -1.21 -1.21 -1.12
ZFP64 ZFP64 zinc finger protein chr20q13.2  transcription, DNA-dependent --- -1.06 1.10 1.01 -1.22 1.15 -1.12 1.01 1.24 -1.37 -1.03 -1.26 -1.15
ZFP69 ZFP69 zinc finger protein chr1p34.2  transcription, DNA-dependent --- 1.09 1.09 1.07 1.06 1.08 1.04 -1.17 1.23 -1.40 -1.53 -1.46 -1.45
ZFP82 ZFP82 zinc finger protein chr19q13.12  transcription, DNA-dependent --- 1.05 1.26 1.21 1.27 1.09 1.08 1.06 -1.03 1.02 1.04 1.36 1.53
ZFP90 ZFP90 zinc finger protein chr16q22.1  negative regulation of transcription from --- 1.06 -1.06 1.05 1.29 -1.14 1.15 -1.20 1.01 -1.80 -1.57 -1.68 -1.13
ZFP90 ZFP90 zinc finger protein chr16q22.1  negative regulation of transcription from --- 1.34 1.28 -1.12 -1.05 1.01 1.20 -1.48 -1.10 -3.18 -1.88 -1.64 -1.17
ZFPL1 zinc finger protein-like 1 chr11q13  regulation of transcription, DNA-depende--- -1.26 -1.29 1.13 1.13 1.03 -1.23 1.14 -1.01 1.37 1.40 1.62 1.84
ZFPL1 zinc finger protein-like 1 chr11q13  regulation of transcription, DNA-depende--- -1.01 -1.13 1.07 1.08 -1.05 -1.01 1.12 1.15 1.45 1.29 1.25 1.51
ZFPL1 zinc finger protein-like 1 chr11q13  regulation of transcription, DNA-depende--- -1.29 -1.39 -1.04 1.04 1.31 -1.00 -1.15 1.07 1.34 1.68 1.99 2.04
ZFPM1 zinc finger protein, FOG famchr16q24.2  negative regulation of transcription from --- -1.04 -2.04 2.38 -1.08 -2.10 1.45 -1.45 1.11 -2.52 -1.24 2.45 1.44
ZFR zinc finger RNA binding pr chr5p13.3  multicellular organismal development Circadian_Exercise // GenMAPP 1.10 1.07 -1.04 1.04 -1.02 1.06 -1.19 -1.15 -1.20 -1.15 -1.11 -1.22
ZFX zinc finger protein, X-linkedchrXp21.3  transcription, DNA-dependent --- 1.42 1.46 1.25 1.05 1.12 1.23 1.10 1.07 -1.28 -1.10 1.45 -1.01
ZFX zinc finger protein, X-linkedchrXp21.3  transcription, DNA-dependent --- 1.18 1.23 1.06 -1.13 1.07 1.04 -1.29 -1.13 -1.87 -1.66 -1.36 -1.67
ZFX zinc finger protein, X-linkedchrXp21.3  transcription, DNA-dependent --- 1.12 1.04 1.14 1.12 -1.03 1.25 -1.33 -1.13 -1.73 -1.26 -1.44 -1.51
ZFY zinc finger protein, Y-linkedchrYp11.3  ovarian follicle development --- -5.00 -1.09 1.57 -2.63 4.43 1.93 1.96 -2.81 16.98 17.13 1.67 -1.22
ZFYVE16 zinc finger, FYVE domain cchr5q14  protein targeting to lysosome --- 2.65 1.48 1.18 -1.16 1.65 -1.06 -1.04 -1.07 -1.45 -1.67 -3.32 -2.66
ZFYVE16 zinc finger, FYVE domain cchr5q14  protein targeting to lysosome --- 1.03 1.03 -1.04 1.00 1.01 1.02 -1.13 -1.08 -1.54 -1.42 -1.56 -1.60
ZFYVE16 zinc finger, FYVE domain cchr5q14  protein targeting to lysosome --- -1.02 1.08 1.15 1.20 1.00 -1.01 -1.36 -1.20 -2.44 -2.27 -2.38 -2.21
ZFYVE20 zinc finger, FYVE domain cchr3p25.1  transport --- -1.11 -1.09 1.10 1.04 1.05 1.01 -1.05 -1.04 1.00 1.09 1.14 1.24
ZFYVE20 zinc finger, FYVE domain cchr3p25.1  transport --- -1.35 -1.12 1.24 1.26 1.18 1.17 1.18 1.16 1.40 1.18 -1.09 1.16
ZFYVE20 zinc finger, FYVE domain cchr3p25.1  transport --- -2.55 -1.84 -1.22 1.21 1.03 1.45 1.06 -1.06 2.61 2.28 1.54 1.74
ZFYVE21 zinc finger, FYVE domain cchr14q32.33 0 --- 1.02 1.00 1.05 -1.08 -1.08 -1.12 1.02 1.03 1.33 1.20 1.34 1.28
ZFYVE21 zinc finger, FYVE domain cchr14q32.33 0 --- 1.13 -1.15 -1.01 -1.04 -1.21 -1.13 -1.06 -1.16 1.39 1.20 1.47 1.47
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ZFYVE28 zinc finger, FYVE domain cchr4p16.3  negative regulation of epidermal growth f--- 1.57 1.57 -1.34 -1.11 1.53 1.38 -1.70 -1.78 -1.48 -1.18 -2.00 -1.49
ZHX1 zinc fingers and homeoboxechr8q24.13  negative regulation of transcription from --- -1.13 -1.16 1.20 1.17 1.42 1.19 -1.16 -1.30 -1.23 -1.15 -1.49 -1.25
ZHX1-C8ORFZHX1-C8ORF76 readthrou chr8q 0 Integrin-mediated_cell_adhesion_KEGG // G -1.29 -1.28 1.03 1.13 1.19 1.04 1.49 1.46 2.08 1.63 2.03 1.92
ZIC1 Zic family member 1 chr3q24  transcription, DNA-dependent --- 1.06 1.01 -1.04 -1.07 -1.75 1.00 1.06 1.12 -2.78 -2.37 -1.87 -1.93
ZKSCAN1 zinc finger with KRAB and chr7q22  transcription, DNA-dependent --- -1.15 -1.21 1.57 1.60 -1.03 -1.07 -1.22 -1.40 1.13 1.15 1.32 1.34
ZKSCAN3 zinc finger with KRAB and chr6p22.1  transcription, DNA-dependent --- 1.78 1.01 -1.75 -1.36 1.87 1.65 -1.51 -1.94 -3.55 -3.70 -1.35 -1.84
ZKSCAN3 zinc finger with KRAB and chr6p22.1  transcription, DNA-dependent --- -1.01 1.51 1.44 1.12 1.18 1.07 -1.66 -1.31 -2.41 -2.18 -1.36 -1.30
ZKSCAN3 zinc finger with KRAB and chr6p22.1  transcription, DNA-dependent --- 1.21 1.01 1.16 1.33 1.04 -1.55 -1.48 -1.54 -2.00 -3.03 -2.41 -2.23
ZKSCAN5 zinc finger with KRAB and chr7q22  transcription, DNA-dependent --- -1.12 -1.19 1.08 -1.06 -1.07 -1.07 -1.24 -1.10 -1.39 -1.12 1.07 1.18
ZKSCAN5 zinc finger with KRAB and chr7q22  transcription, DNA-dependent --- -1.08 -1.00 1.07 1.16 1.07 -1.06 -1.10 1.01 1.12 1.15 1.40 1.45
ZKSCAN7 zinc finger with KRAB and chr3p21.32  transcription, DNA-dependent --- -1.36 -1.24 1.10 -1.12 -1.01 1.22 -1.65 -1.35 -4.30 -3.19 -2.22 -2.58
ZMAT2 zinc finger, matrin-type 2 chr5q31.3 0 --- -1.05 -1.02 -1.03 1.01 -1.01 1.01 -1.00 1.10 1.10 1.18 -1.02 -1.00
ZMAT3 zinc finger, matrin-type 3 chr3q26.32  transport --- 1.05 -1.04 1.08 -1.08 1.09 1.12 -1.26 -1.05 -1.30 -1.02 -1.60 -1.45
ZMAT3 zinc finger, matrin-type 3 chr3q26.32  transport --- 1.16 1.11 1.15 1.06 -1.15 -1.07 -1.42 -1.25 -1.39 -1.23 -2.30 -2.33
ZMIZ1 zinc finger, MIZ-type conta chr10q22.3  vasculogenesis --- 1.04 1.03 1.05 1.05 -1.07 1.07 -1.10 1.00 1.04 1.22 1.05 1.09
ZMIZ1-AS1 ZMIZ1 antisense RNA 1 chr10q22.3 0 --- -1.20 -1.09 -1.01 1.26 1.47 1.35 1.27 1.47 -1.81 -1.32 -2.01 -1.18
ZMIZ2 zinc finger, MIZ-type conta chr7p13  transcription, DNA-dependent --- 1.08 1.01 -1.03 1.09 -1.10 -1.06 1.11 1.25 1.51 1.13 -1.24 -1.10
ZMPSTE24 zinc metallopeptidase STE2chr1p34  proteolysis --- -1.02 1.00 -1.03 -1.04 -1.03 1.05 -1.14 -1.13 -1.31 -1.20 -1.16 -1.29
ZMYM2 zinc finger, MYM-type 2 chr13q11-q12  transcription, DNA-dependent --- -1.02 -1.07 -1.10 -1.02 -1.24 1.05 -1.13 -1.04 -1.27 -1.02 -1.24 -1.40
ZMYM2 zinc finger, MYM-type 2 chr13q11-q12  transcription, DNA-dependent --- 1.02 1.16 -1.02 -1.00 -1.10 1.04 -1.30 -1.10 -1.90 -1.55 -1.37 -1.50
ZMYM3 zinc finger, MYM-type 3 chrXq13.1  cytoskeleton organization --- -1.04 -1.04 1.02 1.01 -1.06 -1.07 -1.05 -1.05 -1.29 -1.15 -1.37 -1.23
ZMYM3 zinc finger, MYM-type 3 chrXq13.1  cytoskeleton organization --- 1.41 1.17 -1.11 -1.19 1.08 -1.00 1.35 1.25 -1.18 -1.18 -1.38 -1.26
ZMYM3 zinc finger, MYM-type 3 chrXq13.1  cytoskeleton organization --- 1.02 -1.07 -1.01 1.00 -1.05 -1.01 1.20 1.25 -1.13 -1.28 -2.01 -2.34
ZMYM4 zinc finger, MYM-type 4 chr1p32-p34  cytoskeleton organization --- -1.09 -1.06 -1.02 1.05 1.33 1.17 -1.02 1.06 -2.20 -2.09 -1.63 -1.93
ZMYM4 zinc finger, MYM-type 4 chr1p32-p34  cytoskeleton organization --- -1.07 1.01 1.08 1.04 1.05 1.11 -1.21 -1.04 -1.92 -1.65 -2.03 -2.31
ZMYM5 zinc finger, MYM-type 5 chr13q12 0 --- 1.14 1.04 1.03 -1.09 -1.02 -1.21 -1.50 -1.33 1.88 1.42 1.47 1.24
ZMYM5 zinc finger, MYM-type 5 chr13q12 0 --- 1.40 1.57 1.31 1.23 1.05 1.15 1.13 1.35 -1.24 -1.41 1.25 1.45
ZMYM6 zinc finger, MYM-type 6 chr1p34.2  cytoskeleton organization --- -1.85 -1.20 2.02 1.81 1.54 -1.12 1.09 -1.03 1.22 1.12 1.84 1.62
ZMYM6 zinc finger, MYM-type 6 chr1p34.2  cytoskeleton organization --- -1.02 -1.09 1.11 -1.09 1.17 1.13 -1.53 -1.32 -1.89 -1.57 -1.40 -1.49
ZMYM6 zinc finger, MYM-type 6 chr1p34.2  cytoskeleton organization --- 1.24 1.29 1.57 1.51 1.40 1.27 1.00 1.06 -1.11 -1.08 2.11 1.75
ZMYND11 zinc finger, MYND-type co chr10p14  negative regulation of transcription from --- 1.07 1.07 -1.32 -1.12 -1.12 -1.20 1.04 -1.07 2.31 1.23 -1.08 -2.00
ZMYND11 zinc finger, MYND-type co chr10p14  negative regulation of transcription from --- -1.06 -1.03 1.03 1.02 1.07 1.00 -1.01 1.01 -1.27 -1.13 -1.49 -1.52
ZMYND8 zinc finger, MYND-type co chr20q13.12  negative regulation of transcription from --- 1.07 1.03 1.06 -1.00 1.10 1.08 1.25 1.04 1.48 1.28 1.51 1.68
ZMYND8 zinc finger, MYND-type co chr20q13.12  negative regulation of transcription from --- 1.17 1.09 1.15 1.10 1.12 1.07 1.08 -1.19 1.11 1.06 1.72 1.45
ZNF10 zinc finger protein 10 chr12q24.33  transcription, DNA-dependent --- 1.00 1.18 1.22 1.17 1.05 1.06 1.43 1.52 -2.17 -2.02 -1.06 -1.10
ZNF101 zinc finger protein 101 chr19p13.11  transcription, DNA-dependent --- -1.09 1.07 1.06 1.38 -1.05 -1.17 -1.01 1.34 2.23 1.59 1.40 1.56
ZNF107 zinc finger protein 107 chr7q11.2  transcription, DNA-dependent --- 1.22 1.12 1.05 1.01 -1.03 1.15 -2.01 -1.51 -2.49 -2.66 -2.10 -2.28
ZNF12 zinc finger protein 12 chr7p22.1  transcription, DNA-dependent --- 1.01 -1.02 1.07 1.11 1.10 1.04 1.01 1.02 -1.26 1.04 -1.32 1.00
ZNF124 zinc finger protein 124 chr1q44  generation of precursor metabolites and e--- 1.23 -1.02 1.59 1.30 1.29 -1.00 -1.46 -1.28 -3.66 -4.24 -2.06 -2.26
ZNF133 zinc finger protein 133 chr20p11.23  transcription, DNA-dependent --- -1.01 1.08 -1.02 1.13 1.12 1.10 1.32 1.20 1.30 1.23 1.43 1.41
ZNF133 zinc finger protein 133 chr20p11.23  transcription, DNA-dependent --- -1.06 -1.12 -1.05 1.11 1.10 1.12 1.19 1.07 1.32 1.17 1.29 1.32
ZNF134 zinc finger protein 134 chr19q13.4  transcription, DNA-dependent --- -1.09 -1.32 1.07 1.24 1.13 1.03 1.29 1.21 1.65 1.38 1.73 1.70
ZNF136 zinc finger protein 136 chr19p13.2  negative regulation of transcription from --- -1.06 -1.24 1.16 1.18 1.40 1.16 1.00 1.01 1.12 1.23 1.31 1.30
ZNF137P zinc finger protein 137, pseuchr19q13.4  transcription, DNA-dependent --- 1.35 1.75 -1.21 -1.30 1.61 1.09 -1.28 -1.27 -1.78 -1.94 1.63 2.01
ZNF14 zinc finger protein 14 chr19p13.11  transcription, DNA-dependent --- -1.11 -1.06 -1.00 -1.15 -1.00 1.18 -1.41 -1.12 -1.44 -1.41 1.10 1.16
ZNF140 zinc finger protein 140 chr12q24.33  transcription, DNA-dependent --- -1.05 -1.10 1.08 1.10 -1.05 1.04 -1.26 -1.07 1.11 1.25 1.56 1.35
ZNF143 zinc finger protein 143 chr11p15.4  transcription, DNA-dependent --- 1.12 1.09 1.18 1.17 -1.26 1.15 -1.07 -1.00 1.22 1.42 1.52 1.47
ZNF148 zinc finger protein 148 chr3q21  negative regulation of transcription from --- -1.06 -1.21 1.06 -1.09 1.06 1.24 -1.30 -1.18 -1.08 1.23 -1.12 1.11
ZNF160 zinc finger protein 160 chr19q13.42  transcription, DNA-dependent --- -1.71 -1.43 1.01 -1.29 1.50 1.22 -1.26 -1.09 -1.30 -1.49 1.01 1.39
ZNF160 zinc finger protein 160 chr19q13.42  transcription, DNA-dependent --- 1.27 1.43 1.02 -1.56 -1.15 -1.13 -1.62 -1.04 -1.66 -1.49 -1.00 1.32
ZNF160 zinc finger protein 160 chr19q13.42  transcription, DNA-dependent --- -1.38 1.09 1.12 1.78 -1.41 -1.32 1.10 1.37 3.56 2.49 -1.22 -1.05
ZNF165 zinc finger protein 165 chr6p21.3  transcription, DNA-dependent --- 1.03 1.07 1.01 1.08 -1.25 -1.35 -1.23 -1.13 1.04 -1.07 1.95 1.91
ZNF17 zinc finger protein 17 chr19q13.4  transcription, DNA-dependent --- 1.03 -1.15 1.41 -1.22 1.33 -1.07 1.01 1.08 -2.15 -1.77 -1.76 -1.71
ZNF174 zinc finger protein 174 chr16p13.3  negative regulation of transcription from --- 1.03 -1.14 -1.09 -1.05 -1.04 -1.05 1.13 1.19 -2.53 -1.67 -2.27 -3.07
ZNF174 zinc finger protein 174 chr16p13.3  negative regulation of transcription from --- -1.10 1.00 1.11 -1.05 1.12 -1.05 -1.24 -1.16 -1.10 -1.21 -1.21 1.04
ZNF174 zinc finger protein 174 chr16p13.3  negative regulation of transcription from --- -1.03 -1.11 -1.01 1.06 -1.04 -1.09 1.13 1.16 -1.17 -1.18 -1.40 -1.48
ZNF175 zinc finger protein 175 chr19q13.4  transcription, DNA-dependent --- 1.27 1.16 -1.06 -1.15 -1.11 1.05 -1.03 -1.06 -1.32 -1.24 1.01 -1.09
ZNF175 zinc finger protein 175 chr19q13.4  transcription, DNA-dependent --- 1.01 1.17 1.56 1.86 -2.11 1.28 -2.17 -2.13 1.91 1.18 1.09 -1.45
ZNF180 zinc finger protein 180 chr19q13.2  transcription, DNA-dependent --- -1.04 -1.18 1.14 1.39 1.24 1.13 -1.07 -1.05 -1.79 -1.56 -1.83 -1.84
ZNF182 zinc finger protein 182 chrXp11.23  transcription, DNA-dependent --- 1.08 1.04 1.05 1.12 1.04 1.16 -1.20 -1.12 1.12 1.14 1.28 1.46
ZNF182 zinc finger protein 182 chrXp11.23  transcription, DNA-dependent --- 1.01 -1.19 1.04 1.16 1.28 1.13 -1.01 -1.01 1.08 -1.02 1.47 1.46
ZNF184 zinc finger protein 184 chr6p21.3  transcription, DNA-dependent --- 1.05 -1.03 -1.00 1.04 -1.06 1.02 -1.26 -1.21 -1.12 1.18 1.05 1.33
ZNF185 zinc finger protein 185 (LIMchrXq28 0 --- -1.12 -1.15 1.03 1.01 -1.04 -1.21 -1.13 -1.02 1.78 1.59 1.02 -1.03
ZNF189 zinc finger protein 189 chr9q22-q31  negative regulation of transcription from --- -1.01 -1.01 -1.02 -1.04 1.06 1.30 -1.11 -1.08 -2.39 -1.93 -1.49 -1.45
ZNF19 zinc finger protein 19 chr16q22  transcription, DNA-dependent --- -1.10 1.02 1.27 1.47 1.24 1.10 1.08 1.10 -1.71 -1.97 -1.16 1.12
ZNF197 zinc finger protein 197 chr3p21  transcription, DNA-dependent --- 1.00 -1.02 1.04 1.10 1.11 1.21 -1.09 -1.05 -1.87 -1.42 -1.09 -1.19
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ZNF202 zinc finger protein 202 chr11q23.3  negative regulation of transcription from --- -1.03 -1.05 1.16 1.25 1.03 1.03 1.04 1.13 1.17 1.12 1.35 1.40
ZNF205-AS1 ZNF205 antisense RNA 1 chr16p13.3 0 --- -1.46 1.00 -1.24 1.24 1.03 -1.54 -1.30 1.93 1.46 1.13 -6.67 -2.64
ZNF207 zinc finger protein 207 chr17q11.2  regulation of transcription, DNA-depende--- 1.05 1.04 1.03 1.07 1.01 -1.01 -1.05 -1.06 -1.34 -1.50 -1.25 -1.47
ZNF207 zinc finger protein 207 chr17q11.2  regulation of transcription, DNA-depende--- -1.01 -1.00 1.02 1.05 1.02 -1.02 -1.13 -1.16 -1.28 -1.42 -1.19 -1.40
ZNF207 zinc finger protein 207 chr17q11.2  regulation of transcription, DNA-depende--- 1.36 1.02 -1.07 1.19 1.07 1.16 1.02 -1.04 -2.81 -1.90 -2.56 -2.00
ZNF207 zinc finger protein 207 chr17q11.2  regulation of transcription, DNA-depende--- 1.23 1.03 1.15 1.36 1.11 1.13 -1.19 1.11 -2.03 -1.79 -2.10 -2.02
ZNF207 zinc finger protein 207 chr17q11.2  regulation of transcription, DNA-depende--- 1.51 -1.06 1.01 -1.32 1.07 1.23 -1.23 1.15 -2.54 -2.12 -2.34 -2.89
ZNF207 zinc finger protein 207 chr17q11.2  regulation of transcription, DNA-depende--- 1.00 -1.07 -1.01 -1.29 1.13 1.29 -1.24 -1.22 -2.00 -1.51 -1.87 -1.78
ZNF211 zinc finger protein 211 chr19q13.4  transcription, DNA-dependent --- -1.05 -1.28 1.07 1.02 -1.22 -1.07 -1.05 1.05 -1.26 -1.05 1.01 -1.06
ZNF214 zinc finger protein 214 chr11p15.4  transcription, DNA-dependent --- -1.24 -1.18 -1.16 1.11 1.17 1.09 -1.57 -1.18 -1.27 -1.66 -1.83 -1.59
ZNF214 zinc finger protein 214 chr11p15.4  transcription, DNA-dependent --- 1.26 1.13 -1.37 1.06 -1.61 -1.34 -1.26 -1.61 -4.31 -2.98 -2.08 -2.02
ZNF215 zinc finger protein 215 chr11p15.4  transcription, DNA-dependent --- -4.23 -2.48 3.66 -1.24 -2.91 -1.86 3.56 2.06 5.49 4.23 -1.08 2.99
ZNF219 zinc finger protein 219 chr14q11  regulation of neurotransmitter levels --- 1.29 1.27 -1.15 -1.26 -1.32 -1.81 1.44 1.27 -6.68 -6.23 -2.36 1.70
ZNF219 zinc finger protein 219 chr14q11  regulation of neurotransmitter levels --- -1.04 -1.03 1.08 1.18 1.00 -1.22 1.00 1.11 -1.43 -1.34 -1.88 -1.42
ZNF22 zinc finger protein 22 chr10q11  transcription, DNA-dependent --- 1.20 1.23 1.01 -1.07 -1.17 -1.05 -1.05 -1.08 -1.44 -1.23 -1.56 -1.92
ZNF222 zinc finger protein 222 chr19q13.2  transcription, DNA-dependent --- -1.09 -1.17 1.04 1.00 1.22 -1.01 1.11 1.29 1.33 1.09 1.84 1.43
ZNF224 zinc finger protein 224 chr19q13.2  transcription, DNA-dependent --- 1.44 -1.17 1.18 1.14 -1.01 1.09 -1.49 -1.22 -2.63 -1.50 -1.95 -2.77
ZNF226 zinc finger protein 226 chr19q13.2  transcription, DNA-dependent --- -1.14 -1.14 1.12 1.07 1.02 -1.04 1.34 1.23 1.66 1.69 1.68 2.16
ZNF226 zinc finger protein 226 chr19q13.2  transcription, DNA-dependent --- -1.04 -1.04 1.10 1.25 1.11 1.02 -1.12 -1.06 -1.68 -1.99 -1.70 -1.42
ZNF227 zinc finger protein 227 ---  transcription, DNA-dependent --- 1.09 -1.17 1.03 -1.13 1.04 1.00 -1.00 1.01 -1.04 1.04 1.22 1.13
ZNF227 zinc finger protein 227 ---  transcription, DNA-dependent --- 1.34 1.25 1.05 -1.05 -1.02 -1.11 -1.00 -1.06 1.04 1.02 1.42 1.06
ZNF229 zinc finger protein 229 chr19q13.31  transcription, DNA-dependent --- 1.42 1.28 -1.18 -1.25 1.36 1.03 -1.10 -1.26 -1.74 -1.45 -1.31 -1.22
ZNF23 zinc finger protein 23 chr16q22.2  transcription, DNA-dependent --- -1.12 -1.09 1.02 1.02 -1.06 -1.05 1.13 1.02 -1.04 -1.00 1.28 1.39
ZNF230 zinc finger protein 230 chr19q13.31  transcription, DNA-dependent --- -1.06 -1.02 1.16 1.08 -1.06 1.07 1.25 1.04 -1.25 -1.12 1.14 1.22
ZNF232 zinc finger protein 232 chr17p13.2  transcription, DNA-dependent --- -1.03 -1.00 1.07 1.10 1.12 1.02 -1.06 1.08 -1.43 -1.59 -1.22 -1.02
ZNF233 zinc finger protein 233 chr19q13.31  transcription, DNA-dependent --- -1.15 -1.71 1.05 -1.12 1.15 1.16 -1.02 1.23 -5.22 -4.92 -4.57 -3.78
ZNF234 zinc finger protein 234 chr19q13.31  transcription, DNA-dependent --- 1.15 -1.17 -1.25 -1.56 -1.27 1.36 1.15 1.19 -1.50 -1.44 -1.70 -1.87
ZNF235 zinc finger protein 235 chr19q13.2  transcription, DNA-dependent --- 1.28 1.25 -1.04 1.03 1.10 1.13 -1.48 1.23 -5.36 -4.18 -3.88 -2.53
ZNF235 zinc finger protein 235 chr19q13.2  transcription, DNA-dependent --- 2.37 2.80 -1.08 2.13 -2.70 -1.33 -1.84 -1.26 1.85 -1.09 -1.08 -1.16
ZNF236 zinc finger protein 236 chr18q22-q23  transcription, DNA-dependent --- -1.07 -1.28 1.06 -1.07 1.04 1.08 -1.24 1.08 -1.84 -1.56 -2.16 -1.92
ZNF239 zinc finger protein 239 chr10q11.22-q11.23 transcription, DNA-dependent --- -1.14 -1.20 1.22 1.34 1.00 1.09 -1.07 1.09 -2.03 -1.78 -1.44 -1.21
ZNF24 zinc finger protein 24 chr18q12  transcription, DNA-dependent --- -1.13 1.17 1.16 1.01 1.26 1.18 1.83 1.51 1.83 1.40 1.96 2.06
ZNF248 zinc finger protein 248 chr10p11.2  transcription, DNA-dependent --- -1.10 -1.00 1.27 1.03 1.15 1.06 -1.13 -1.03 -1.32 -1.30 -1.20 -1.13
ZNF250 zinc finger protein 250 chr8q24.3  transcription, DNA-dependent --- -1.32 -1.01 1.08 -1.02 -1.16 -1.05 1.03 1.26 -1.27 1.08 -1.31 1.21
ZNF251 zinc finger protein 251 chr8q24.3  transcription, DNA-dependent --- 1.18 1.03 -1.13 1.11 1.14 1.13 1.09 1.04 1.47 1.30 1.55 1.90
ZNF252P zinc finger protein 252, pseuchr8q24.3 0 --- -1.11 -1.21 1.08 1.03 1.16 -1.00 -1.16 -1.11 -1.49 -1.51 -1.27 -1.15
ZNF252P zinc finger protein 252, pseuchr8q24.3 0 --- -1.06 1.02 1.12 1.27 -1.17 -1.07 -1.15 1.16 -1.98 -2.23 -1.22 -1.31
ZNF259 zinc finger protein 259 chr11q23.3  signal transduction --- 1.08 1.04 -1.01 1.14 1.06 -1.01 1.01 -1.07 1.44 1.20 1.47 1.31
ZNF259 /// ZNzinc finger protein 259 /// zichr11q23.3 /// chr6q signal transduction --- 1.03 1.06 1.04 1.04 1.19 1.02 -1.02 -1.19 1.47 1.24 1.73 1.76
ZNF260 zinc finger protein 260 chr19q13.12  transcription, DNA-dependent --- 1.04 1.05 1.04 -1.05 -1.12 1.05 -1.25 -1.01 -1.80 -1.37 -1.50 -1.63
ZNF260 zinc finger protein 260 chr19q13.12  transcription, DNA-dependent --- -1.07 -1.04 -1.07 1.01 1.07 1.09 -1.09 -1.02 -1.38 -1.31 -1.29 -1.25
ZNF264 zinc finger protein 264 chr19q13.4  transcription, DNA-dependent --- 1.05 1.13 1.13 -1.13 1.05 -1.12 1.07 1.15 -1.37 -1.31 1.32 1.29
ZNF268 zinc finger protein 268 chr12q24.33  transcription, DNA-dependent --- 1.11 1.12 1.23 1.47 -1.15 -1.19 -1.11 1.14 -2.39 -2.15 -2.26 -1.47
ZNF268 zinc finger protein 268 chr12q24.33  transcription, DNA-dependent --- -1.06 -1.07 1.37 1.27 1.15 1.00 -1.03 1.00 -3.53 -2.13 -2.30 -2.35
ZNF271 zinc finger protein 271 chr18q12  transcription, DNA-dependent --- -1.02 -1.06 1.07 1.22 1.01 1.15 -1.18 -1.00 -1.45 -1.34 -1.52 -1.33
ZNF271 zinc finger protein 271 chr18q12  transcription, DNA-dependent --- 1.12 1.03 -1.19 -1.17 -1.14 1.13 -1.31 -1.12 -1.78 -1.60 -1.94 -1.90
ZNF274 zinc finger protein 274 chr19qter  transcription, DNA-dependent --- -1.08 -1.15 1.07 1.28 1.13 1.04 -1.07 1.04 1.22 1.10 1.40 1.53
ZNF275 zinc finger protein 275 chrXq28  transcription, DNA-dependent --- -1.02 -1.01 1.06 -1.02 -1.02 1.01 -1.03 1.08 1.28 1.22 1.30 1.54
ZNF276 zinc finger protein 276 chr16q24.3  transcription, DNA-dependent --- 1.05 1.02 1.02 1.28 1.11 -1.05 1.03 1.03 -1.07 -1.58 -1.95 -1.23
ZNF276 zinc finger protein 276 chr16q24.3  transcription, DNA-dependent --- -1.14 -1.23 -1.08 1.13 1.19 1.18 1.20 1.14 1.24 1.01 -1.20 1.13
ZNF277 zinc finger protein 277 chr7q31.1  transcription, DNA-dependent --- 1.06 1.09 1.16 1.01 -1.03 1.01 1.46 1.15 1.11 1.08 1.33 1.12
ZNF277 zinc finger protein 277 chr7q31.1  transcription, DNA-dependent --- -1.02 1.00 -1.00 -1.06 -1.04 1.04 1.17 1.03 -1.28 -1.08 1.26 1.18
ZNF280D zinc finger protein 280D chr15q21.3  transcription, DNA-dependent --- 1.21 1.10 1.03 -1.03 -1.34 -1.04 -1.03 -1.05 -2.01 -1.41 -2.45 -2.80
ZNF280D zinc finger protein 280D chr15q21.3  transcription, DNA-dependent --- 1.27 1.22 -1.14 -1.06 1.01 -1.04 1.12 1.12 -2.28 -2.00 -1.50 -1.92
ZNF284 zinc finger protein 284 chr19q13.31  transcription, DNA-dependent --- 1.16 1.10 1.13 1.10 -1.04 1.11 -1.01 1.14 -1.31 -1.09 -1.21 -1.05
ZNF285 zinc finger protein 285 ---  transcription, DNA-dependent --- -1.00 1.04 1.18 1.20 -1.05 1.06 -1.37 -1.17 -1.45 -1.18 1.41 1.49
ZNF286A zinc finger protein 286A chr17p11.2  transcription, DNA-dependent --- -1.06 1.05 1.09 -1.15 1.03 1.03 1.21 1.13 2.10 2.22 1.55 1.37
ZNF287 zinc finger protein 287 chr17p11.2  transcription, DNA-dependent --- 2.35 -1.47 -2.50 1.49 -3.46 -2.47 -1.43 1.39 8.05 4.84 1.59 1.10
ZNF292 zinc finger protein 292 chr6q14.3  transcription, DNA-dependent --- 1.03 -1.03 -1.06 -1.13 1.04 1.10 1.00 1.42 1.08 1.08 1.53 1.80
ZNF292 zinc finger protein 292 chr6q14.3  transcription, DNA-dependent --- 1.25 1.24 -1.07 -1.25 -1.15 -1.05 -1.09 1.01 -1.41 -1.14 1.24 1.19
ZNF296 zinc finger protein 296 chr19q13.32  transcription, DNA-dependent --- 1.17 1.05 1.10 1.33 -1.06 -1.04 1.13 1.02 1.42 -1.15 1.41 1.65
ZNF3 zinc finger protein 3 chr7q22.1  transcription, DNA-dependent --- 1.09 1.14 -1.16 -1.32 1.03 -1.02 1.01 1.13 -1.55 -1.43 -1.08 -1.01
ZNF30 zinc finger protein 30 chr19q13.11  transcription, DNA-dependent --- 1.13 -1.09 1.29 1.06 1.20 1.02 -1.95 -1.44 -1.49 -1.53 -1.32 -1.38
ZNF300 zinc finger protein 300 chr5q33.1  transcription, DNA-dependent --- 1.15 1.16 1.04 -1.06 -1.09 1.04 1.21 1.00 -1.51 -1.54 -1.76 -2.01
ZNF302 zinc finger protein 302 chr19q13.11  transcription, DNA-dependent --- -1.06 -1.08 1.08 1.31 -1.07 -1.04 -1.14 -1.00 -2.36 -2.50 -1.81 -1.18
ZNF302 zinc finger protein 302 chr19q13.11  transcription, DNA-dependent --- -1.20 -1.20 1.10 1.06 -1.19 1.07 -1.08 1.05 -1.71 -1.54 -1.27 -1.02
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ZNF302 zinc finger protein 302 chr19q13.11  transcription, DNA-dependent --- 1.08 1.00 1.10 1.18 1.03 1.11 -1.13 -1.10 -1.55 -1.56 -1.36 -1.27
ZNF311 zinc finger protein 311 chr6p22.1  transcription, DNA-dependent --- 1.26 1.03 1.19 -1.16 1.20 1.16 -1.55 -1.22 -1.97 -1.74 -1.95 -1.66
ZNF311 zinc finger protein 311 chr6p22.1  transcription, DNA-dependent --- 1.19 1.24 -1.71 -1.18 1.15 1.23 -1.33 1.06 -1.78 -1.32 -2.26 -2.12
ZNF316 zinc finger protein 316 chr7p22.1  transcription, DNA-dependent --- -1.19 -2.81 -1.00 -1.23 1.85 1.73 -5.06 -1.68 3.59 4.67 1.13 1.68
ZNF317 zinc finger protein 317 chr19p13  transcription, DNA-dependent --- -2.10 -1.91 -1.00 -1.12 -1.53 -1.50 1.58 1.61 1.60 1.87 2.18 1.94
ZNF317 zinc finger protein 317 chr19p13  transcription, DNA-dependent --- 1.06 1.13 1.00 1.07 1.10 1.01 1.07 -1.06 1.10 -1.01 1.22 1.28
ZNF318 zinc finger protein 318 chr6pter-p12.1  transcription, DNA-dependent --- 1.02 1.23 -1.03 -1.03 1.01 1.06 -1.23 -1.14 -2.06 -1.86 -1.51 -1.52
ZNF32 zinc finger protein 32 chr10q22-q25  transcription, DNA-dependent --- -1.13 -1.19 1.06 -1.02 1.09 1.19 -1.07 -1.16 -1.31 -1.38 -1.56 -1.43
ZNF320 zinc finger protein 320 chr19q13.41  transcription, DNA-dependent --- -1.04 1.01 -1.01 1.11 -1.04 1.21 -1.23 -1.18 1.04 -1.10 1.19 1.16
ZNF326 zinc finger protein 326 chr1p22.2  transcription, DNA-dependent --- 1.05 1.06 -1.07 1.00 1.01 1.10 -1.14 1.13 -1.99 -2.10 -1.28 -1.80
ZNF326 zinc finger protein 326 chr1p22.2  transcription, DNA-dependent --- 1.00 -1.05 1.21 1.09 -1.02 1.06 -1.20 1.66 -2.30 -2.12 -1.40 -1.49
ZNF329 zinc finger protein 329 chr19q13.43  transcription, DNA-dependent --- 1.11 1.01 1.11 1.27 1.24 1.31 -1.44 -1.12 1.38 1.25 1.57 1.79
ZNF330 zinc finger protein 330 chr4q31.21 0 --- 1.14 1.16 -1.08 -1.13 -1.03 -1.14 -1.02 1.13 1.86 1.34 1.22 -1.02
ZNF330 zinc finger protein 330 chr4q31.21 0 --- 1.15 1.24 -1.10 -1.18 -1.03 1.04 -1.01 1.18 1.14 1.24 1.26 1.17
ZNF331 zinc finger protein 331 chr19q13.42  transcription, DNA-dependent --- -1.03 -1.03 1.03 1.01 1.11 1.03 1.60 1.23 1.55 1.66 1.72 1.95
ZNF333 zinc finger protein 333 chr19p13  transcription, DNA-dependent --- 1.21 -1.12 1.07 1.16 1.10 -1.07 -1.41 -1.01 1.59 1.55 -2.02 -1.35
ZNF334 zinc finger protein 334 chr20q13.12  transcription, DNA-dependent --- -2.45 -2.54 1.13 3.46 -1.40 1.21 -1.56 1.69 -1.52 1.06 1.07 1.33
ZNF334 zinc finger protein 334 chr20q13.12  transcription, DNA-dependent --- 1.27 3.34 -1.77 -1.56 -1.15 1.14 -1.42 -1.40 -1.75 -1.15 1.67 10.05
ZNF335 zinc finger protein 335 chr20q13.12  positive regulation of neuroblast prolifera--- -1.18 -1.53 -1.03 1.33 1.00 -1.03 1.09 1.24 1.33 1.23 1.44 1.97
ZNF33A zinc finger protein 33A chr10p11.2  transcription, DNA-dependent --- 1.09 -1.08 -1.01 1.01 -1.05 1.01 1.13 1.14 -1.07 -1.07 1.11 1.35
ZNF33A zinc finger protein 33A chr10p11.2  transcription, DNA-dependent --- 1.20 1.04 -1.32 -1.34 1.01 1.12 -1.21 -1.32 -2.76 -2.02 -2.29 -3.07
ZNF33A zinc finger protein 33A chr10p11.2  transcription, DNA-dependent --- -1.27 1.05 -1.06 -1.09 -1.27 -1.04 -1.40 -1.19 -1.03 1.12 1.81 1.90
ZNF33B zinc finger protein 33B chr10q11.2  transcription, DNA-dependent --- 1.15 1.14 1.10 1.05 1.07 1.02 1.34 1.18 -2.18 -1.68 -2.53 -2.30
ZNF33B zinc finger protein 33B chr10q11.2  transcription, DNA-dependent --- 1.19 -1.44 1.04 -1.14 1.00 1.30 -1.07 -1.02 -2.49 -1.83 -1.24 -1.06
ZNF341 zinc finger protein 341 chr20q11.22  transcription, DNA-dependent --- -1.14 1.05 1.36 1.25 1.19 1.09 1.55 1.44 2.15 1.53 1.63 1.81
ZNF341 zinc finger protein 341 chr20q11.22  transcription, DNA-dependent --- -1.20 1.49 1.13 -1.04 1.32 1.24 1.21 1.01 2.59 1.93 1.47 1.85
ZNF343 zinc finger protein 343 chr20p13  transcription, DNA-dependent --- 1.27 1.13 1.39 1.24 -1.13 -1.24 1.99 1.35 1.37 1.57 1.54 2.08
ZNF346 zinc finger protein 346 chr5q35.2  apoptotic process --- 1.09 1.09 1.07 -1.09 -1.02 1.15 1.07 1.04 -1.54 -1.85 -1.13 -1.19
ZNF346 zinc finger protein 346 chr5q35.2  apoptotic process --- -1.05 -1.04 -1.02 1.08 1.42 1.27 1.07 1.11 -1.80 -2.12 -1.51 -1.59
ZNF347 zinc finger protein 347 chr19q13.42  transcription, DNA-dependent --- 4.45 1.85 2.43 -1.18 1.05 2.63 -2.28 -1.55 -1.98 2.44 -1.85 1.18
ZNF347 zinc finger protein 347 chr19q13.42  transcription, DNA-dependent --- 1.18 3.77 -5.41 -1.35 -4.57 -3.04 -1.00 -1.55 3.52 4.41 -1.04 -1.93
ZNF35 zinc finger protein 35 chr3p21.32  transcription, DNA-dependent --- -1.20 -1.04 1.06 -1.05 1.03 -1.01 -1.10 1.07 1.33 1.10 1.09 1.14
ZNF350 zinc finger protein 350 chr19q13.41  transcription, DNA-dependent --- -2.28 1.02 6.01 3.17 11.33 1.16 1.11 1.66 3.94 2.54 2.77 3.30
ZNF358 zinc finger protein 358 chr19p13.2  transcription, DNA-dependent --- 1.04 1.08 1.21 1.40 -1.31 -1.21 1.38 1.55 1.01 -1.12 -1.57 -1.33
ZNF362 zinc finger protein 362 chr1p35.1  transcription, DNA-dependent --- -1.09 -1.08 -1.05 -1.08 1.12 1.02 1.08 1.09 -1.89 -1.51 -2.91 -2.60
ZNF367 zinc finger protein 367 chr9q22|9q22.32  transcription, DNA-dependent --- 1.19 1.26 -1.08 -1.27 -1.10 -1.03 -1.31 -1.12 -1.32 -1.18 -1.16 -1.33
ZNF37A zinc finger protein 37A chr10p11.2  transcription, DNA-dependent --- 1.19 1.06 1.11 -1.03 1.09 1.07 -1.14 -1.07 -2.01 -1.81 -1.49 -1.69
ZNF37BP zinc finger protein 37B, pse chr10q11.21 0 --- 1.40 -1.65 1.23 1.22 1.33 1.22 1.13 -1.06 -1.92 -2.23 -4.01 -2.95
ZNF37BP zinc finger protein 37B, pse chr10q11.21 0 --- -1.21 -1.34 1.04 1.06 -1.02 1.12 -1.04 -1.09 -5.84 -3.39 -2.91 -3.13
ZNF37BP zinc finger protein 37B, pse chr10q11.21 0 --- 1.04 -1.10 -1.10 1.30 1.05 1.20 1.14 1.30 -3.45 -2.85 -3.76 -4.41
ZNF382 zinc finger protein 382 chr19q13.12  transcription, DNA-dependent --- -3.11 -4.54 2.59 1.95 1.91 2.47 4.26 1.04 10.00 8.85 4.87 3.46
ZNF382 zinc finger protein 382 chr19q13.12  transcription, DNA-dependent --- -2.64 -1.10 -2.05 1.08 1.02 -1.00 -1.73 1.17 1.21 -1.26 -1.22 1.40
ZNF383 zinc finger protein 383 chr19q13.12  transcription, DNA-dependent --- -1.02 -1.05 -1.14 -1.09 1.07 1.00 1.57 1.35 1.07 -1.06 1.62 1.55
ZNF384 zinc finger protein 384 chr12p12  transcription, DNA-dependent --- 1.05 1.10 1.01 -1.03 1.15 1.09 1.07 -1.02 1.13 1.14 1.13 1.14
ZNF385A zinc finger protein 385A chr12q13.13  transcription, DNA-dependent --- 1.12 1.09 -1.12 1.01 1.04 -1.05 -1.02 1.09 1.55 1.50 1.08 -1.03
ZNF385B zinc finger protein 385B chr2q31.2-q31.3  apoptotic process --- -1.26 1.17 1.07 1.29 -1.14 -1.09 1.28 1.63 -2.99 -3.29 -4.28 -4.20
ZNF394 zinc finger protein 394 chr7q22.1  transcription, DNA-dependent --- 1.08 1.02 1.13 1.15 -1.08 1.07 -1.00 1.12 -1.34 -1.36 -2.40 -1.31
ZNF394 zinc finger protein 394 chr7q22.1  transcription, DNA-dependent --- -1.12 -1.13 1.07 1.16 -1.06 -1.18 1.14 1.12 1.34 1.14 1.17 1.24
ZNF395 zinc finger protein 395 chr8p21.1  transcription, DNA-dependent --- -1.14 -1.11 1.04 1.17 1.01 -1.08 1.50 1.11 1.32 1.39 1.26 1.26
ZNF396 zinc finger protein 396 chr18q12  transcription, DNA-dependent --- -3.98 -1.29 1.11 1.57 1.42 1.33 -1.06 1.56 38.51 13.31 1.21 -1.04
ZNF397 zinc finger protein 397 chr18q12.2  transcription, DNA-dependent --- 1.45 1.33 -1.11 1.03 -1.28 -1.23 -1.03 -1.18 1.47 1.23 1.70 1.83
ZNF398 zinc finger protein 398 chr7q36.1  transcription, DNA-dependent --- -1.07 -1.07 1.04 -1.04 -1.01 1.01 -1.03 1.02 -1.35 -1.28 1.06 1.01
ZNF404 zinc finger protein 404 chr19q13.31  transcription, DNA-dependent --- -1.95 1.62 1.18 -10.04 -2.90 -2.52 -1.05 -1.32 1.61 -1.78 4.63 5.80
ZNF407 zinc finger protein 407 chr18q23  transcription, DNA-dependent --- 1.02 1.00 1.05 -1.00 1.07 1.07 -1.10 -1.01 -1.50 -1.37 -1.23 -1.29
ZNF408 zinc finger protein 408 chr11p11.2  transcription, DNA-dependent --- 1.04 1.04 -1.09 1.08 -1.01 -1.18 1.30 1.56 1.48 1.21 1.83 1.76
ZNF41 zinc finger protein 41 chrXp11.23  transcription, DNA-dependent --- 1.62 1.41 1.09 -1.02 1.15 1.47 -1.08 1.03 1.32 1.65 1.40 1.63
ZNF410 zinc finger protein 410 chr14q24.3  transcription, DNA-dependent --- -1.05 1.00 -1.03 -1.10 1.11 1.08 -1.04 -1.04 1.27 1.14 1.03 -1.00
ZNF410 zinc finger protein 410 chr14q24.3  transcription, DNA-dependent --- 1.04 -1.00 1.11 1.07 -1.02 1.07 -1.10 -1.00 1.05 1.10 -1.16 -1.29
ZNF416 zinc finger protein 416 chr19q13.4  transcription, DNA-dependent --- -1.11 -1.18 1.18 -1.04 1.14 1.07 -1.06 1.12 -1.65 -1.91 -1.09 -1.01
ZNF416 zinc finger protein 416 chr19q13.4  transcription, DNA-dependent --- -1.41 -1.25 1.15 1.06 1.06 -1.03 -1.13 -1.16 -1.95 -1.79 -1.28 -1.24
ZNF418 zinc finger protein 418 chr19q13.43  transcription, DNA-dependent --- -1.39 1.73 -1.86 -1.81 -1.86 1.21 -2.72 -7.76 1.21 -1.32 1.60 -1.70
ZNF419 zinc finger protein 419 chr19q13.43  transcription, DNA-dependent --- -1.17 -1.29 -1.02 -1.05 1.10 -1.04 1.01 -1.04 -1.19 -1.23 1.01 1.08
ZNF419 zinc finger protein 419 chr19q13.43  transcription, DNA-dependent --- -1.20 -1.23 1.07 1.11 1.06 1.00 -1.02 1.07 -1.05 -1.13 1.34 1.42
ZNF420 zinc finger protein 420 chr19q13.12  transcription, DNA-dependent --- 1.03 -1.01 1.28 1.10 -1.33 -1.09 -1.11 -1.01 -1.03 1.03 1.09 -1.10
ZNF420 zinc finger protein 420 chr19q13.12  transcription, DNA-dependent --- -1.13 -1.19 1.16 1.14 -1.01 1.06 1.07 1.11 1.14 1.14 1.35 1.37
ZNF428 zinc finger protein 428 chr19q13.31 0 --- 1.04 1.02 1.11 1.05 1.00 1.14 1.02 1.13 -1.11 -1.14 -1.81 -1.50
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ZNF438 zinc finger protein 438 chr10p11.23  transcription, DNA-dependent --- -1.45 -1.44 1.14 1.16 -1.41 -1.21 -1.01 1.25 2.35 1.82 1.68 1.87
ZNF44 zinc finger protein 44 chr19p13.2  transcription, DNA-dependent --- 1.03 -1.71 -1.17 1.81 1.70 1.45 1.72 1.24 -1.31 -1.40 1.65 1.44
ZNF440 zinc finger protein 440 chr19p13.2  transcription, DNA-dependent --- 1.08 1.17 1.11 1.44 -1.46 1.00 1.16 1.22 1.04 -1.04 1.05 1.23
ZNF445 zinc finger protein 445 chr3p21.32  transcription, DNA-dependent --- 1.21 1.09 1.03 -1.01 1.01 1.24 -1.03 -1.04 -2.13 -2.01 -1.61 -1.59
ZNF449 zinc finger protein 449 chrXq26.3  transcription, DNA-dependent --- -1.30 -1.49 1.03 1.11 1.28 1.59 -1.53 -1.18 -1.14 -1.09 1.36 1.82
ZNF451 zinc finger protein 451 chr6p12.1  transcription, DNA-dependent --- 1.05 1.01 1.05 1.09 -1.09 1.02 1.34 1.14 1.15 1.24 1.68 1.58
ZNF451 zinc finger protein 451 chr6p12.1  transcription, DNA-dependent --- 1.01 1.09 1.22 -1.02 -1.03 1.02 -1.89 -1.20 -2.91 -2.62 -1.97 -2.07
ZNF462 zinc finger protein 462 chr9q31.2  chromatin organization --- -2.46 -2.41 1.43 -1.18 -5.32 -1.71 2.83 1.63 1.03 -1.55 1.50 -1.04
ZNF462 zinc finger protein 462 chr9q31.2  chromatin organization --- 1.08 1.01 1.34 1.35 1.06 1.01 -1.03 -1.10 -1.63 -1.61 -1.72 -1.23
ZNF462 zinc finger protein 462 chr9q31.2  chromatin organization --- 1.08 1.05 1.22 -1.06 -1.11 1.03 -1.52 -1.06 -1.26 -1.04 -1.80 -1.91
ZNF467 zinc finger protein 467 chr7q36.1  transcription, DNA-dependent --- -1.06 -1.03 -1.35 -1.08 -1.07 -1.07 2.06 1.57 1.24 1.72 1.13 1.56
ZNF467 zinc finger protein 467 chr7q36.1  transcription, DNA-dependent --- -1.49 1.63 1.27 1.47 4.70 3.50 2.07 -5.69 3.19 2.98 1.53 1.88
ZNF469 zinc finger protein 469 chr16q24  transcription, DNA-dependent --- -1.25 -1.31 1.06 1.23 1.33 1.08 1.12 -1.11 -1.62 -2.42 -2.81 -2.77
ZNF473 zinc finger protein 473 chr19q13.33  regulation of transcription, DNA-depende--- -1.01 -1.13 1.03 1.31 1.27 1.09 1.23 1.09 1.29 -1.19 1.26 1.52
ZNF474 zinc finger protein 474 chr5q23.2 0 --- 1.33 1.53 -1.29 -1.35 -1.10 -1.11 -1.05 1.51 2.81 2.84 1.04 -1.52
ZNF479 zinc finger protein 479 chr7p11.2  transcription, DNA-dependent --- -1.64 -1.16 -1.42 -1.84 -18.20 -1.47 -2.17 -5.62 4.48 14.02 -2.14 1.02
ZNF488 zinc finger protein 488 chr10q11.22  transcription, DNA-dependent --- 1.23 1.04 -1.04 -1.28 -1.17 1.05 1.51 1.44 -1.01 -1.21 -2.02 -1.76
ZNF490 zinc finger protein 490 chr19p13.2  transcription, DNA-dependent --- 1.03 1.07 1.03 -1.07 1.00 1.08 -1.00 -1.03 -1.73 -1.69 -1.68 -1.91
ZNF493 zinc finger protein 493 chr19p12  transcription, DNA-dependent --- 1.04 -1.21 -1.13 -1.24 -1.50 -1.29 -1.09 1.52 -2.16 -1.63 -2.98 -2.98
ZNF496 zinc finger protein 496 chr1q44  negative regulation of transcription from --- -1.18 -1.25 -1.10 1.16 -1.08 -1.05 1.44 1.24 -1.16 1.25 -3.19 -3.59
ZNF497 zinc finger protein 497 chr19q13.43  transcription, DNA-dependent --- 1.19 -1.26 -1.21 1.12 -1.19 -1.18 -1.02 1.14 -2.67 -2.95 -1.53 -1.19
ZNF503 zinc finger protein 503 chr10q22.2  transcription, DNA-dependent --- -1.05 -1.03 -1.38 -1.21 -1.06 1.20 1.07 1.03 2.22 1.94 2.06 2.61
ZNF503 zinc finger protein 503 chr10q22.2  transcription, DNA-dependent --- 1.09 -1.02 1.12 1.05 -1.07 1.01 1.00 1.10 1.33 1.62 2.05 2.24
ZNF503-AS2 ZNF503 antisense RNA 2 chr10q22.2 0 --- 1.20 1.16 1.41 1.34 1.03 1.12 -1.00 1.13 -1.14 -1.01 -1.07 1.45
ZNF503-AS2 ZNF503 antisense RNA 2 chr10q22.2 0 --- 1.10 -1.06 1.45 1.05 -1.12 -1.11 1.02 1.10 1.16 -1.11 -1.05 1.24
ZNF503-AS2 ZNF503 antisense RNA 2 chr10q22.2 0 --- 1.49 -1.24 1.23 1.18 -1.18 -1.42 -1.08 1.32 1.44 1.05 1.42 1.71
ZNF507 zinc finger protein 507 chr19q13.11  transcription, DNA-dependent --- 1.08 1.14 -1.05 -1.16 -1.14 -1.03 -1.21 -1.13 -1.53 -1.27 -1.06 -1.13
ZNF507 zinc finger protein 507 chr19q13.11  transcription, DNA-dependent --- -1.02 -1.37 -1.03 1.10 1.31 -1.05 1.74 1.28 -1.18 -1.14 1.40 1.13
ZNF512 zinc finger protein 512 chr2p23  transcription, DNA-dependent --- -1.16 -1.03 1.23 1.16 1.03 -1.05 -1.03 -1.18 -1.94 -1.31 -1.70 -1.39
ZNF512 zinc finger protein 512 chr2p23  transcription, DNA-dependent --- 1.13 1.03 1.05 1.28 -1.12 -1.06 -1.17 -1.12 -1.20 -1.20 -1.99 -1.56
ZNF512B zinc finger protein 512B chr20q13.33  transcription, DNA-dependent --- -1.12 -1.06 -1.02 -1.02 -1.00 -1.02 -1.09 1.16 -1.68 -1.68 -2.04 -1.72
ZNF513 zinc finger protein 513 chr2p23.3  transcription, DNA-dependent --- 1.02 1.17 -1.20 1.33 -1.09 -1.27 2.59 1.85 1.14 -1.13 1.19 -1.03
ZNF514 zinc finger protein 514 chr2q11.1  transcription, DNA-dependent --- -1.35 -1.34 1.23 1.05 -1.10 1.04 1.02 -1.17 -2.27 -1.77 -2.00 -1.96
ZNF516 zinc finger protein 516 chr18q23  transcription, DNA-dependent --- 3.62 2.39 -1.83 -1.27 -1.90 -1.15 -1.17 1.01 -1.21 1.04 -1.13 -1.15
ZNF518A zinc finger protein 518A chr10q24.1  transcription, DNA-dependent --- -1.00 -1.11 1.04 -1.11 1.37 1.01 -1.01 1.02 -1.94 -2.17 -1.36 -1.39
ZNF518A zinc finger protein 518A chr10q24.1  transcription, DNA-dependent --- -1.32 -1.10 -1.13 -1.11 1.19 1.51 -2.12 -1.38 -2.45 -3.24 -1.76 -1.75
ZNF518B zinc finger protein 518B chr4p16.1  transcription, DNA-dependent --- 2.24 2.77 -6.78 -4.47 -1.01 2.59 -1.25 1.13 5.80 2.87 2.63 2.09
ZNF519 zinc finger protein 519 chr18p11.21  transcription, DNA-dependent --- 1.75 1.40 -1.05 -1.04 -1.18 1.25 -1.61 -1.34 -2.88 -2.15 -1.97 -1.84
ZNF519 zinc finger protein 519 chr18p11.21  transcription, DNA-dependent --- 1.25 -1.01 1.32 -1.08 1.13 1.15 1.20 1.31 -1.18 -1.00 1.61 1.31
ZNF519 zinc finger protein 519 chr18p11.21  transcription, DNA-dependent --- 1.06 1.09 1.12 1.05 1.16 1.22 1.50 1.43 -1.11 -1.05 1.28 1.26
ZNF527 zinc finger protein 527 chr19q13.1  negative regulation of transcription from --- 1.31 1.40 1.06 -1.17 -1.37 1.06 -1.14 -1.28 -3.18 -3.13 -1.48 -3.02
ZNF527 zinc finger protein 527 chr19q13.1  negative regulation of transcription from --- 1.05 1.04 1.08 -1.01 1.17 1.09 1.07 1.02 -1.13 1.13 1.29 1.40
ZNF529 zinc finger protein 529 chr19q13.13  transcription, DNA-dependent --- -1.34 -1.44 -1.11 1.00 -1.10 1.18 -1.10 -1.05 -2.19 -1.50 -2.07 -2.15
ZNF529 zinc finger protein 529 chr19q13.13  transcription, DNA-dependent --- -1.00 -1.53 -1.53 -1.33 1.11 1.11 -1.32 1.10 2.30 1.39 1.88 1.74
ZNF532 zinc finger protein 532 chr18q21.32  transcription, DNA-dependent --- -1.05 -1.12 -1.01 1.14 -1.01 1.05 -1.12 1.08 -1.73 -1.46 -1.51 -1.38
ZNF536 NULL --- 0 --- -1.12 -1.08 1.69 1.42 -6.23 -1.09 -1.62 1.26 2.63 2.60 -2.91 -1.33
ZNF543 zinc finger protein 543 chr19q13.43  transcription, DNA-dependent --- -1.05 1.07 -1.09 -1.15 -1.14 -1.11 -1.13 1.01 -1.57 -1.41 -1.02 -1.18
ZNF544 zinc finger protein 544 chr19q13.43  transcription, DNA-dependent --- -1.17 -1.21 1.07 1.02 1.19 1.04 1.04 1.08 -1.45 -1.53 -1.32 -1.17
ZNF546 zinc finger protein 546 chr19q13.2  transcription, DNA-dependent --- 1.09 1.40 1.10 -1.17 1.15 1.18 1.05 1.04 -3.60 -2.75 -2.88 -2.90
ZNF546 zinc finger protein 546 chr19q13.2  transcription, DNA-dependent --- 1.20 1.49 1.55 -1.48 1.29 1.27 -1.40 -1.26 -2.05 -2.98 -2.13 -2.17
ZNF547 zinc finger protein 547 chr19q13.43  transcription, DNA-dependent --- -1.14 -1.31 1.52 1.97 1.08 1.35 -1.91 -1.19 -1.28 -1.50 -2.86 -2.87
ZNF548 zinc finger protein 548 chr19q13.43  transcription, DNA-dependent --- -1.02 1.09 -1.04 -1.00 1.12 1.03 1.12 1.32 -1.01 1.14 1.26 2.05
ZNF548 zinc finger protein 548 chr19q13.43  transcription, DNA-dependent --- 1.14 1.17 1.10 1.06 1.04 1.06 -1.19 -1.20 -1.87 -1.44 -1.48 -1.48
ZNF548 zinc finger protein 548 chr19q13.43  transcription, DNA-dependent --- 1.10 1.05 1.29 1.34 1.02 -1.07 -1.04 1.08 -1.33 -1.29 -1.22 -1.15
ZNF550 zinc finger protein 550 chr19q13.43  transcription, DNA-dependent --- 1.19 1.09 1.07 -1.01 1.11 1.16 -1.17 -1.13 -1.16 -1.01 1.45 1.34
ZNF550 zinc finger protein 550 chr19q13.43  transcription, DNA-dependent --- 1.66 -1.36 -1.45 -1.26 1.46 1.08 2.29 1.49 -1.34 1.04 2.32 2.08
ZNF552 zinc finger protein 552 chr19q13.43  transcription, DNA-dependent --- -1.06 -1.06 1.16 -1.01 -1.03 1.03 -1.12 -1.03 -1.56 -1.49 -1.48 -1.63
ZNF555 zinc finger protein 555 chr19p13.3  transcription, DNA-dependent --- 1.21 -1.05 1.26 1.32 -1.05 -1.05 1.42 1.17 1.18 1.05 1.49 1.55
ZNF556 zinc finger protein 556 chr19p13.3  transcription, DNA-dependent --- -1.40 -1.77 -1.06 -1.61 1.21 1.65 -1.80 -2.59 1.57 1.81 1.66 1.55
ZNF559 zinc finger protein 559 chr19p13.2  transcription, DNA-dependent --- 1.07 -1.09 1.16 1.10 1.05 -1.04 -1.14 -1.03 -1.14 -1.16 1.15 1.40
ZNF562 zinc finger protein 562 chr19p13.2  transcription, DNA-dependent --- -1.02 -1.08 -1.12 -1.09 -1.04 -1.02 -1.09 -1.02 1.06 1.11 1.29 1.29
ZNF567 zinc finger protein 567 chr19q13.12  transcription, DNA-dependent --- 1.05 -1.11 -1.01 -1.11 -1.50 1.02 1.42 -1.08 1.05 1.62 1.68 1.80
ZNF567 zinc finger protein 567 chr19q13.12  transcription, DNA-dependent --- 1.39 -1.11 2.15 1.75 -1.20 -1.66 -1.42 -1.07 1.75 3.45 1.46 1.76
ZNF57 zinc finger protein 57 chr19p13.3  transcription, DNA-dependent --- -1.04 -1.05 1.08 1.15 -1.01 -1.03 1.10 1.01 1.39 1.23 1.56 1.62
ZNF570 zinc finger protein 570 chr19q13.12  transcription, DNA-dependent --- 1.59 -1.16 1.54 3.34 1.26 -2.93 -1.39 1.58 -2.99 -2.80 1.86 5.09
ZNF571 zinc finger protein 571 chr19q13.12  transcription, DNA-dependent --- -1.32 -1.10 -1.29 -1.14 1.28 1.33 -1.52 -1.06 -1.18 -1.25 1.72 1.51
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ZNF571-AS1 ZNF571 antisense RNA 1 --- 0 --- -5.52 -1.20 -1.76 3.03 -3.66 1.10 -4.47 -3.40 6.24 2.35 1.47 -1.11
ZNF572 zinc finger protein 572 chr8q24.13  transcription, DNA-dependent --- 1.45 1.53 1.43 1.05 -1.07 -1.00 -1.56 1.07 -3.32 -2.58 -4.03 -3.15
ZNF573 zinc finger protein 573 chr19q13.12  transcription, DNA-dependent --- 1.05 -1.32 1.18 1.34 1.18 1.33 -1.12 -1.10 -1.58 -1.48 -1.57 -1.29
ZNF576 zinc finger protein 576 chr19q13.31  transcription, DNA-dependent --- 1.05 -1.07 -1.10 -1.04 1.02 -1.13 1.02 1.04 -1.41 -1.20 -1.58 -1.47
ZNF578 zinc finger protein 578 chr19q13.41  transcription, DNA-dependent --- 1.40 -1.10 -1.14 1.42 1.48 1.93 -1.24 1.88 1.45 1.49 1.67 2.80
ZNF578 zinc finger protein 578 chr19q13.41  transcription, DNA-dependent --- 2.87 2.63 2.50 5.30 6.45 -1.62 -5.48 2.12 -1.40 1.35 5.02 1.60
ZNF580 zinc finger protein 580 chr19q13.42  transcription, DNA-dependent --- 1.13 1.09 -1.02 1.07 -1.04 -1.05 1.21 1.19 1.05 1.02 -1.34 -1.28
ZNF581 zinc finger protein 581 chr19q13.42  transcription, DNA-dependent --- 1.03 1.02 1.01 1.10 1.00 -1.06 1.93 1.45 1.49 1.16 1.34 1.44
ZNF584 zinc finger protein 584 chr19q13.43  transcription, DNA-dependent --- -1.16 -1.27 -1.05 -1.03 -1.01 -1.05 1.14 1.12 1.02 -1.08 1.12 1.31
ZNF585A zinc finger protein 585A chr19q13.12  transcription, DNA-dependent --- -1.22 -1.69 1.49 1.28 1.04 1.57 -1.38 -1.25 -1.24 -1.15 1.92 2.54
ZNF585A zinc finger protein 585A chr19q13.12  transcription, DNA-dependent --- 1.12 1.21 1.23 1.08 1.03 1.33 -1.67 -1.29 1.15 1.09 1.36 1.62
ZNF585A zinc finger protein 585A chr19q13.12  transcription, DNA-dependent --- -1.07 -1.02 -1.19 -1.08 1.02 1.03 -1.08 -1.16 1.19 1.00 1.38 1.39
ZNF587B zinc finger protein 587B ---  regulation of transcription, DNA-depende--- -1.10 -1.16 -1.10 -1.09 -1.14 1.18 -1.61 -1.29 -1.84 -1.56 -1.54 -1.66
ZNF589 zinc finger protein 589 chr3p21  regulation of transcription, DNA-depende--- 1.20 1.20 1.02 1.14 -1.10 -1.01 -1.09 -1.45 -1.49 -1.90 -1.26 -1.59
ZNF589 zinc finger protein 589 chr3p21  regulation of transcription, DNA-depende--- 1.28 1.14 1.08 1.16 -1.03 1.01 1.05 1.13 -1.44 -1.55 -1.43 -1.47
ZNF589 zinc finger protein 589 chr3p21  regulation of transcription, DNA-depende--- 1.21 -1.28 -1.54 -1.05 -1.12 1.12 -1.50 1.42 -2.42 -1.88 -2.13 -1.55
ZNF592 zinc finger protein 592 chr15q25.3  transcription, DNA-dependent --- -1.02 -1.03 1.04 1.07 -1.16 -1.04 1.06 1.03 -1.19 -1.35 -1.30 -1.10
ZNF593 zinc finger protein 593 chr1p36.11  negative regulation of transcription from --- -1.00 -1.09 -1.05 -1.03 1.02 -1.02 1.04 -1.09 1.28 1.11 1.40 1.41
ZNF594 zinc finger protein 594 chr17p13  transcription, DNA-dependent --- 1.12 -1.07 1.30 -1.03 -1.03 1.21 -1.35 -1.04 -6.77 -4.81 -5.36 -4.07
ZNF595 zinc finger protein 595 chr4p16.3  transcription, DNA-dependent --- -1.36 -1.75 1.42 2.20 -1.10 -1.16 -2.23 1.03 -1.61 -1.50 -4.22 -1.48
ZNF598 zinc finger protein 598 chr16p13.3  regulation of transcription, DNA-depende--- 1.07 -1.05 1.02 1.25 -1.22 -1.24 -1.02 1.07 1.26 1.10 1.12 1.35
ZNF599 zinc finger protein 599 chr19q13.11  transcription, DNA-dependent --- 1.17 -1.10 1.13 1.26 -1.18 1.38 -1.40 -1.61 -2.04 -2.10 -2.54 -2.76
ZNF599 zinc finger protein 599 chr19q13.11  transcription, DNA-dependent --- -1.03 -1.06 1.08 1.32 -1.17 -1.06 -1.34 -1.27 -1.30 -1.43 -1.63 -1.71
ZNF599 zinc finger protein 599 chr19q13.11  transcription, DNA-dependent --- 1.35 1.43 -1.32 1.55 1.17 1.07 -1.54 -2.04 -1.43 -2.01 -1.68 -1.40
ZNF606 zinc finger protein 606 chr19q13.4  transcription, DNA-dependent --- -1.33 -1.53 1.35 2.47 -1.16 -2.20 -1.52 1.02 -2.06 -1.41 -2.16 -1.79
ZNF607 zinc finger protein 607 chr19q13.1  transcription, DNA-dependent --- 1.20 -1.17 1.06 1.18 -1.18 -1.20 -1.07 1.02 -1.15 -1.21 1.15 1.32
ZNF609 zinc finger protein 609 chr15q22.31 0 --- 1.00 1.15 1.10 -1.23 -1.38 -1.04 -1.07 -1.09 1.33 1.44 1.37 1.11
ZNF611 zinc finger protein 611 chr19q13.41  transcription, DNA-dependent --- 1.22 1.37 -1.04 1.01 1.04 1.39 -1.48 -1.28 -2.28 -3.12 -2.81 -2.52
ZNF611 zinc finger protein 611 chr19q13.41  transcription, DNA-dependent --- 1.05 1.12 -1.12 -1.13 -1.12 1.06 -1.06 -1.04 -1.02 1.07 -1.49 -1.56
ZNF614 zinc finger protein 614 chr19q13.41  transcription, DNA-dependent --- -1.03 -1.04 -1.03 1.22 1.30 1.35 1.15 -1.04 1.51 1.53 2.12 1.77
ZNF615 zinc finger protein 615 chr19q13.41  transcription, DNA-dependent --- 1.13 1.07 -1.10 -1.09 1.10 1.32 -1.18 -1.07 -2.09 -1.52 1.07 -1.12
ZNF616 zinc finger protein 616 chr19q13.41  transcription, DNA-dependent --- 1.11 -1.32 -1.09 -1.06 -1.16 -1.21 -1.02 -1.02 -1.46 1.11 -1.06 1.38
ZNF616 zinc finger protein 616 chr19q13.41  transcription, DNA-dependent --- -1.05 -1.25 1.01 1.14 1.11 1.16 -1.45 1.04 -1.06 1.06 1.36 1.51
ZNF618 zinc finger protein 618 chr9q32  transcription, DNA-dependent --- -1.13 -1.13 1.25 -1.02 1.14 1.05 -1.00 1.08 -1.31 -1.63 -1.69 -1.43
ZNF618 zinc finger protein 618 chr9q32  transcription, DNA-dependent --- 1.20 1.06 1.00 1.04 1.34 -1.00 -1.22 -1.16 -1.81 -1.40 -1.73 -1.71
ZNF618 zinc finger protein 618 chr9q32  transcription, DNA-dependent --- 1.01 -1.03 1.03 -1.24 1.26 1.08 -1.02 -1.04 -1.88 -1.57 -1.79 -1.75
ZNF620 zinc finger protein 620 chr3p22.1  transcription, DNA-dependent --- -1.12 -1.44 -1.44 1.07 -1.22 1.02 -1.27 1.26 -1.32 -1.51 -1.87 -1.74
ZNF621 zinc finger protein 621 chr3p22.1  transcription, DNA-dependent --- -1.00 -1.09 1.10 1.16 1.15 1.09 1.08 1.01 -1.59 -1.72 -1.19 -1.10
ZNF621 zinc finger protein 621 chr3p22.1  transcription, DNA-dependent --- 1.05 -1.02 1.14 1.06 1.16 1.20 -1.03 1.01 -1.83 -1.70 -1.32 -1.58
ZNF621 zinc finger protein 621 chr3p22.1  transcription, DNA-dependent --- -1.08 1.29 1.29 1.73 1.20 1.18 1.23 1.26 -1.74 -1.35 -1.13 -1.02
ZNF622 zinc finger protein 622 chr5p15.1  intrinsic apoptotic signaling pathway in r --- -1.08 -1.02 1.06 1.03 1.10 -1.02 1.25 1.12 1.67 1.24 1.15 1.20
ZNF623 zinc finger protein 623 chr8q24.3  transcription, DNA-dependent --- 1.05 1.07 1.06 -1.42 -1.14 -1.05 -1.18 -1.11 -2.04 -1.87 -1.28 -1.69
ZNF625 /// ZNzinc finger protein 625 /// Z chr19p /// chr19p13. transcription, DNA-dependent --- 1.09 -1.28 1.21 1.15 -1.12 1.24 1.46 -1.17 1.25 -1.51 1.07 -1.58
ZNF627 zinc finger protein 627 chr19p13.2  transcription, DNA-dependent --- 1.13 1.18 1.23 1.07 1.01 1.13 -1.04 1.05 -1.26 -1.11 1.32 1.09
ZNF628 zinc finger protein 628 chr19q13.42  transcription, DNA-dependent --- 1.07 1.08 1.06 1.15 -1.04 -1.03 1.32 1.17 1.14 1.33 1.28 1.18
ZNF629 zinc finger protein 629 chr16p11.2  transcription, DNA-dependent --- -1.03 -1.03 1.03 1.11 -1.04 -1.07 1.03 1.11 -1.26 -1.40 -1.46 -1.21
ZNF630 zinc finger protein 630 chrXp11.3-p11.1  transcription, DNA-dependent --- 1.05 -1.05 -1.51 -1.12 -1.14 -1.60 1.15 -1.26 -1.04 -1.25 1.48 1.70
ZNF638 zinc finger protein 638 chr2p13.1  transcription, DNA-dependent --- 1.05 1.09 1.05 -1.00 -1.05 1.05 -1.19 -1.01 -1.69 -1.71 -1.24 -1.38
ZNF638 zinc finger protein 638 chr2p13.1  transcription, DNA-dependent --- -1.03 -1.15 1.15 1.47 -1.24 -1.24 -1.33 -1.20 1.75 1.21 1.34 1.24
ZNF638 /// ZNzinc finger protein 638 /// Z chr2p13.1  transcription, DNA-dependent --- 1.04 1.09 1.01 1.02 1.00 1.01 -1.13 1.08 -1.61 -1.54 -1.21 -1.30
ZNF638 /// ZNzinc finger protein 638 /// Z chr2p13.1  transcription, DNA-dependent --- -1.06 -1.01 1.10 -1.04 1.19 1.21 -1.37 -1.05 -1.71 -1.48 -1.22 -1.24
ZNF639 zinc finger protein 639 chr3q26.33  transcription, DNA-dependent --- 1.07 1.00 1.04 1.15 -1.08 1.05 -1.09 -1.02 -1.11 -1.11 -1.22 -1.19
ZNF641 zinc finger protein 641 chr12q13.11  transcription, DNA-dependent --- 1.44 1.49 1.27 -1.42 -1.21 -1.15 -1.11 1.20 1.71 1.66 -2.02 -1.95
ZNF652 zinc finger protein 652 chr17q21.32  transcription, DNA-dependent --- -1.02 1.11 1.10 1.02 1.24 1.18 -1.19 -1.14 -1.60 -1.27 -1.47 -1.54
ZNF652 zinc finger protein 652 chr17q21.32  transcription, DNA-dependent --- -1.07 -1.09 -1.02 -1.24 1.11 1.25 -1.44 -1.33 -1.68 -1.25 -1.55 -1.49
ZNF652 zinc finger protein 652 chr17q21.32  transcription, DNA-dependent --- 1.28 1.17 -1.03 -1.07 -1.13 1.08 -1.69 -1.12 -1.83 -1.50 -1.56 -1.58
ZNF654 zinc finger protein 654 chr3p11.1  transcription, DNA-dependent --- 1.01 1.17 1.10 -1.10 1.02 1.10 1.02 1.03 -1.24 -1.05 1.46 1.21
ZNF655 zinc finger protein 655 chr7q22.1  transcription, DNA-dependent --- 1.02 1.09 -1.12 -1.16 1.12 1.06 1.06 -1.05 -1.26 1.06 -2.41 -2.01
ZNF655 zinc finger protein 655 chr7q22.1  transcription, DNA-dependent --- -1.07 -1.16 1.10 1.21 -1.07 -1.01 -1.00 1.02 -1.54 -1.27 -1.44 -1.57
ZNF662 zinc finger protein 662 chr3p22.1  transcription, DNA-dependent --- 1.00 -1.31 1.15 1.32 -1.12 -1.18 -1.40 1.02 -4.54 -3.64 -5.58 -3.96
ZNF664 zinc finger protein 664 chr12q24.31  transcription, DNA-dependent --- 1.08 1.09 1.03 1.00 -1.02 -1.00 -1.12 -1.13 -1.51 -1.30 -1.53 -1.59
ZNF668 zinc finger protein 668 chr16p11.2  transcription, DNA-dependent --- -1.01 1.01 -1.04 1.16 1.26 -1.11 1.14 1.04 1.57 1.29 1.08 1.06
ZNF670 zinc finger protein 670 chr1q44  transcription, DNA-dependent --- -1.06 1.07 -1.21 -1.12 1.14 1.45 -1.13 -1.19 -1.31 -1.47 1.64 1.15
ZNF674 zinc finger protein 674 chrXp11.3  transcription, DNA-dependent --- 2.91 7.30 5.76 2.21 2.05 7.11 7.71 3.85 1.02 1.15 -1.26 2.10
ZNF674-AS1 ZNF674 antisense RNA 1 (hchrXp11.23 0 --- 1.23 1.32 1.06 1.04 1.07 1.06 1.10 -1.13 -1.26 -1.42 -1.54 -1.73
ZNF675 zinc finger protein 675 chr19p12  negative regulation of transcription from --- 1.12 1.01 -1.06 1.01 1.03 1.16 -1.56 1.03 -1.83 -1.71 -1.69 -1.27
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ZNF678 zinc finger protein 678 chr1q42.13  transcription, DNA-dependent --- -1.08 -1.21 -1.01 -1.22 3.24 -1.22 4.31 1.40 7.84 10.07 1.30 2.64
ZNF684 zinc finger protein 684 chr1p34.2  transcription, DNA-dependent --- -1.19 -1.51 1.23 1.00 -1.16 1.13 -1.39 -1.07 -1.21 -1.83 1.23 1.03
ZNF688 zinc finger protein 688 chr16p11.2  transcription, DNA-dependent --- -2.29 -1.70 4.58 5.53 -3.27 -1.28 2.01 3.36 1.49 -1.06 -1.29 -1.65
ZNF688 zinc finger protein 688 chr16p11.2  transcription, DNA-dependent --- 1.11 1.04 -1.18 1.17 1.16 1.04 1.43 1.18 -1.17 -1.51 -2.16 -1.80
ZNF688 zinc finger protein 688 chr16p11.2  transcription, DNA-dependent --- -1.08 1.02 -1.01 -1.03 -1.16 -1.05 1.45 1.13 -1.56 -1.61 -2.46 -1.94
ZNF689 zinc finger protein 689 chr16p11.2  transcription, DNA-dependent --- -1.08 -1.03 1.04 -1.00 1.02 -1.05 -1.09 -1.04 -1.23 -1.32 1.18 1.30
ZNF689 zinc finger protein 689 chr16p11.2  transcription, DNA-dependent --- -1.14 -1.16 1.06 -1.16 1.07 1.06 -1.18 -1.18 -1.29 -1.30 1.06 1.02
ZNF696 zinc finger protein 696 chr8q24.3  transcription, DNA-dependent --- 1.04 -1.03 1.36 1.13 1.12 1.29 -1.33 1.14 -1.29 -1.61 -1.29 -1.63
ZNF7 zinc finger protein 7 chr8q24  transcription, DNA-dependent --- -1.03 -1.13 1.04 1.10 1.17 1.07 1.22 1.19 1.45 1.43 1.64 1.88
ZNF70 zinc finger protein 70 chr22q11.23  transcription, DNA-dependent --- -1.12 -1.02 -1.09 -1.11 1.24 1.27 -1.06 -1.11 -2.15 -2.24 -1.18 -1.52
ZNF703 zinc finger protein 703 chr8p11.23  transcription, DNA-dependent --- -1.01 -1.02 1.14 1.07 -1.13 -1.00 -1.14 -1.04 -1.61 -1.76 -1.04 -1.35
ZNF704 zinc finger protein 704 chr8q21.13 0 --- 1.04 1.15 1.58 1.27 -1.16 1.16 1.33 1.54 -1.46 -1.97 -1.63 -1.84
ZNF706 zinc finger protein 706 chr8q22.3 0 --- 1.02 -1.09 1.06 -1.07 -1.16 -1.06 -1.47 -1.20 -1.63 -1.62 -2.02 -1.69
ZNF708 zinc finger protein 708 chr19p12  transcription, DNA-dependent --- 1.37 1.13 1.22 1.07 -1.17 1.05 -1.12 -1.29 -1.99 -1.81 -2.80 -2.48
ZNF709 zinc finger protein 709 chr19p13.2  transcription, DNA-dependent --- 1.14 1.05 1.17 1.06 -1.50 -1.10 1.04 -1.24 -3.30 -2.66 -2.83 -4.02
ZNF709 zinc finger protein 709 chr19p13.2  transcription, DNA-dependent --- 1.10 -1.03 -1.29 -2.37 -1.31 1.03 -1.01 -1.28 -4.47 -2.78 -2.34 -2.38
ZNF710 zinc finger protein 710 chr15q26.1  transcription, DNA-dependent --- -1.25 1.12 1.08 -1.31 1.09 1.09 -1.48 -1.10 3.61 2.66 4.78 3.47
ZNF710 zinc finger protein 710 chr15q26.1  transcription, DNA-dependent --- -1.09 1.09 -1.46 -1.71 1.15 1.44 -1.48 1.17 1.01 1.83 -1.82 -1.11
ZNF711 zinc finger protein 711 chrXq21.1  transcription, DNA-dependent --- 1.14 1.13 -1.09 -1.22 -1.13 -1.06 1.02 -1.12 -1.52 -1.44 -2.33 -2.88
ZNF718 zinc finger protein 718 chr4p16.3  transcription, DNA-dependent --- 1.36 -1.74 -2.09 1.05 -1.06 1.05 1.99 1.42 1.20 -1.31 -1.01 1.07
ZNF718 zinc finger protein 718 chr4p16.3  transcription, DNA-dependent --- -1.11 -1.11 1.19 1.10 -1.36 -1.30 1.01 1.00 -1.83 -1.60 -1.69 -2.26
ZNF720 zinc finger protein 720 chr16p11.2  regulation of transcription, DNA-depende--- 1.13 -1.11 1.16 1.31 1.06 1.14 1.01 -1.09 -1.03 1.08 1.40 1.31
ZNF732 zinc finger protein 732 chr4p16.3  transcription, DNA-dependent --- 1.03 -1.94 1.25 -1.07 1.07 -1.24 3.83 6.18 -1.20 -1.46 -1.66 -1.03
ZNF738 zinc finger protein 738 chr19p12  protein polyubiquitination --- 1.46 1.29 1.07 -1.27 -1.27 1.03 -2.11 -1.22 -2.63 -2.33 -2.71 -4.17
ZNF746 zinc finger protein 746 chr7q36.1  transcription, DNA-dependent --- 1.06 1.08 -1.09 -1.11 1.04 -1.02 -1.12 -1.03 -1.30 -1.37 1.05 1.00
ZNF747 zinc finger protein 747 chr16p11.2  regulation of transcription, DNA-depende--- -1.04 -1.16 1.01 1.10 1.19 1.11 -1.17 1.02 -1.50 -1.31 -1.18 -1.05
ZNF747 zinc finger protein 747 chr16p11.2  regulation of transcription, DNA-depende--- -1.12 -1.08 1.05 -1.08 1.08 1.01 -1.01 -1.02 -1.49 -1.49 -1.33 -1.32
ZNF747 zinc finger protein 747 chr16p11.2  regulation of transcription, DNA-depende--- -1.04 -1.05 1.06 -1.18 1.09 1.03 -1.16 1.11 -1.96 -1.61 -1.56 -1.55
ZNF749 zinc finger protein 749 chr19q13.43  transcription, DNA-dependent --- 1.36 1.37 1.84 1.23 -1.12 1.12 -1.87 1.05 1.06 1.46 1.43 1.03
ZNF75A zinc finger protein 75a chr16p13.3  transcription, DNA-dependent --- 1.11 1.08 1.15 1.16 1.11 1.26 1.07 1.22 -1.66 -1.68 -1.28 -1.08
ZNF75A zinc finger protein 75a chr16p13.3  transcription, DNA-dependent --- 1.07 1.04 1.09 1.08 1.12 1.12 -1.14 1.01 -1.96 -1.43 -1.05 1.07
ZNF75A zinc finger protein 75a chr16p13.3  transcription, DNA-dependent --- -1.38 1.04 -1.11 1.09 -1.02 -1.09 1.29 1.07 -2.15 -2.54 -1.21 -1.28
ZNF75D zinc finger protein 75D chrXq26.3  transcription, DNA-dependent --- -1.22 -1.21 1.59 1.07 1.29 1.20 1.10 -1.40 -2.06 -3.29 -1.60 -1.84
ZNF75D zinc finger protein 75D chrXq26.3  transcription, DNA-dependent --- -1.00 1.04 1.15 1.08 -1.01 1.01 -1.20 -1.14 -2.32 -1.85 -1.74 -1.87
ZNF76 zinc finger protein 76 chr6p21.31  transcription, DNA-dependent --- 1.15 1.49 -1.10 -1.08 1.05 1.15 -1.29 1.08 -1.67 -1.70 -1.46 -1.66
ZNF764 zinc finger protein 764 chr16p11.2  transcription, DNA-dependent --- -1.06 -1.27 1.17 1.17 1.05 1.04 -1.16 1.03 -1.32 -1.18 -1.50 -1.57
ZNF764 zinc finger protein 764 chr16p11.2  transcription, DNA-dependent --- -1.07 -1.15 1.12 1.12 1.08 1.10 -1.07 1.03 -1.74 -1.58 -1.36 -1.38
ZNF766 zinc finger protein 766 chr19q13.41  transcription, DNA-dependent --- -1.03 1.04 -1.10 1.09 1.17 1.14 -1.08 1.05 1.11 1.15 1.49 1.75
ZNF77 zinc finger protein 77 chr19p13.3  transcription, DNA-dependent --- -1.08 -1.11 -1.17 -1.07 -1.08 1.02 1.06 1.14 1.29 1.01 1.73 1.63
ZNF77 zinc finger protein 77 chr19p13.3  transcription, DNA-dependent --- -1.04 1.29 -1.68 -4.16 1.15 1.36 1.72 -1.08 -1.32 1.66 2.66 2.56
ZNF775 zinc finger protein 775 chr7q36.1  transcription, DNA-dependent --- -1.21 -1.33 -1.15 1.10 1.08 -1.37 1.14 1.63 1.43 1.45 1.06 1.26
ZNF776 zinc finger protein 776 chr19q13.43  transcription, DNA-dependent --- 1.36 1.25 1.13 1.08 -1.13 1.08 -1.56 -1.25 -1.46 -1.40 -1.55 -1.32
ZNF780A zinc finger protein 780A chr19q13.2  transcription, DNA-dependent --- 1.41 1.35 1.06 1.10 -1.18 1.04 -1.14 1.03 -2.88 -2.13 -1.45 -2.02
ZNF780A zinc finger protein 780A chr19q13.2  transcription, DNA-dependent --- 1.00 -1.28 1.03 -1.04 -1.24 1.07 -1.16 -1.23 -2.59 -2.80 -2.53 -3.35
ZNF780B zinc finger protein 780B chr19q13.2  transcription, DNA-dependent --- -1.03 -1.39 -1.30 -1.28 -1.24 -1.04 1.13 1.25 -4.16 -2.86 -2.88 -6.69
ZNF782 zinc finger protein 782 chr9q22.33  transcription, DNA-dependent --- 1.49 1.08 1.44 1.33 1.11 -1.05 -2.03 -1.52 -4.25 -3.05 -5.98 -3.88
ZNF783 zinc finger family member 7chr7q36.1  transcription, DNA-dependent --- 1.09 1.07 -1.01 1.05 1.07 1.04 -1.01 -1.05 -1.35 -1.36 -1.06 1.07
ZNF785 zinc finger protein 785 chr16p11.2  transcription, DNA-dependent --- 1.31 1.09 1.24 -1.01 1.06 1.11 -1.15 -1.02 -1.92 -1.70 -1.83 -2.02
ZNF785 zinc finger protein 785 chr16p11.2  transcription, DNA-dependent --- 1.14 1.09 1.24 -1.04 -1.17 1.01 -1.05 -1.28 -2.06 -1.74 -2.22 -2.60
ZNF786 zinc finger protein 786 chr7q36.1  transcription, DNA-dependent --- 1.04 1.06 -1.17 -1.03 1.04 -1.00 -1.25 -1.08 -1.37 -1.32 -1.40 -1.44
ZNF787 zinc finger protein 787 chr19q13.43  transcription, DNA-dependent --- 1.15 -1.05 1.00 1.04 1.07 -1.01 1.44 1.20 1.46 1.20 1.38 1.49
ZNF789 zinc finger protein 789 chr7q22.1  transcription, DNA-dependent --- 1.12 1.27 -1.20 1.15 1.00 -1.11 -1.29 -1.38 -1.89 -2.35 -2.00 -3.29
ZNF789 zinc finger protein 789 chr7q22.1  transcription, DNA-dependent --- 1.41 1.08 -1.02 -1.17 -1.59 -1.26 -1.07 -1.53 -1.42 -1.41 -4.46 -2.62
ZNF789 zinc finger protein 789 chr7q22.1  transcription, DNA-dependent --- 1.06 1.06 1.15 1.07 1.13 1.02 -1.13 -1.02 -1.78 -1.91 -3.35 -2.12
ZNF793 zinc finger protein 793 chr19q13.12  transcription, DNA-dependent --- 1.97 -1.33 -1.49 -5.07 1.32 1.09 1.36 2.10 11.13 4.76 -2.86 1.02
ZNF804A zinc finger protein 804A chr2q32.1 0 --- 1.12 1.15 1.32 1.60 -1.03 -1.01 -1.26 1.61 -4.25 -4.81 -3.17 -3.62
ZNF804B zinc finger protein 804B chr7q21.13 0 --- 1.29 1.96 -1.02 1.62 4.09 -1.07 1.55 -1.03 1.43 -1.17 1.43 -1.14
ZNF805 zinc finger protein 805 chr19q13.43  transcription, DNA-dependent --- -1.48 -1.39 1.15 1.11 1.25 1.43 -1.01 -1.04 -1.00 1.14 1.34 1.61
ZNF805 zinc finger protein 805 chr19q13.43  transcription, DNA-dependent --- -1.43 -1.27 -1.01 1.08 1.12 1.33 1.09 1.19 1.14 1.11 1.79 2.24
ZNF805 zinc finger protein 805 chr19q13.43  transcription, DNA-dependent --- -1.14 -1.14 1.20 1.07 1.04 1.04 -1.09 -1.18 1.04 1.17 1.42 1.42
ZNF81 zinc finger protein 81 chrXp11.23  transcription, DNA-dependent --- -1.91 -1.85 -1.01 -1.28 1.04 -1.48 -1.45 -1.78 2.63 1.46 1.80 1.45
ZNF81 zinc finger protein 81 chrXp11.23  transcription, DNA-dependent --- 1.19 1.05 1.44 -1.07 1.16 -1.06 1.19 -1.91 1.62 2.09 1.65 1.13
ZNF813 zinc finger protein 813 chr19q13.42  transcription, DNA-dependent --- 1.16 1.19 1.11 1.21 -1.22 -1.19 -1.13 -1.35 1.01 1.03 2.05 1.82
ZNF814 zinc finger protein 814 chr19q13.43  regulation of transcription, DNA-depende--- 1.21 -1.03 1.42 1.45 -1.09 -1.22 1.12 1.23 -2.11 -1.67 -1.17 -1.65
ZNF814 zinc finger protein 814 chr19q13.43  regulation of transcription, DNA-depende--- 1.12 1.16 1.06 -1.07 1.10 1.25 -1.08 -1.07 -1.88 -1.71 -1.54 -1.57
ZNF827 zinc finger protein 827 chr4q31.22  transcription, DNA-dependent --- -1.01 -1.07 1.12 1.21 -1.04 1.06 -1.14 -1.33 -1.76 -1.67 -1.82 -2.76
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ZNF827 zinc finger protein 827 chr4q31.22  transcription, DNA-dependent --- -1.04 -1.29 1.00 1.22 -1.01 -1.51 -1.90 -1.45 -1.15 -1.24 -2.10 -1.69
ZNF827 zinc finger protein 827 chr4q31.22  transcription, DNA-dependent --- 1.03 1.00 1.10 -1.03 1.10 -1.02 1.02 1.27 -1.82 -1.45 -2.33 -2.07
ZNF829 zinc finger protein 829 chr19q13.12  transcription, DNA-dependent --- 1.11 1.31 -2.39 -1.76 -2.04 1.93 -1.01 -1.87 9.80 11.20 -10.55 1.01
ZNF83 zinc finger protein 83 chr19q13.3  transcription, DNA-dependent --- -1.01 -1.11 -1.09 1.06 -1.20 1.07 -1.70 -1.01 -2.25 -2.55 -2.25 -1.72
ZNF836 zinc finger protein 836 chr19q13.41  transcription, DNA-dependent --- -1.17 -1.17 -1.05 1.22 -1.06 -1.03 1.21 1.20 1.98 1.85 1.86 2.28
ZNF836 zinc finger protein 836 chr19q13.41  transcription, DNA-dependent --- -1.10 1.11 1.16 1.17 1.22 1.06 1.56 1.32 1.68 1.93 2.21 2.70
ZNF839 zinc finger protein 839 chr14q32.31 0 --- 1.12 1.21 1.04 1.05 1.14 -1.10 1.03 1.05 -1.21 -1.20 -1.48 -1.31
ZNF839 zinc finger protein 839 chr14q32.31 0 --- -1.09 -1.22 -1.06 1.20 1.06 -1.13 1.00 1.07 -1.78 -1.97 -1.75 -1.55
ZNF84 zinc finger protein 84 chr12q24.33  transcription, DNA-dependent --- -1.05 -1.07 1.02 1.11 1.02 1.09 1.03 -1.08 -1.57 -1.16 1.06 1.28
ZNF852 zinc finger protein 852 chr3p21.31  regulation of transcription, DNA-depende--- 1.16 -1.04 -1.17 -1.26 1.10 -1.12 1.25 1.81 -1.40 -1.42 1.03 1.16
ZNF853 zinc finger protein 853 chr7p22.1 0 --- 1.13 1.15 -5.20 -1.26 2.89 1.85 -1.77 -4.99 2.71 2.51 -6.59 -1.94
ZNF879 zinc finger protein 879 chr5q35.3  transcription, DNA-dependent --- 1.15 -1.09 -1.01 -1.23 1.03 1.19 -1.06 -1.00 -4.89 -2.72 -1.64 -1.65
ZNF880 zinc finger protein 880 chr19q13.41  regulation of transcription, DNA-depende--- 1.67 1.09 -1.02 1.52 2.20 2.99 -2.41 1.19 1.68 1.18 3.10 3.80
ZNF883 zinc finger protein 883 chr9q32  transcription, DNA-dependent --- 1.09 1.01 1.03 -1.06 1.17 1.12 -1.23 -1.02 -2.25 -1.79 -2.32 -2.31
ZNF91 zinc finger protein 91 chr19p12  transcription, DNA-dependent --- 1.03 1.24 1.18 1.05 -1.10 1.21 -1.37 -1.10 -2.63 -2.95 -1.57 -2.41
ZNF93 zinc finger protein 93 chr19p12  transcription, DNA-dependent --- -1.47 -1.48 -2.52 -4.87 -2.28 -2.52 -3.04 2.36 1.02 2.35 1.55 -1.25
ZNFX1 zinc finger, NFX1-type con chr20q13.13  regulation of transcription, DNA-depende--- -1.12 -1.11 -1.03 -1.20 1.06 1.04 1.44 1.34 -1.03 -1.05 1.10 1.07
ZNHIT1 zinc finger, HIT-type contaichr7q22.1  negative regulation of transcription from --- -1.06 -1.05 -1.09 -1.09 -1.13 -1.14 -1.17 -1.13 1.11 1.07 1.01 1.04
ZNHIT3 zinc finger, HIT-type contaichr17q12  regulation of transcription, DNA-depende--- -1.02 1.03 1.06 -1.05 1.09 -1.01 1.19 -1.04 1.22 1.02 1.32 1.21
ZNHIT6 zinc finger, HIT-type contaichr1p22.3  box C --- 1.01 -1.47 1.15 -1.02 -1.09 1.17 -1.85 -1.71 -2.61 -2.03 -1.96 -1.96
ZNRD1 zinc ribbon domain containichr6p21.3  nucleobase-containing compound metabo--- -1.05 -1.09 -1.08 -1.04 1.12 1.03 1.13 1.11 1.41 1.20 1.32 1.17
ZNRD1 zinc ribbon domain containichr6p21.3  nucleobase-containing compound metabo--- -1.12 -1.07 -1.00 -1.01 1.15 1.04 1.12 1.11 1.24 1.25 1.19 1.25
ZNRD1-AS1 ZNRD1 antisense RNA 1 chr6p22.1 0 --- 7.27 7.36 -3.44 -1.75 -2.42 -1.08 -1.99 -1.67 2.38 1.42 1.70 1.68
ZNRD1-AS1 ZNRD1 antisense RNA 1 chr6p22.1 0 --- -1.15 -4.53 1.29 -1.03 -1.20 1.02 -1.49 -2.13 -1.28 -2.14 -1.04 1.56
ZNRF1 zinc and ring finger 1, E3 ubchr16q23.1  protein ubiquitination --- -1.10 -1.13 1.00 -1.13 -1.03 -1.10 1.06 1.08 1.41 1.57 1.36 1.52
ZNRF1 zinc and ring finger 1, E3 ubchr16q23.1  protein ubiquitination --- -1.16 -1.18 1.15 1.05 1.30 1.00 1.02 -1.16 1.36 1.47 1.32 1.48
ZNRF1 zinc and ring finger 1, E3 ubchr16q23.1  protein ubiquitination --- -1.25 -1.15 -1.07 1.12 1.03 -1.05 -1.28 -1.29 -1.76 -1.83 -3.11 -2.24
ZNRF1 zinc and ring finger 1, E3 ubchr16q23.1  protein ubiquitination --- 1.04 1.08 1.00 -1.10 1.06 -1.00 -1.17 -1.16 -1.23 -1.02 -1.12 -1.07
ZNRF2 zinc and ring finger 2 chr7p14.3  protein ubiquitination --- 1.25 1.29 1.09 -1.05 -1.04 -1.08 -1.00 1.06 -1.88 -1.53 -1.15 -1.50
ZNRF2P1 zinc and ring finger 2 pseudchr7p14.3 0 --- -2.34 -1.20 -1.08 -1.39 1.14 -1.28 3.53 3.62 1.03 1.87 -1.06 1.97
ZNRF3 zinc and ring finger 3 chr22q12.1  ubiquitin-dependent protein catabolic pro--- 1.08 1.10 1.04 1.10 1.09 1.15 -1.26 -1.23 -1.75 -1.49 -1.28 -1.42
ZP2 zona pellucida glycoprotein chr16p12  manganese ion transport Ovarian_Infertility_Genes // GenMAPP 2.34 1.77 1.74 1.82 1.64 1.37 -4.40 -1.98 1.62 1.50 1.66 1.03
ZPBP2 zona pellucida binding protechr17q12  acrosome assembly --- 1.16 1.19 1.18 2.46 -1.68 1.18 1.73 2.19 2.03 -2.68 -1.82 -1.30
ZRANB1 zinc finger, RAN-binding d chr10q26.13  proteolysis --- 1.13 1.10 1.15 1.11 1.07 -1.06 1.02 1.02 1.09 1.05 1.56 1.40
ZRANB1 zinc finger, RAN-binding d chr10q26.13  proteolysis --- -1.12 -1.01 1.08 1.00 -1.01 -1.01 1.07 1.13 -1.02 -1.01 1.36 1.27
ZRANB2 zinc finger, RAN-binding d chr1p31  regulation of transcription, DNA-depende--- -1.03 1.03 -1.01 1.03 1.03 -1.02 1.24 1.22 1.06 -1.06 1.74 1.71
ZRANB2 zinc finger, RAN-binding d chr1p31  regulation of transcription, DNA-depende--- 1.49 4.04 2.45 1.59 -1.15 1.49 1.74 1.12 1.16 -1.14 1.33 1.23
ZRANB2-AS ZRANB2 antisense RNA 1 chr1p31.1 0 --- -1.11 -1.15 -3.13 -1.39 -2.15 -1.31 1.01 1.72 1.38 1.01 -2.83 -1.79
ZRANB3 zinc finger, RAN-binding d chr2q21.3  DNA strand renaturation --- 1.76 1.79 1.29 -1.18 -2.69 -1.33 1.01 -1.21 -1.89 -1.33 1.12 1.74
ZRANB3 zinc finger, RAN-binding d chr2q21.3  DNA strand renaturation --- -1.03 -1.11 1.13 1.25 -1.01 1.13 1.20 1.44 -1.67 -1.59 -1.37 -1.21
ZRSR2 zinc finger (CCCH type), R chrXp22.1  spliceosomal complex assembly --- -1.02 -1.07 1.17 1.18 1.13 -1.01 1.05 1.06 1.22 1.14 1.52 1.56
ZRSR2 zinc finger (CCCH type), R chrXp22.1  spliceosomal complex assembly --- -1.06 -1.01 1.09 1.07 1.11 1.03 1.18 1.14 1.31 1.20 1.62 1.66
ZSCAN12 zinc finger and SCAN domachr6p21  transcription, DNA-dependent --- -1.02 -1.11 1.04 -1.10 -1.03 1.03 1.04 1.35 -1.81 -1.82 -1.19 -1.16
ZSCAN12 zinc finger and SCAN domachr6p21  transcription, DNA-dependent --- -1.11 1.10 1.13 -1.15 1.04 1.07 -1.14 -1.09 -2.08 -1.45 -1.22 -1.35
ZSCAN12P1 zinc finger and SCAN domachr6p22.1 0 --- -1.25 -1.43 1.57 1.57 -1.30 -1.14 -1.14 1.28 2.83 2.40 2.41 1.80
ZSCAN16 zinc finger and SCAN domachr6p22.1  transcription, DNA-dependent --- 1.01 -1.01 -1.02 -1.00 1.07 1.01 -1.11 -1.02 -1.48 -1.81 -1.17 -1.28
ZSCAN2 zinc finger and SCAN domachr15q25.2  transcription, DNA-dependent --- -1.00 -1.04 1.09 1.20 -1.04 -1.03 1.03 1.15 -1.41 -1.32 1.06 1.08
ZSCAN20 zinc finger and SCAN domachr1p34.3  transcription, DNA-dependent --- 1.08 1.04 -1.01 1.03 1.28 1.11 -1.26 -1.04 -2.17 -1.75 -2.33 -1.56
ZSCAN22 zinc finger and SCAN domachr19q13.43  transcription, DNA-dependent --- -1.05 1.04 1.03 1.05 1.17 1.06 -1.12 -1.03 -1.70 -1.22 -1.23 1.03
ZSCAN26 zinc finger and SCAN domachr6p21.31  transcription, DNA-dependent --- -1.14 -1.28 1.29 1.19 1.20 -1.07 -1.00 -1.14 -2.04 -2.54 -1.65 -1.80
ZSCAN29 zinc finger and SCAN domachr15q15.3  transcription, DNA-dependent --- -1.08 -1.09 1.04 1.02 1.06 1.07 1.05 1.12 -1.00 1.02 1.19 1.23
ZSCAN30 zinc finger and SCAN domachr18q12.2  transcription, DNA-dependent --- -1.02 1.04 1.26 1.15 1.89 1.99 1.19 -1.08 -2.37 -1.91 -2.00 -2.13
ZSCAN30 zinc finger and SCAN domachr18q12.2  transcription, DNA-dependent --- 1.07 1.26 1.10 1.07 1.13 -1.06 -1.10 -1.20 -1.80 -1.69 -1.92 -1.70
ZSCAN31 zinc finger and SCAN domachr6p21.31|6p22.3-p transcription, DNA-dependent --- -1.08 -1.04 1.06 1.01 1.02 1.09 -1.05 1.10 -1.70 -1.40 -1.54 -1.31
ZSCAN32 zinc finger and SCAN domachr16p13.3  transcription, DNA-dependent --- -1.12 1.08 -1.39 -1.10 1.89 1.85 1.28 -1.12 -1.30 -1.16 1.93 1.75
ZSCAN5A zinc finger and SCAN domachr19q13.43  transcription, DNA-dependent --- -1.08 -1.06 1.12 -1.15 1.34 1.14 -1.25 -1.19 -1.82 -1.48 -1.99 -1.56
ZSCAN9 zinc finger and SCAN domachr6p21.3  transcription, DNA-dependent --- 1.05 1.03 1.26 1.17 1.13 1.09 1.15 -1.06 -1.85 -1.51 -1.46 -1.86
ZSWIM5 zinc finger, SWIM-type conchr1p34.1 0 --- -1.19 -1.15 1.25 1.16 1.07 -1.82 1.08 -1.03 -1.51 -2.24 -2.52 -8.85
ZSWIM6 zinc finger, SWIM-type conchr5q12.1  neuron projection morphogenesis --- 1.07 1.06 1.04 1.02 -1.06 -1.02 -1.10 -1.09 1.06 1.14 1.31 1.18
ZUFSP zinc finger with UFM1-specchr6q22.1 0 --- 1.14 1.20 -1.01 -1.07 1.09 1.01 -1.08 1.01 1.05 1.23 1.71 1.57
ZWILCH zwilch kinetochore protein chr15q22.31  M phase of mitotic cell cycle --- -1.03 -1.07 1.13 1.06 1.00 -1.10 -1.22 -1.25 -1.77 -1.60 -1.09 -1.25
ZWILCH zwilch kinetochore protein chr15q22.31  M phase of mitotic cell cycle --- -1.01 -1.02 1.04 1.15 1.03 1.04 -1.12 -1.03 -1.19 -1.26 -1.16 -1.13
ZWINT ZW10 interacting kinetochochr10q21-q22  mitotic sister chromatid segregation --- 1.06 1.06 -1.06 -1.06 -1.06 1.05 -1.21 -1.16 -1.89 -1.70 -1.88 -1.92
ZXDA zinc finger, X-linked, duplicchrXp11.1  transcription, DNA-dependent --- 1.20 1.19 1.11 1.20 -1.08 1.09 -2.16 -1.36 -2.63 -2.67 -1.49 -2.40
ZXDA /// ZXDzinc finger, X-linked, duplicchrXp11.1 /// chrXp transcription, DNA-dependent --- -1.16 -1.10 -1.24 -1.22 -1.11 1.19 1.09 1.10 1.24 1.08 1.37 -1.08
ZXDA /// ZXDzinc finger, X-linked, duplicchrXp11.1 /// chrXp transcription, DNA-dependent --- -1.09 -1.18 -1.43 -1.30 -1.19 -1.35 -1.10 -1.07 1.14 1.19 1.39 1.04
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ZXDB zinc finger, X-linked, duplicchrXp11.21  transcription, DNA-dependent --- 1.04 1.02 1.07 -1.02 -1.02 1.14 -1.34 -1.22 -1.94 -1.49 -1.82 -2.08
ZXDC ZXD family zinc finger C chr3q21.3  transcription, DNA-dependent --- -1.07 -1.04 -1.00 1.02 1.05 1.03 -1.39 -1.02 -1.92 -2.16 -1.50 -1.06
ZXDC ZXD family zinc finger C chr3q21.3  transcription, DNA-dependent --- -1.20 -1.11 1.32 1.04 1.11 1.13 1.07 -1.08 1.03 1.26 1.41 1.58
ZXDC ZXD family zinc finger C chr3q21.3  transcription, DNA-dependent --- 1.36 1.19 1.21 1.25 -1.20 -1.08 1.06 1.28 1.35 1.48 1.61 1.37
ZXDC ZXD family zinc finger C chr3q21.3  transcription, DNA-dependent --- -1.03 -1.10 1.18 1.05 -1.16 -1.16 1.14 1.25 1.03 1.01 1.42 1.40
ZYG11A zyg-11 family member A, c chr1p32.3 0 --- -1.08 1.00 -1.03 -1.06 1.05 1.02 1.10 1.10 -1.38 -1.40 -1.06 -1.11
ZYG11B zyg-11 family member B, c chr1p32.3 0 --- -1.17 -1.15 1.13 1.08 -1.05 -1.00 -1.17 -1.18 -1.57 -1.18 -1.04 -1.34
ZYG11B zyg-11 family member B, c chr1p32.3 0 --- -1.27 -1.15 1.02 -1.08 1.08 -1.01 -1.29 -1.42 -1.62 -1.19 -1.09 -1.16
ZYX zyxin chr7q32  cell adhesion Integrin-mediated_cell_adhesion_KEGG // G -1.08 -1.10 1.06 1.19 1.07 -1.08 1.40 1.22 2.14 1.46 1.73 1.94
ZYX zyxin chr7q32  cell adhesion Integrin-mediated_cell_adhesion_KEGG // G -1.09 -1.09 1.07 1.19 1.07 -1.08 1.36 1.30 1.93 1.44 1.79 2.10
ZZEF1 zinc finger, ZZ-type with EFchr17p13.2 0 --- 1.73 1.19 -1.03 -1.28 -1.34 -1.08 1.63 1.31 1.48 1.57 1.99 1.29
ZZEF1 zinc finger, ZZ-type with EFchr17p13.2 0 --- -1.03 -1.32 -1.08 -1.32 -1.32 -1.18 -1.02 1.11 1.85 1.55 1.40 1.37
ZZEF1 zinc finger, ZZ-type with EFchr17p13.2 0 --- 1.29 1.23 1.01 -1.07 -1.24 -1.21 -1.10 1.03 -2.20 -1.86 -1.75 -1.66
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Supplemental Table S2.   Statistically significant differentially expressed genes for A2497 vs. A2497P- 
infected cells at 30 min, 2, 4, 24, 48 and 72 h PI.  The 616 differentially expressed genes for A2497 vs. 
A2497P- infected cells are shown at 30 min, 2, 4, 24, 48 and 72 h PI.  Left to right columns include Gene 
Identification (ID), Gene title, chromosomal location in the HeLa 229 genome, 1st Gene Ontology 
Category: Biological Process, and Pathway.  Expression in A2497 vs. A2497P- for each time point is 
shown in the columns labeled A2497 30 min, A2497 2 h, A2497 4 h, A2497 24 h, A2497 48 h, and A2497 
72 h.  Numbers in cells represent fold changes in gene expression for each gene at each time point.  
Numbers in italics are significant (p≤0.05) while non-italic numbers are not significant (p≥0.05), but are 
included here for the purpose of showing directionality. 
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Table S2.  Statistically significant differentially expressed genes for A2497 vs A2497P- infected cells at 30 mins, 2, 4, 24, 48 and 72 h.

ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway

A2497 30 
mins  A2497 2 h  A2497 4 h  A2497 24 h  A2497 48 h  A2497 72 h  

ABCB9 ATP-binding cassette, sub-fa     chr12q24  positive regulation of T cell mediated cyto  --- 1.29 1.18 -1.09 -1.02 -2.48 -1.42
ABCC2 ATP-binding cassette, sub-fa     chr10q24  ATP catabolic process Irinotecan_pathway_PharmGKB // GenMAPP -1.25 -1.10 1.14 -1.43 1.96 2.00
AC007365.3 /// O NULL /// NULL --- 0 --- 3.38 1.92 -1.21 -2.44 1.15 -1.21
AC013733.4 /// O NULL /// NULL --- 0 --- 2.18 -1.09 2.74 -1.23 2.77 -1.57
ACSL5 acyl-CoA synthetase long-ch    chr10q25.1-q25.2  long-chain fatty acid metabolic process Fatty_Acid_Degradation // GenMAPP -1.01 1.02 1.10 1.19 1.41 1.30
ACSM2A acyl-CoA synthetase medium    chr16p12.3  lipid metabolic process --- 2.01 2.07 1.42 -1.91 1.20 -6.17
ACSM2A acyl-CoA synthetase medium    chr16p12.3  fatty acid metabolic process --- -1.78 1.09 2.75 -1.76 13.73 1.22
ACTC1 actin, alpha, cardiac muscle chr15q14  ATP catabolic process Smooth_muscle_contraction // GenMAPP /// S           1.08 -1.16 1.10 -1.06 -1.16 1.69
ADAMTS5 ADAM metallopeptidase wi      chr21q21.3  proteolysis --- 1.01 1.05 1.10 -1.18 1.25 1.16
ADAMTS5 ADAM metallopeptidase wi      chr21q21.3  proteolysis --- 1.08 -1.03 1.12 -1.23 1.50 1.10
AHNAK2 AHNAK nucleoprotein 2 chr14q32.33 0 --- 1.12 -1.18 -1.02 -1.03 -1.27 -1.65
AIM1 absent in melanoma 1 chr6q21 0 --- -1.02 -1.06 -1.01 -1.33 -1.34 -1.25
AKAP10 A kinase (PRKA) anchor pro  chr17p11.1  signal transduction G_Protein_Signaling // GenMAPP -1.13 1.21 1.11 -1.06 -1.46 1.06
AKIP1 /// NUAK2A kinase (PRKA) interacting        hr11p15.3 /// chr1q32 protein phosphorylation --- -1.00 -1.17 1.14 -1.03 1.51 1.34
AKR1C1 aldo-keto reductase family 1   chr10p15-p14  retinoid metabolic process --- 1.05 1.35 -1.10 -1.12 -2.00 -1.06
AKR7A3 aldo-keto reductase family 7      chr1p36.13  cellular aldehyde metabolic process --- 1.18 1.14 -1.03 1.11 -1.45 -1.18
ALDH3A2 aldehyde dehydrogenase 3 fa   chr17p11.2  cellular aldehyde metabolic process --- -1.06 1.02 1.00 -1.06 -1.27 -1.08
ALDH5A1 aldehyde dehydrogenase 5 fa   chr6p22  glucose metabolic process --- 1.03 1.06 -1.07 -1.01 -1.36 1.22
AMOTL1 angiomotin like 1 chr11q14.3  establishment of cell polarity involved in a    --- -1.19 -1.01 -1.18 1.07 1.66 -1.31
ANGPTL4 angiopoietin-like 4 chr19p13.3  angiogenesis --- -1.07 1.75 -1.90 3.41 -1.44 -2.91
ANGPTL4 angiopoietin-like 4 chr19p13.3  angiogenesis --- 1.05 -5.40 6.15 1.74 -1.12 -2.45
ANK1 ankyrin 1, erythrocytic chr8p11.1  porphyrin-containing compound biosynthe   --- 1.17 -1.17 1.25 -1.05 -1.63 1.03
ANKRD29 ankyrin repeat domain 29 chr18q11.2 0 --- 1.10 1.21 -1.88 -1.22 -3.21 -1.08
ANKRD37 ankyrin repeat domain 37 chr4q35.1 0 --- 1.03 -1.05 1.27 1.17 -1.28 -1.29
ANXA3 annexin A3 chr4q21.21  phagocytosis Prostaglandin_synthesis_regulation // GenMA 1.02 -1.03 1.01 1.05 1.29 1.07
AOC3 amine oxidase, copper conta  chr17q21  inflammatory response --- 1.30 -1.14 1.21 1.59 -1.36 -1.46
AQPEP laeverin chr5q23.1  proteolysis --- 1.02 -2.69 -2.28 -1.09 2.67 -1.59
AREG /// AREGBamphiregulin /// amphireguli  chr4q13.3  epidermal growth factor receptor signaling  --- -1.00 1.29 1.19 -1.77 1.89 1.30
ARHGAP8 /// PRRRho GTPase activating prote     r22q13 /// chr22q13.  signal transduction --- 1.06 1.16 -1.23 2.07 -1.30 2.11
ARHGEF10 Rho guanine nucleotide exch    chr8p23  myelination in peripheral nervous system --- 1.02 1.59 -1.05 1.24 -1.93 -1.45
ARID2 AT rich interactive domain 2  chr12q12  nucleosome disassembly --- -1.00 1.07 -1.02 1.08 -1.18 1.40
ARL3 ADP-ribosylation factor-like chr10q23.3  cytokinesis --- -1.09 -1.14 -1.29 -1.27 -1.04 -1.08
ARMC4 armadillo repeat containing 4chr10p12.1-p11.23 0 --- 2.01 -1.14 1.80 1.35 2.26 -1.41
ART1 ADP-ribosyltransferase 1 chr11p15  protein ADP-ribosylation --- 1.10 -2.04 1.24 1.15 -1.60 -1.39
ASB9 ankyrin repeat and SOCS bo   chrXp22.2  protein ubiquitination --- -1.09 -1.06 -1.04 -1.18 -1.22 -1.14
ATP2B4 ATPase, Ca++ transporting,   chr1q32.1  neural retina development --- 1.09 1.02 -1.16 -1.09 -1.49 -1.19
ATP2C1 ATPase, Ca++ transporting,    chr3q22.1  ATP biosynthetic process --- 1.03 -1.00 1.01 -1.01 -1.14 -1.02
ATP7A ATPase, Cu++ transporting,  chrXq21.1  blood vessel development --- -1.02 1.12 1.05 1.04 -1.37 -1.31
ATRN attractin chr20p13  inflammatory response --- 1.01 -1.03 -1.04 1.04 -1.36 -1.01
AURKA aurora kinase A chr20q13  mitotic cell cycle --- -1.06 -1.05 -1.04 -1.09 -1.01 -1.08
BACH1 /// GRIK1BTB and CNC homology 1,           chr21q22.11  regulation of transcription involved in G1 --- 1.01 1.03 -1.62 -1.41 2.21 1.75
BARX2 BARX homeobox 2 chr11q25  negative regulation of transcription from R     --- 1.37 1.58 -1.11 2.08 2.37 2.37
BBS9 Bardet-Biedl syndrome 9 chr7p14  visual perception --- 1.07 1.13 -1.04 -1.07 -1.31 -1.06
BCAR3 breast cancer anti-estrogen r  chr1p22.1  signal transduction --- -1.01 -1.02 -1.05 1.19 1.37 1.24
BCL2L1 BCL2-like 1 chr20q11.21  cytokinesis Apoptosis // GenMAPP /// Apoptosis_GenMA       -1.06 -1.12 1.04 1.05 1.49 -1.07
BHLHE40 basic helix-loop-helix family   chr3p26  negative regulation of transcription from R     --- -1.28 -1.12 1.35 2.13 1.73 1.43
BICC1 bicaudal C homolog 1 (Dros chr10q21.1  multicellular organismal development --- 1.01 1.04 -1.19 1.06 -1.02 2.00
BRCC3 BRCA1/BRCA2-containing   chrXq28  DNA repair --- 1.10 -1.10 1.02 -1.01 -1.36 -1.17
BRCC3 BRCA1/BRCA2-containing   chrXq28  DNA repair --- 1.04 -1.05 -1.01 -1.05 -1.41 -1.13
BRCC3 BRCA1/BRCA2-containing   chrXq28  DNA repair --- 1.02 -1.03 -1.02 -1.03 -1.29 -1.35
BSPRY B-box and SPRY domain co chr9q32  transport --- -2.02 3.91 1.20 1.52 -2.23 -1.88
C10orf137 chromosome 10 open readin   chr10q26.13  transcription, DNA-dependent --- -1.07 1.09 -1.06 1.55 1.53 1.61
C11orf21 chromosome 11 open readin   chr11p15.5 0 --- 2.55 3.96 2.78 -1.04 5.85 -3.12
C12orf29 chromosome 12 open readin   chr12q21.32 0 --- -1.09 1.29 1.03 1.02 1.36 1.37
C17orf51 chromosome 17 open readin   chr17p11.2 0 --- -1.51 1.09 1.21 1.02 2.23 1.22
C1orf43 chromosome 1 open reading  chr1q21.2  oxidation-reduction process --- 1.05 1.03 1.03 1.15 1.18 1.48
C1QL1 complement component 1, q  chr17q21  locomotory behavior --- 1.03 -1.11 -1.09 1.10 -1.27 -1.31
C1QTNF1 C1q and tumor necrosis facto    chr17q25.3  regulation of glucose metabolic process --- 1.12 1.20 1.55 1.26 1.55 1.15
C4orf3 chromosome 4 open reading  chr4q26 0 --- -1.00 -1.16 -1.15 1.05 -1.17 -1.53
C4orf3 chromosome 4 open reading  chr4q26 0 --- -1.03 1.16 -1.02 1.19 -1.42 -1.32
CABLES2 Cdk5 and Abl enzyme substr  chr20q13.33  cell cycle --- 1.08 -1.01 1.07 1.06 -1.41 -1.24
CARHSP1 calcium regulated heat stable   chr16p13.2  regulation of transcription, DNA-depende  --- 1.04 -1.02 -1.04 1.11 -1.13 -1.18
CASK calcium/calmodulin-depende      chrXp11.4  negative regulation of cell-matrix adhesion --- -1.09 1.11 -1.03 -1.08 -1.27 -1.24
CASP1 caspase 1, apoptosis-related  chr11q23  response to hypoxia Apoptosis // GenMAPP /// Apoptosis_KEGG  1.03 1.04 1.03 1.02 1.55 1.19
CASP16 caspase 16, apoptosis-related   chr16p13.3  proteolysis --- -1.16 -1.22 -1.31 -1.42 -1.87 -1.92
CASP9 caspase 9, apoptosis-related  chr1p36.21  proteolysis Apoptosis // GenMAPP /// Apoptosis_GenMA       1.12 1.86 -1.18 -1.20 2.18 -1.39
CCDC132 coiled-coil domain containin  chr7q21.3 0 --- -1.12 1.21 1.09 -1.10 -1.80 1.21
CCDC168 coiled-coil domain containin  chr13q33.1 0 --- -2.32 1.55 -2.02 -1.36 4.22 -4.95
CCL20 chemokine (C-C motif) ligan  chr2q36.3  chemotaxis --- 4.03 1.08 -2.85 1.47 3.34 3.25
CCL5 chemokine (C-C motif) ligan  chr17q11.2-q12  MAPK cascade --- -1.05 -1.14 1.26 1.46 1.35 1.56
CCL5 chemokine (C-C motif) ligan  chr17q11.2-q12  MAPK cascade --- -1.22 1.02 -1.00 1.44 1.94 1.53
CCL5 chemokine (C-C motif) ligan  chr17q11.2-q12  MAPK cascade --- -1.07 -1.32 -2.83 1.73 1.97 1.35
CCNT2 cyclin T2 chr2q21.3  regulation of cyclin-dependent protein seri--- 1.15 1.15 1.24 -1.06 -1.32 1.39
CD109 CD109 molecule chr6q13  negative regulation of peptidase activity --- 1.04 -1.02 1.01 1.03 -1.17 -1.03
CD274 CD274 molecule chr9p24  immune response --- 1.10 -2.04 1.77 1.22 1.40 2.11
CDC42EP2 CDC42 effector protein (Rho   chr11q13  actin filament organization --- 1.08 -1.12 1.18 1.07 1.72 1.07
CDCA7L cell division cycle associated chr7p15.3  transcription, DNA-dependent --- -1.05 -1.06 1.02 1.09 -1.07 -1.09
CDK19 cyclin-dependent kinase 19 chr6q21  protein phosphorylation --- 1.05 1.15 1.06 -1.36 -1.59 -1.58
CDON cell adhesion associated, onc  chr11q24.2  cell fate specification --- -1.10 1.15 -1.12 -1.15 -1.65 1.14
CDYL chromodomain protein, Y-lik chr6p25.1  transcription, DNA-dependent --- 1.10 -1.16 1.03 1.12 1.62 1.19
CEACAM7 carcinoembryonic antigen-re     chr19q13.2 0 --- 6.54 -3.17 1.28 -1.39 3.29 -12.77
CELF1 CUGBP, Elav-like family m  chr11p11  mRNA splice site selection mRNA_processing_Reactome // GenMAPP -1.05 -1.04 1.15 1.23 -1.02 1.32
CETP cholesteryl ester transfer pro  chr16q21  lipid metabolic process Statin_Pathway_PharmGKB // GenMAPP 1.22 1.28 3.11 1.15 -1.45 1.12
CGA glycoprotein hormones, alph  chr6q12-q21  thyroid hormone generation --- 1.02 -1.08 1.27 1.44 1.28 1.13
CGB /// CGB5 ///   chorionic gonadotropin, beta                   chr19q13.32  apoptotic process --- -1.36 1.45 -2.78 -1.09 5.06 1.31
CHRNB2 cholinergic receptor, nicotin    chr1q21.3  regulation of action potential --- -1.07 -1.16 1.25 -1.04 1.54 1.11
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ID Gene Title Chromosomal 
Location

1st Gene Ontology Biological 
Process Pathway

A2497 30 
mins  A2497 2 h  A2497 4 h  A2497 24 h  A2497 48 h  A2497 72 h  

CLDN1 claudin 1 chr3q28-q29  cell adhesion --- 1.04 1.03 1.06 1.36 1.37 1.13
CLDN7 claudin 7 ---  calcium-independent cell-cell adhesion --- 1.24 1.21 1.09 -1.12 -1.87 -1.44
CMBL carboxymethylenebutenolida   chr5p15.2 0 --- -1.02 -1.01 -1.03 -1.02 -1.18 -1.07
CNOT8 CCR4-NOT transcription co   chr5q31-q33  nuclear-transcribed mRNA catabolic proc    --- 1.00 -1.01 -1.22 -1.11 -1.59 -1.12
COL5A1 collagen, type V, alpha 1 chr9q34.2-q34.3  blood vessel development --- 1.06 -1.09 -1.00 -1.02 -1.00 -1.27
COL8A1 collagen, type VIII, alpha 1 chr3q12.3  angiogenesis --- -1.01 1.01 -1.14 1.11 1.16 1.35
COX5A cytochrome c oxidase subun  chr15q24.1  respiratory electron transport chain Electron_Transport_Chain // GenMAPP -1.06 -1.03 -1.03 1.05 -1.01 1.03
COX7B cytochrome c oxidase subun  chrXq21.1  central nervous system development Electron_Transport_Chain // GenMAPP -1.00 1.03 1.00 -1.33 -1.79 -1.30
CP ceruloplasmin (ferroxidase) chr3q23-q25  transport --- 1.03 -1.03 1.04 1.12 -1.27 -1.18
CP ceruloplasmin (ferroxidase) chr3q23-q25  transport --- 1.11 -1.00 -1.08 1.10 -1.11 -1.32
CPEB2 cytoplasmic polyadenylation    chr4p15.33  regulation of translation --- -1.07 -1.08 1.06 1.10 1.25 1.34
CRABP2 cellular retinoic acid binding  chr1q21.3  regulation of transcription, DNA-depende  --- 1.32 1.13 1.75 1.00 -1.55 -1.41
CREG1 cellular repressor of E1A-sti   chr1q24  regulation of transcription, DNA-depende  --- -1.07 1.00 -1.03 -1.06 -1.24 -1.07
CREM cAMP responsive element m chr10p11.21  glucose metabolic process --- -1.02 -1.09 1.24 1.36 1.53 1.01
CSF1 colony stimulating factor 1 (m chr1p13.3  ossification --- -1.34 -1.14 -1.20 1.01 1.15 -1.11
CSF2 colony stimulating factor 2 (g chr5q31.1  embryonic placenta development --- -2.66 -3.14 1.13 1.38 1.63 11.45
CSNK1E casein kinase 1, epsilon chr22q13.1  G2 Wnt_signaling // GenMAPP 1.14 1.04 1.12 1.45 1.19 -1.17
CTB-31N19.3 /// NULL /// NULL --- 0 --- 3.86 -3.18 1.52 -1.19 -2.72 1.98
CTTN cortactin chr11q13 0 --- 1.08 1.34 1.03 1.03 1.38 1.08
CXCL1 chemokine (C-X-C motif) lig       chr4q21  chemotaxis --- -1.00 -1.14 -1.14 1.30 1.90 2.96
CXCL10 chemokine (C-X-C motif) lig  chr4q21  positive regulation of leukocyte chemotaxi  --- 1.26 -2.67 2.30 1.56 1.97 2.60
CXCL2 chemokine (C-X-C motif) lig  chr4q21  response to molecule of bacterial origin --- -1.12 -1.06 -1.25 -1.04 1.66 2.25
CXCL3 chemokine (C-X-C motif) lig  chr4q21  chemotaxis --- -1.39 -1.06 -1.07 1.18 1.64 2.63
CYP20A1 cytochrome P450, family 20     chr2q33.2  oxidation-reduction process --- 1.17 -1.04 -1.07 -1.13 1.20 1.11
CYR61 cysteine-rich, angiogenic ind  chr1p22.3  regulation of cell growth Hypertrophy_model // GenMAPP 1.07 -1.22 1.14 1.51 1.84 1.44
CYR61 cysteine-rich, angiogenic ind  chr1p22.3  regulation of cell growth Hypertrophy_model // GenMAPP -1.01 -1.07 1.25 1.57 2.03 1.60
DACH2 dachshund homolog 2 (Dros chrXq21.3  transcription, DNA-dependent --- -1.06 -1.36 -1.19 -1.71 4.65 -1.06
DAPK2 death-associated protein kina  chr15q22.31  protein phosphorylation --- -1.12 1.21 -1.04 -1.25 -1.48 -1.31
DCN decorin chr12q21.33  kidney development --- -1.04 -1.13 1.31 -1.24 -1.09 -1.76
DDR1 /// MIR464discoidin domain receptor ty      chr6p21.3  regulation of cell growth --- -1.01 -1.06 1.05 -1.00 -1.35 -1.27
DDR1 /// MIR464discoidin domain receptor ty      chr6p21.3  regulation of cell growth --- -1.03 -1.04 1.11 -1.00 -1.36 -1.22
DDR1 /// MIR464discoidin domain receptor ty      chr6p21.3  regulation of cell growth --- 1.04 1.01 1.01 -1.12 -1.33 -1.12
DDR1 /// MIR464discoidin domain receptor ty      chr6p21.3  regulation of cell growth --- 1.13 1.02 1.05 -1.03 -1.30 -1.24
DDX28 DEAD (Asp-Glu-Ala-Asp) b   chr16q22.1 0 --- -1.01 -1.10 -1.02 -1.09 -1.01 1.08
DDX58 DEAD (Asp-Glu-Ala-Asp) b   chr9p12  positive regulation of defense response to    --- 1.17 -1.10 1.30 1.51 1.75 1.34
DDX60 DEAD (Asp-Glu-Ala-Asp) b   chr4q32.3  response to virus --- 1.08 1.28 1.02 1.48 1.33 1.42
DENND4C DENN/MADD domain cont  chr9p22.1  transport --- 1.01 -1.03 -1.22 -1.02 -1.30 1.02
DGCR7 DiGeorge syndrome critical   chr22q11 0 --- -1.03 1.68 -1.13 -1.61 -2.13 1.20
DGKE diacylglycerol kinase, epsilon chr17q22  protein kinase C-activating G-protein coup     --- 1.05 -1.29 -1.05 1.09 1.34 1.38
DHFR dihydrofolate reductase chr5q11.2-q13.2  G1 Nucleotide_Metabolism // GenMAPP 1.08 1.01 -1.10 -1.02 -1.29 -1.20
DHFR dihydrofolate reductase chr5q11.2-q13.2  G1 Nucleotide_Metabolism // GenMAPP 1.00 -1.01 1.02 1.10 -1.18 -1.19
DHX9 DEAH (Asp-Glu-Ala-His) b   chr1q25  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.14 -1.06 -1.15 -1.23 -1.34 1.11
DLGAP4 discs, large (Drosophila) hom   chr20q11.23  cell-cell signaling --- 1.09 -1.16 1.15 1.35 1.85 1.09
DMBT1 deleted in malignant brain tu  chr10q26.13  blastocyst development --- 1.02 -1.42 -1.01 1.16 1.75 -1.18
DNER delta/notch-like EGF repeat chr2q36.3  neuron migration --- -1.01 1.01 -1.02 1.08 1.11 1.30
DOCK10 dedicator of cytokinesis 10 chr2q36.2  small GTPase mediated signal transductio  --- -1.09 1.14 -1.10 -1.14 1.12 1.41
DQX1 DEAQ box RNA-dependent  chr2p13.1 0 --- -2.37 -1.65 1.19 -2.15 5.66 1.20
DSC2 desmocollin 2 chr18q12.1  cell adhesion --- 1.03 -1.06 1.18 -1.12 -1.26 -1.19
DVL3 dishevelled segment polarity  chr3q27  positive regulation of protein phosphoryla  Wnt_signaling // GenMAPP 1.08 1.07 -1.10 1.01 -1.20 -1.21
EDN1 endothelin 1 chr6p24.1  negative regulation of transcription from R     Prostaglandin_synthesis_regulation // GenMA -1.55 1.02 1.23 -1.11 1.89 1.55
EDN2 endothelin 2 chr1p34  prostaglandin biosynthetic process --- 1.18 -1.14 -1.31 -1.31 -1.82 -1.38
EEF2K eukaryotic elongation factor-  chr16p12.2  translational elongation Translation_Factors // GenMAPP 1.11 1.11 -1.21 -1.38 -1.48 -1.10
EEF2K /// LOC10eukaryotic elongation factor-        chr16p12.2  translational elongation Translation_Factors // GenMAPP -1.09 1.17 1.08 1.02 -1.51 -1.18
EGLN1 egl nine homolog 1 (C. elega chr1q42.1  response to hypoxia --- -1.00 -1.05 -1.11 1.05 -1.27 -1.10
EGLN3 egl nine homolog 3 (C. elega chr14q13.1  response to hypoxia --- 1.00 1.07 -1.39 -1.20 -1.70 -1.37
EGR1 early growth response 1 chr5q31.1  negative regulation of transcription from R     Ovarian_Infertility_Genes // GenMAPP 1.02 -1.03 -1.08 1.65 1.15 1.24
EGR1 early growth response 1 chr5q31.1  negative regulation of transcription from R     --- -1.06 -1.07 1.07 1.78 1.04 1.24
EHF ets homologous factor chr11p12  transcription, DNA-dependent --- -1.02 1.17 1.03 1.20 1.53 1.16
EIF2B5 eukaryotic translation initiati       chr3q27.1  ovarian follicle development Translation_Factors // GenMAPP 1.15 1.24 1.02 -1.11 1.10 -1.03
EIF4EBP2 eukaryotic translation initiati      chr10q21-q22  translation Translation_Factors // GenMAPP -1.04 1.02 -1.25 -1.33 -1.41 -1.32
EIF5 eukaryotic translation initiati   chr14q32.32  GTP catabolic process Translation_Factors // GenMAPP -1.06 1.00 1.01 -1.05 1.20 -1.00
EIF5 eukaryotic translation initiati   chr14q32.32  GTP catabolic process Translation_Factors // GenMAPP -1.04 -1.00 1.10 -1.08 1.28 -1.01
ELF3 E74-like factor 3 (ets domain    chr1q32.2  blastocyst development --- -1.01 -1.16 -1.00 -1.36 -1.70 -1.10
ELF3 E74-like factor 3 (ets domain    chr1q32.2  blastocyst development --- -1.04 -1.11 -1.00 -1.13 -1.69 -1.03
ELK4 ELK4, ETS-domain protein    chr1q32  negative regulation of transcription from R     --- 1.12 1.37 -1.00 -1.09 1.21 1.63
ELL2 elongation factor, RNA poly   chr5q15  transcription, DNA-dependent --- 1.07 1.11 -1.02 1.68 1.23 1.21
ENO2 enolase 2 (gamma, neuronal) chr12p13  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMAP -1.08 1.17 1.15 1.13 -1.11 -1.30
EPM2AIP1 EPM2A (laforin) interacting  chr3p22.1 0 --- -1.02 -1.06 -1.00 -1.09 -1.28 -1.12
EPM2AIP1 EPM2A (laforin) interacting  chr3p22.1 0 --- 1.13 -1.08 -1.14 -1.07 -1.37 1.02
EQTN equatorin, sperm acrosome a chr9p21  endocytosis --- -4.16 6.88 1.05 -3.31 1.89 -1.12
ERBB4 v-erb-a erythroblastic leukem      chr2q33.3-q34  neural crest cell migration --- 1.13 -1.01 1.22 -1.25 -2.12 1.31
ERCC6L2 excision repair cross-comple        chr9q22.32  DNA repair --- 1.04 1.04 1.12 -1.13 -1.23 1.03
ERO1L ERO1-like (S. cerevisiae) chr14q22.1  protein folding --- -1.08 1.01 -1.03 1.17 -1.16 -1.08
ETNK1 ethanolamine kinase 1 chr12p12.1  lipid metabolic process --- 1.03 1.07 -1.19 1.11 -1.05 1.46
EVL Enah/Vasp-like chr14q32.2  actin filament organization --- -1.08 1.11 -1.07 -1.00 1.15 -1.26
F11R F11 receptor chr1q21.2-q21.3  inflammatory response --- 1.28 -1.03 -1.04 1.13 -1.30 -1.00
FAM110B family with sequence similar    chr8q12.1 0 --- 1.07 -1.02 1.08 -1.32 -1.67 -1.32
FAM110C family with sequence similar    chr2p25.3  positive regulation of cell migration --- -1.02 1.00 1.04 1.06 -1.47 -1.22
FAM13A family with sequence similar    chr4q22.1  signal transduction --- 1.03 -1.01 1.06 -1.12 -1.55 -1.31
FAM13A family with sequence similar    chr4q22.1  signal transduction --- 1.11 -1.00 1.12 -1.15 -1.65 -1.31
FAM13A-AS1 FAM13A antisense RNA 1 chr4q22.1 0 --- 1.23 -1.04 -1.22 1.04 -1.63 -1.35
FAM162A family with sequence similar    chr3q21.1  apoptotic process --- 1.01 -1.07 1.04 1.08 1.10 -1.17
FAM172A family with sequence similar    chr5q15 0 --- 1.05 1.02 1.04 -1.18 -1.53 1.02
FAM179B family with sequence similar    chr14q21.2 0 --- 1.05 1.02 1.02 1.06 -1.46 1.14
FAM46C family with sequence similar    chr1p12 0 --- -1.31 1.00 -2.11 1.24 -1.49 -1.42
FAS Fas cell surface death recept chr10q24.1  response to hypoxia Apoptosis // GenMAPP /// Apoptosis_GenMA       1.03 1.10 1.10 1.07 1.18 1.32
FBP2 fructose-1,6-bisphosphatase chr9q22.3  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMAP 2.07 -1.30 -1.81 2.16 3.70 3.01
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FGD4 FYVE, RhoGEF and PH dom   chr12p11.21  apoptotic process --- 1.10 -1.15 -1.15 -1.16 -1.25 -1.09
FGF11 fibroblast growth factor 11 chr17p13.1  signal transduction --- 1.06 1.08 1.01 1.12 -1.16 -1.46
FLJ44896 FLJ44896 protein chr5p15.33 0 --- 1.03 1.27 -1.08 -1.24 -1.28 -1.57
FLRT2 /// LOC10fibronectin leucine rich trans      chr14q24-q32  cell adhesion --- -1.01 1.02 -1.09 -1.21 -1.69 1.13
FOPNL FGFR1OP N-terminal like chr16p13.11  cell projection organization --- -1.10 1.29 1.21 1.00 1.08 1.41
FOXC1 forkhead box C1 chr6p25  negative regulation of transcription from R     --- -1.00 -1.03 1.25 -1.03 1.63 -1.13
FOXE1 forkhead box E1 (thyroid tra   chr9q22  negative regulation of transcription from R     --- 1.02 -1.15 -1.01 -1.06 1.41 1.01
FOXN3 forkhead box N3 chr14q31.3  DNA damage checkpoint --- -1.02 -1.07 1.03 1.08 -1.18 -1.20
FOXRED2 FAD-dependent oxidoreduct    chr22q12.3  ER-associated protein catabolic process --- -1.18 1.16 1.26 -1.42 -1.19 -1.17
FOXRED2 FAD-dependent oxidoreduct    chr22q12.3  ER-associated protein catabolic process --- -1.06 1.20 1.30 1.09 -1.11 1.26
FPR1 formyl peptide receptor 1 chr19q13.4  activation of MAPK activity GPCRDB_Class_A_Rhodopsin-like // GenMA     -1.18 1.04 -3.21 1.40 3.82 2.78
FSTL1 follistatin-like 1 chr3q13.33  BMP signaling pathway --- -1.04 1.01 1.08 1.07 1.07 1.16
FUCA1 fucosidase, alpha-L- 1, tissue chr1p34  carbohydrate metabolic process --- -1.01 1.00 -1.05 -1.04 -1.42 -1.17
FUT11 fucosyltransferase 11 (alpha  chr10q22.2  protein glycosylation --- 1.10 1.20 1.24 -1.15 -1.33 -1.47
FZD2 frizzled family receptor 2 chr17q21.1  vasculature development Wnt_signaling // GenMAPP -1.06 1.12 -1.03 -1.65 -1.21 1.06
G0S2 G0/G1switch 2 chr1q32.2  apoptotic process Circadian_Exercise // GenMAPP 1.07 -1.11 1.01 1.02 1.48 1.32
G6PC3 glucose 6 phosphatase, catal  chr17q21.31  carbohydrate metabolic process --- 1.02 -1.04 1.01 1.05 -1.16 -1.16
GADD45B growth arrest and DNA-dam  chr19p13.3  activation of MAPKKK activity --- 1.10 -1.13 1.14 -1.03 1.39 1.45
GADD45B growth arrest and DNA-dam  chr19p13.3  activation of MAPKKK activity --- 1.09 -1.06 1.18 1.24 1.38 1.59
GADD45B growth arrest and DNA-dam  chr19p13.3  activation of MAPKKK activity --- 1.10 1.01 1.18 -1.03 1.60 1.83
GBP1 guanylate binding protein 1, chr1p22.2  GTP catabolic process --- 1.00 -1.01 1.10 1.00 1.37 1.30
GBX2 gastrulation brain homeobox chr2q37.2  patterning of blood vessels --- -1.75 -1.26 -2.33 -1.23 4.42 2.46
GCFC2 GC-rich sequence DNA-bin   chr2p12  transcription, DNA-dependent --- 1.01 -1.01 -1.27 -1.14 -1.16 1.16
GDA guanine deaminase chr9q21.13  nucleobase-containing compound metabol   --- -1.05 -1.11 1.01 -1.12 1.95 1.33
GDA guanine deaminase chr9q21.13  nucleobase-containing compound metabol   --- -1.09 -1.07 1.03 -1.02 1.17 1.20
GDAP1 ganglioside induced differen    chr8q21.11  mitochondrial fission --- -1.02 1.03 -1.03 1.04 -1.28 1.61
GLUL glutamate-ammonia ligase chr1q31  neurotransmitter uptake --- 1.07 1.03 1.09 1.07 1.41 1.16
GNAS GNAS complex locus chr20q13.3  skeletal system development --- -1.04 -1.39 -1.09 -1.06 -1.18 -1.06
GOSR2 golgi SNAP receptor comple   chr17q21  transport --- 1.93 -1.11 1.21 -1.24 1.49 -1.03
GPATCH2 G patch domain containing 2 chr1q41  negative regulation of phosphatase activity --- -1.10 1.14 1.02 -1.72 -1.17 1.69
GPATCH2 G patch domain containing 2 chr1q41  negative regulation of phosphatase activity --- -1.09 1.05 -1.13 -1.05 -1.09 1.76
GPNMB glycoprotein (transmembran  chr7p15  osteoblast differentiation --- -1.05 1.03 1.02 1.08 -1.33 -1.29
GRB10 growth factor receptor-boun   chr7p12.2  signal transduction --- 1.11 1.02 1.03 1.47 -1.10 -1.50
GSTA4 glutathione S-transferase alp  chr6p12.1  glutathione metabolic process --- 1.04 -1.02 1.10 -1.09 -1.42 -1.26
GSTM5 glutathione S-transferase mu chr1p13.3  glutathione metabolic process --- 1.52 -1.08 -1.28 1.09 -1.13 -1.70
GTDC1 glycosyltransferase-like dom   chr2q22.3  biosynthetic process --- -1.22 -1.15 1.88 1.07 -2.16 -1.63
H19 /// MIR675 H19, imprinted maternally ex       chr11p15.5 0 --- -1.09 -1.01 1.10 1.05 1.14 -1.35
HERC5 HECT and RLD domain con      chr4q22.1  regulation of cyclin-dependent protein seri--- -1.03 1.18 1.03 1.31 1.39 1.57
HEY1 hairy/enhancer-of-split relate     chr8q21  negative regulation of transcription from R     --- 1.02 1.04 1.09 1.23 -1.56 1.01
HIGD1B HIG1 hypoxia inducible dom    chr17q21.31 0 --- -2.27 3.34 -3.15 -1.77 1.56 1.69
HILPDA hypoxia inducible lipid drop chr7q32.1  positive regulation of cytokine production --- 1.01 1.03 1.05 1.06 -1.42 -1.59
HILPDA hypoxia inducible lipid drop chr7q32.1  positive regulation of cytokine production --- 1.04 1.25 1.01 1.41 -1.61 -1.63
HIST1H2AC histone cluster 1, H2ac chr6p22.1  nucleosome assembly --- -1.01 -1.03 -1.02 1.01 -1.23 1.00
HIST1H2AG /// H         histone cluster 1, H2ag /// hi                        hr6p21.33 /// chr6p22 nucleosome assembly --- -1.04 -1.08 1.03 -1.22 -1.45 1.03
HNRNPA3 heterogeneous nuclear ribon  chr2q31.2  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.04 -1.05 -1.05 -1.07 -1.23 -1.01
HNRNPA3 /// HNheterogeneous nuclear ribon         r10q11.21 /// chr2q3  mRNA splicing, via spliceosome mRNA_processing_Reactome // GenMAPP -1.08 -1.03 -1.04 -1.02 -1.26 -1.01
HOXA13 homeobox A13 chr7p15.2  skeletal system development --- -1.04 -1.10 -1.00 -1.26 -1.56 1.29
HOXD10 homeobox D10 chr2q31.1  skeletal system development --- -1.69 -1.76 1.59 -1.14 -2.27 -1.14
HOXD-AS1 HOXD cluster antisense RN  chr2q31.2 0 --- 1.78 1.26 -2.86 -1.18 -1.19 13.43
HPCAL1 hippocalcin-like 1 chr2p25.1  signal transduction --- 1.18 -1.29 -1.08 1.04 -1.09 -1.34
HPGD hydroxyprostaglandin dehydr  chr4q34-q35  lipid metabolic process Prostaglandin_synthesis_regulation // GenMA -1.10 1.04 -1.07 -1.04 -1.75 -1.63
HPGD hydroxyprostaglandin dehydr  chr4q34-q35  lipid metabolic process Prostaglandin_synthesis_regulation // GenMA -1.15 1.02 -1.02 -1.33 -2.04 -1.23
HRG histidine-rich glycoprotein chr3q27  angiogenesis --- 1.18 1.78 6.50 1.05 3.90 2.72
HSD17B14 hydroxysteroid (17-beta) deh  chr19q13.33  lipid metabolic process --- -1.04 -1.31 -1.96 -1.02 -1.44 1.13
HSPA6 heat shock 70kDa protein 6 chr1q23  cell morphogenesis --- 1.05 -1.16 -1.34 -1.55 2.96 1.61
HSPA6 heat shock 70kDa protein 6 chr1q23  cell morphogenesis --- -1.09 -1.16 -1.47 -1.64 3.07 1.73
HTATIP2 HIV-1 Tat interactive protein  chr11p15.1  angiogenesis --- -1.06 -1.03 1.01 -1.06 -1.01 -1.03
HTR2C 5-hydroxytryptamine (seroto     chrXq24  behavioral fear response GPCRDB_Class_A_Rhodopsin-like // GenMA     -1.57 -1.87 -3.24 -7.84 1.35 -1.54
HYI hydroxypyruvate isomerase ( chr1p34.2 0 --- 1.02 -1.28 1.09 -1.08 1.76 -1.01
HYI hydroxypyruvate isomerase ( chr1p34.2 0 --- 1.00 -1.11 1.06 -1.03 1.74 1.00
HYI hydroxypyruvate isomerase ( chr1p34.2 0 --- 1.04 1.01 1.09 -1.02 1.56 1.04
HYPK /// MIR128   huntingtin interacting protein         chr15q15.3  lipid metabolic process --- -1.04 1.08 1.32 -1.18 -1.13 -1.74
ICAM1 intercellular adhesion molecu  chr19p13.3-p13.2  ovarian follicle development --- 1.09 1.03 -1.05 1.11 1.62 1.01
IER5 immediate early response 5 chr1q25.3 0 --- 1.03 -1.04 -1.17 -1.00 1.32 1.16
IFI6 interferon, alpha-inducible p  chr1p35  release of cytochrome c from mitochondria --- 1.05 1.43 1.03 1.02 2.35 2.45
IFIH1 interferon induced with helic    chr2q24  detection of virus --- 1.10 -1.36 1.06 1.17 1.92 1.17
IFIT1 interferon-induced protein w    chr10q23.31  response to virus --- 1.04 -1.02 1.07 1.30 1.17 1.59
IFIT2 interferon-induced protein w    chr10q23.31  apoptotic process --- -1.19 1.19 -1.90 1.26 1.43 1.68
IFIT2 interferon-induced protein w    chr10q23.31  apoptotic process --- 1.03 -1.05 1.10 1.14 1.11 1.59
IFIT3 interferon-induced protein w    chr10q24  negative regulation of cell proliferation --- -1.05 1.15 1.14 1.58 1.56 1.09
IFIT3 interferon-induced protein w    chr10q24  negative regulation of cell proliferation --- 1.06 -1.04 1.01 1.26 1.36 1.50
IFNAR1 interferon (alpha, beta and om   chr21q22.11  cell surface receptor signaling pathway --- 1.04 1.02 1.02 -1.06 -1.40 1.07
IGFBP3 insulin-like growth factor bin   chr7p13-p12  regulation of cell growth Smooth_muscle_contraction // GenMAPP 1.07 1.05 -1.01 1.17 -1.31 -1.41
IGFBP3 insulin-like growth factor bin   chr7p13-p12  regulation of cell growth Smooth_muscle_contraction // GenMAPP -1.02 -1.06 -1.03 1.10 -1.05 -1.28
IGLJ3 immunoglobulin lambda join  chr22q11.2 0 --- 1.05 1.16 -1.00 -1.14 -1.20 1.30
IGSF10 immunoglobulin superfamily   chr3q25.1  ossification --- -1.00 1.01 1.05 1.03 -1.21 -1.40
IGSF10 immunoglobulin superfamily   chr3q25.1  ossification --- -1.01 -1.03 -1.05 -1.06 -1.39 -1.28
IKZF2 IKAROS family zinc finger 2 chr2q34  transcription, DNA-dependent --- 1.42 1.08 -1.71 -1.22 2.04 1.27
IL10RA interleukin 10 receptor, alph chr11q23  signal transduction --- -1.46 -1.06 1.41 -1.09 -1.49 -1.79
IL1A interleukin 1, alpha chr2q14  fever generation Hypertrophy_model // GenMAPP 1.02 -1.20 -1.04 1.34 1.59 1.53
IL20 interleukin 20 chr1q32  positive regulation of tyrosine phosphoryla     --- 1.23 -1.05 -2.49 1.61 4.04 2.10
IL24 interleukin 24 chr1q32  apoptotic process --- -1.15 -1.39 1.08 -1.08 1.99 2.11
IL6 interleukin 6 (interferon, bet  chr7p21  neutrophil apoptotic process Smooth_muscle_contraction // GenMAPP 1.62 -1.02 1.02 2.19 2.45 2.64
IL7R interleukin 7 receptor chr5p13  regulation of DNA recombination --- -1.01 1.05 -1.10 1.15 1.39 1.04
IL8 interleukin 8 chr4q13-q21  angiogenesis --- -1.55 -1.33 1.29 -1.14 1.81 2.81
INA internexin neuronal intermed    chr10q24.33  multicellular organismal development --- 1.02 1.02 1.04 1.02 -1.19 -1.08
INIP NULL ---  DNA repair --- -1.06 -1.06 -1.05 -1.02 -1.27 1.09
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INTS7 integrator complex subunit 7 chr1q32.3  DNA damage checkpoint --- 1.08 1.10 -1.18 -1.02 -1.34 -1.09
IPW /// LOC1005             imprinted in Prader-Willi syn                                               5q11-q12 /// chr15q  RNA splicing mRNA_processing_binding_Reactome // Gen         -1.10 -1.06 1.03 1.04 -1.62 -1.01
IQGAP2 IQ motif containing GTPase   chr5q13.3  signal transduction G13_Signaling_Pathway // GenMAPP 1.22 1.30 1.45 1.00 -2.60 2.13
ISG15 ISG15 ubiquitin-like modifie chr1p36.33  cell-cell signaling --- 1.09 -1.03 1.11 1.54 1.62 1.47
ISG20 interferon stimulated exonuc   chr15q26  DNA catabolic process, exonucleolytic --- 1.01 -1.17 1.11 1.59 1.44 1.01
ISG20 interferon stimulated exonuc   chr15q26  DNA catabolic process, exonucleolytic --- 1.15 1.07 1.11 1.51 1.56 -1.06
KANK2 KN motif and ankyrin repeat  chr19p13.2  negative regulation of transcription from R     --- 1.07 1.02 1.06 1.03 1.02 1.12
KDM4B lysine (K)-specific demethyl  chr19p13.3  transcription, DNA-dependent --- -1.06 -1.09 -1.15 1.03 -1.32 -1.33
KIAA0895L KIAA0895-like chr16q22.1  exocytosis --- -1.17 -1.44 1.14 1.02 -1.27 -1.81
KIAA1324 KIAA1324 chr1p13.3  autophagy --- -1.08 1.01 1.03 1.05 -1.57 1.53
KLHL3 kelch-like family member 3 chr5q31  protein ubiquitination --- 1.08 1.21 -1.23 -1.14 -1.74 1.09
KLRG1 killer cell lectin-like receptor    chr12p13.31  inflammatory response --- 1.41 2.57 -1.07 1.92 -7.50 -1.30
KRT34 /// LOC10keratin 34 /// keratin, type I c  chr17q21.2  epidermis development --- -1.43 -1.40 -1.49 1.33 1.44 2.00
LAMC2 laminin, gamma 2 chr1q25-q31  cell adhesion Inflammatory_Response_Pathway // GenMAP -1.28 1.05 -1.28 -2.23 1.70 1.62
LDLRAD4 low density lipoprotein recep      chr18p11.21 0 --- -1.05 1.42 -1.40 1.01 -2.40 1.32
LFNG LFNG O-fucosylpeptide 3-b chr7p22.2  ovarian follicle development --- 1.17 -1.10 -1.06 -1.03 -1.04 -1.20
LINC00514 long intergenic non-protein c   chr16p13.3 0 --- 1.27 -1.86 -2.57 -1.61 -1.69 -1.10
LINC00520 long intergenic non-protein c   chr14q22.3 0 --- -1.16 -1.49 -1.71 -2.97 2.00 1.59
LIPA lipase A, lysosomal acid, cho  chr10q23.2-q23.3  cell morphogenesis --- -1.05 1.05 1.03 1.07 -1.08 -1.01
LMO1 LIM domain only 1 (rhombo  chr11p15  negative regulation of transcription from R     --- 1.15 1.21 -1.24 -1.01 -1.06 -1.12
LOC100129518 //  uncharacterized LOC100129      chr6q25.3  response to reactive oxygen species --- 1.34 1.05 -1.25 2.67 1.85 1.92
LOC100129518 //  uncharacterized LOC100129      chr6q25.3  response to reactive oxygen species --- -1.01 1.04 1.16 1.51 1.63 1.09
LOC100130476 uncharacterized LOC100130 chr6q23.3 0 --- -1.33 -1.19 -1.60 1.12 1.25 1.86
LOC100131662 uncharacterized LOC100131 chr2q11.1 0 --- 1.37 2.13 1.72 -3.74 2.38 -1.57
LOC100240728 uncharacterized LOC100240 --- 0 --- 1.50 -1.02 -1.82 -1.40 1.13 -1.10
LOC100287015 uncharacterized LOC100287 chr8p23.1 0 --- 1.21 1.08 -1.36 -1.62 -1.75 1.14
LOC100505573 uncharacterized LOC100505 --- 0 --- 1.01 -1.02 1.08 1.25 -1.49 -1.15
LOC100506295 uncharacterized LOC100506 --- 0 --- 1.11 1.13 1.13 -1.09 -1.56 -1.24
LOC100506834 uncharacterized LOC100506 --- 0 --- -1.06 1.04 -1.03 -1.09 -1.76 -1.11
LOC100507468 uncharacterized LOC100507 --- 0 --- 3.26 1.12 -2.71 -1.02 1.59 -14.42
LOC100653086 uncharacterized LOC100653 --- 0 --- -1.22 -1.44 -1.28 -1.16 1.48 1.63
LOC100996615 uncharacterized LOC100996 --- 0 --- -1.05 1.09 1.00 1.06 -1.20 -1.39
LOC154761 family with sequence similar     chr7q35 0 --- 1.10 1.26 1.16 1.46 -1.07 -1.77
LOC642852 uncharacterized LOC642852 chr21q22.3 0 --- 1.29 -1.19 -1.00 1.30 -1.74 1.72
LOC644135 uncharacterized LOC644135 chr6q23.3 0 --- -1.93 -1.23 -1.22 -1.42 1.24 2.01
LOC93622 Morf4 family associated prot    chr4p16.1 0 --- -1.01 -1.08 -1.02 -1.13 -1.17 1.01
LONRF3 LON peptidase N-terminal d     chrXq24  proteolysis --- 1.02 1.03 1.06 1.21 1.44 1.24
LRG1 leucine-rich alpha-2-glycopr  chr19p13.3  brown fat cell differentiation --- -2.18 -1.21 -1.76 1.49 1.45 -1.04
MAMLD1 mastermind-like domain con  chrXq28  transcription, DNA-dependent --- -1.02 1.05 1.07 -1.02 -1.09 -1.03
MAP2 microtubule-associated prote  chr2q34-q35  microtubule bundle formation MAPK_Cascade // GenMAPP 1.04 -1.14 1.03 -1.23 -1.39 -1.02
MAPT microtubule-associated prote  chr17q21.1  microtubule cytoskeleton organization --- -1.23 1.10 1.83 -1.31 -1.16 -1.67
MARCKS myristoylated alanine-rich pr    chr6q22.2  energy reserve metabolic process --- 1.05 -1.01 -1.10 -1.04 -1.40 -1.01
MB myoglobin chr22q13.1  response to hypoxia --- 1.02 -1.00 -1.04 -1.12 -1.45 -1.77
MBD2 methyl-CpG binding domain  chr18q21  negative regulation of transcription from R     --- 1.17 -1.05 1.26 -1.03 1.35 1.09
MCL1 myeloid cell leukemia seque   chr1q21  cell fate determination Apoptosis_GenMAPP // GenMAPP /// Apopt   1.01 -1.02 1.04 1.06 1.08 -1.06
MEDAG mesenteric estrogen-depende  chr13q12.3  positive regulation of fat cell differentiatio  --- -1.13 1.31 -2.99 1.05 2.31 -1.67
MEF2A myocyte enhancer factor 2A chr15q26  mitochondrial genome maintenance --- -1.05 1.04 -1.54 -1.26 -1.65 -1.18
MEF2A myocyte enhancer factor 2A chr15q26  mitochondrial genome maintenance --- 1.04 1.09 1.01 -1.00 -1.45 -1.01
MEF2C myocyte enhancer factor 2C chr5q14  mitochondrial genome maintenance --- -1.08 -1.05 -1.02 -1.14 -1.48 -1.06
MET met proto-oncogene (hepato    chr7q31  activation of MAPK activity --- -1.01 1.00 -1.09 1.04 -1.14 -1.03
METAP1D methionyl aminopeptidase ty   chr2q31.1  proteolysis --- 1.22 1.01 1.15 -1.05 1.27 1.10
METTL7A methyltransferase like 7A chr12q13.12  metabolic process --- -1.05 1.06 -1.04 -1.05 -1.47 -1.09
MFSD12 major facilitator superfamily   chr19p13.3  transport --- 1.18 -1.31 -1.16 -1.03 1.21 1.19
MFSD4 major facilitator superfamily   chr1q32.1  transport --- -1.08 1.16 -1.21 1.05 -1.59 -1.46
MFSD6 major facilitator superfamily   chr2q32.2  transmembrane transport --- 1.01 1.05 -1.02 -1.03 -1.34 1.06
MGEA5 meningioma expressed antig   chr10q24.1-q24.3  N-acetylglucosamine metabolic process --- -1.07 -1.16 -1.08 -1.36 -1.37 -1.04
MIB2 mindbomb E3 ubiquitin prot   chr1p36.33  Notch signaling pathway --- -1.02 -1.08 1.17 -1.12 -1.55 -1.29
MID2 midline 2 chrXq22.3  protein ubiquitination --- -1.11 -1.04 1.08 -1.16 -1.43 -1.13
MIR22 /// MIR22HmicroRNA 22 /// MIR22 hos    chr17p13.3 0 --- -1.03 1.11 1.07 -1.25 2.14 1.45
MISP mitotic spindle positioning chr19p13.3  cell cycle --- -1.02 1.09 -1.02 -1.03 1.31 1.19
MLLT3 myeloid/lymphoid or mixed-        chr9p22  transcription, DNA-dependent --- -1.12 -1.04 1.11 1.16 -1.36 -1.05
MON1A MON1 homolog A (yeast) chr3p21.31  transport --- -1.10 -1.12 1.14 -1.09 1.40 -1.03
MON2 MON2 homolog (S. cerevisi chr12q14.1  transport --- -1.01 1.02 1.09 1.11 -1.29 -1.20
MPC1 mitochondrial pyruvate carri  chr6q27  pyruvate metabolic process --- -1.02 1.01 1.01 -1.16 -1.07 1.03
MRPL45P2 mitochondrial ribosomal pro    chr17q21.32 0 --- 1.28 1.45 -1.06 1.10 1.06 1.78
MTPAP mitochondrial poly(A) polym chr10p11.23  transcription, DNA-dependent --- -1.10 1.01 1.28 1.12 1.32 1.69
MTUS1 microtubule associated tumo   chr8p22  oxidation-reduction process --- 1.07 -1.01 -1.11 -1.06 -1.23 -1.11
MUC13 mucin 13, cell surface associ chr3q21.2  O-glycan processing --- 1.55 -1.35 1.06 -1.47 2.07 1.29
MUC13 mucin 13, cell surface associ chr3q21.2  O-glycan processing --- 1.06 1.12 -1.09 1.06 2.15 1.53
MX1 myxovirus (influenza virus)      chr21q22.3  GTP catabolic process --- 1.06 1.17 1.23 1.18 1.33 1.31
MXRA5 matrix-remodelling associate  chrXp22.33 0 --- 1.01 -1.27 -1.10 1.23 -1.48 -1.48
MYH10 myosin, heavy chain 10, non chr17p13  mitotic cytokinesis --- -1.06 -1.02 -1.11 -1.02 -1.35 -1.10
NADK2 NAD kinase 2, mitochondria chr5p13.2  NADP biosynthetic process --- 1.05 -1.02 -1.13 -1.08 -1.37 1.05
NBEA neurobeachin chr13q13  protein localization --- 1.34 1.03 -1.58 -1.04 -1.52 -1.08
NCOA6 nuclear receptor coactivator chr20q11  DNA replication --- -1.42 1.05 -1.44 1.68 1.83 1.17
NDRG3 NDRG family member 3 chr20q11.21-q11.23  spermatogenesis --- 1.02 -1.06 1.11 1.07 -1.09 -1.04
NEBL nebulette chr10p12  cardiac muscle thin filament assembly --- -1.04 1.01 -1.29 1.10 -1.18 -1.91
NEBL nebulette chr10p12  cardiac muscle thin filament assembly --- -1.16 -1.09 -1.28 1.06 -1.55 -1.53
NEDD9 neural precursor cell express    chr6p25-p24  cytoskeleton organization --- -1.01 -1.28 1.16 1.13 1.55 1.07
NFATC2 nuclear factor of activated T-    chr20q13.2  cytokine production --- 1.00 1.04 -1.04 1.01 -1.35 -1.00
NFKBIB nuclear factor of kappa light       chr19q13.1  toll-like receptor signaling pathway Apoptosis // GenMAPP 1.01 1.08 1.04 1.11 1.72 1.17
NFKBIB nuclear factor of kappa light       chr19q13.1  toll-like receptor signaling pathway Apoptosis // GenMAPP 1.35 -1.19 1.16 -1.07 1.46 1.08
NGLY1 N-glycanase 1 chr3p24.2  nucleotide-excision repair --- -1.01 -1.03 1.02 1.26 -1.22 -1.30
NIM1 serine/threonine-protein kina  chr5p12  protein phosphorylation --- -1.36 -2.71 -2.35 1.21 -2.03 -1.12
NIN ninein (GSK3B interacting p chr14q22.1  microtubule anchoring at centrosome --- -1.09 1.03 -1.03 -1.03 -1.21 -1.00
NKX2-1 NK2 homeobox 1 chr14q13  negative regulation of transcription from R     --- 1.83 -1.02 -1.97 -1.83 -1.70 -2.33
NPC1 Niemann-Pick disease, type chr18q11.2  protein glycosylation --- -1.00 -1.02 1.06 1.10 1.22 1.01
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NREP neuronal regeneration related chr5q22.1  regulation of transforming growth factor b     --- 1.03 -1.05 1.02 1.01 -1.20 -1.17
NREP neuronal regeneration related chr5q22.1  regulation of transforming growth factor b     --- 1.04 1.24 -1.00 -1.03 -1.63 -1.20
NRG4 neuregulin 4 chr15q24.2  epidermal growth factor receptor signaling  --- -1.02 1.01 1.20 -1.09 -1.12 -1.51
NT5DC1 5'-nucleotidase domain conta  chr6q22.1 0 --- -1.03 1.01 1.05 -1.00 -1.22 -1.00
NUDT6 nudix (nucleoside diphospha      chr4q26 0 --- 1.07 1.02 1.02 1.03 1.45 1.26
NUP50 nucleoporin 50kDa chr22q13.31  mitotic cell cycle --- 1.01 -1.10 1.05 1.21 1.15 1.12
NUP98 nucleoporin 98kDa chr11p15.5  protein import into nucleus, docking --- 1.01 1.16 1.04 -1.11 2.01 -1.14
OAS2 2'-5'-oligoadenylate syntheta   chr12q24.2  nucleobase-containing compound metabol   --- 1.02 -1.05 1.15 1.28 2.13 2.08
OAS2 2'-5'-oligoadenylate syntheta   chr12q24.2  nucleobase-containing compound metabol   --- -1.07 -1.14 1.45 1.26 1.07 2.04
OASL 2'-5'-oligoadenylate syntheta chr12q24.2  immune response --- -1.03 -1.15 -1.02 1.51 1.60 1.44
OASL 2'-5'-oligoadenylate syntheta chr12q24.2  immune response --- 1.01 -1.30 1.02 1.65 1.48 1.30
ORAI3 ORAI calcium release-activa    chr16p11.2 0 --- 1.15 -1.01 1.05 1.16 -1.11 -1.32
OTTHUMG00000   NULL /// NULL --- 0 --- -1.02 -1.05 -1.06 -1.07 -1.31 -1.10
OTTHUMG00000   NULL /// NULL --- 0 --- -1.42 -1.47 -2.67 -3.42 2.37 1.58
OTTHUMG00000   NULL /// NULL --- 0 --- 3.14 1.30 2.20 -5.04 2.80 -1.33
OTTHUMG00000   NULL /// NULL --- 0 --- 1.15 1.07 1.24 1.24 2.47 1.21
OTTHUMG00000   NULL /// NULL --- 0 --- 1.10 1.03 -1.50 -1.50 -1.19 -1.42
OTTHUMG00000   NULL /// NULL --- 0 --- -1.21 -1.55 -1.26 1.57 4.19 -1.56
OTTHUMG00000   NULL /// NULL --- 0 --- -1.24 -1.78 -3.07 1.41 -2.95 -1.03
OTTHUMG00000   NULL /// NULL --- 0 --- -2.11 -1.18 -2.58 -1.02 1.44 1.90
OXCT1 3-oxoacid CoA transferase 1 chr5p13.1  brain development Synthesis_and_Degradation_of_Keton_Bodie   -1.03 -1.02 -1.02 -1.06 -1.19 -1.05
P2RX5-TAX1BP3  P2RX5-TAX1BP3 readthro            chr17p /// chr17p13  ion transport --- -1.09 1.10 1.16 -1.02 1.15 1.18
PANK1 pantothenate kinase 1 chr10q23.31  vitamin metabolic process --- 1.17 -1.01 -1.11 -1.16 -1.39 1.25
PANK2 pantothenate kinase 2 chr20p13  vitamin metabolic process --- -1.01 -1.00 -1.05 1.16 1.11 1.47
PAPLN papilin, proteoglycan-like su  chr14q24.2  negative regulation of peptidase activity --- -1.04 -1.12 -1.11 1.12 -1.37 -1.20
PAPPA2 pappalysin 2 chr1q23-q25  regulation of cell growth --- -2.03 3.49 -3.74 4.91 9.60 -3.41
PARD3B par-3 partitioning defective 3    chr2q33.3  cell cycle --- -1.06 1.49 1.00 1.09 -1.52 1.42
PARP12 poly (ADP-ribose) polymera    chr7q34 0 --- 1.01 -1.00 1.11 -1.02 1.28 -1.05
PCDH1 protocadherin 1 chr5q31.3  cell adhesion --- -2.01 -1.46 -1.61 -1.13 -4.39 -3.19
PCDH7 protocadherin 7 chr4p15  cell adhesion --- -1.01 -1.25 1.11 -1.10 -1.26 -1.04
PCYOX1 prenylcysteine oxidase 1 chr2p13.3  chloride transport --- 1.04 -1.08 -1.07 -1.23 -1.18 -1.25
PDCD2L programmed cell death 2-lik chr19q13.11  cell cycle --- -1.01 -1.04 1.20 1.12 1.40 -1.01
PDE1A phosphodiesterase 1A, calm chr2q32.1  signal transduction G_Protein_Signaling // GenMAPP -1.13 -1.07 -1.16 -1.02 -1.75 -1.54
PDE1A phosphodiesterase 1A, calm chr2q32.1  protein targeting to Golgi G_Protein_Signaling // GenMAPP 1.15 1.05 -1.13 -1.09 -1.85 -1.37
PDE3B phosphodiesterase 3B, cGM chr11p15.1  angiogenesis --- 1.10 1.03 -1.09 -1.08 -1.44 -1.30
PDE8B phosphodiesterase 8B chr5q13.3  phosphorelay signal transduction system G_Protein_Signaling // GenMAPP -1.00 1.03 1.03 1.15 -1.47 -1.10
PDGFC platelet derived growth facto  chr4q32  activation of transmembrane receptor prot     --- 1.06 1.00 -1.04 -1.10 -1.41 -1.16
PDK1 pyruvate dehydrogenase kina   chr2q31.1  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP -1.02 -1.04 1.15 1.05 -1.71 -1.16
PDK3 pyruvate dehydrogenase kina   chrXp22.11  carbohydrate metabolic process Krebs-TCA_Cycle // GenMAPP 1.00 -1.10 1.06 1.01 -1.12 -1.42
PEG10 paternally expressed 10 chr7q21  placenta development --- 1.01 -1.10 -1.07 -1.08 -1.23 -1.06
PENK proenkephalin chr8q23-q24  behavioral fear response --- -1.21 -1.04 -1.75 1.27 2.46 -1.97
PER2 period circadian clock 2 chr2q37.3  negative regulation of transcription from R     Circadian_Exercise // GenMAPP 1.02 1.05 -1.11 -1.03 -1.41 1.13
PEX7 peroxisomal biogenesis facto  chr6q23.3  neuron migration --- -1.08 1.02 -1.09 -1.19 -1.07 -1.55
PFKFB4 6-phosphofructo-2-kinase/fr  chr3p22-p21  carbohydrate metabolic process --- 1.05 1.00 -1.00 1.17 -1.35 -1.97
PGK1 phosphoglycerate kinase 1 chrXq13.3  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMAP 1.05 1.00 -1.09 1.15 1.11 -1.17
PGK1 phosphoglycerate kinase 1 chrXq13.3  carbohydrate metabolic process Glycolysis_and_Gluconeogenesis // GenMAP -1.02 1.01 1.01 1.14 1.09 -1.22
PGM2L1 phosphoglucomutase 2-like chr11q13.4  carbohydrate metabolic process --- 1.14 1.05 -2.40 1.09 -1.23 -1.26
PGRMC2 progesterone receptor memb   chr4q26  steroid hormone mediated signaling pathw  --- 1.00 -1.12 -1.08 -1.10 -1.52 -1.15
PHKB phosphorylase kinase, beta chr16q12-q13  carbohydrate metabolic process Glycogen_Metabolism // GenMAPP 1.08 1.02 -1.06 -1.04 -1.26 -1.10
PHLDA1 pleckstrin homology-like dom     chr12q15  apoptotic process --- -1.07 -1.12 -1.06 1.20 1.43 1.16
PHLDA1 pleckstrin homology-like dom     chr12q15  apoptotic process --- -1.03 -1.08 1.06 1.55 1.47 1.43
PHLDA1 pleckstrin homology-like dom     chr12q15  apoptotic process --- 1.47 1.11 -1.52 1.51 1.82 1.62
PHLDB2 pleckstrin homology-like dom     chr3q13.2  lipid metabolic process --- -1.50 -1.32 1.08 1.10 2.08 1.79
PI15 peptidase inhibitor 15 chr8q21.11  negative regulation of peptidase activity --- 1.09 1.08 1.06 -1.44 -1.53 -1.08
PI3 peptidase inhibitor 3, skin-de chr20q13.12  copulation --- 1.11 -1.29 1.24 -1.05 1.68 1.06
PI3 peptidase inhibitor 3, skin-de chr20q13.12  copulation --- 1.19 1.10 1.42 1.02 1.60 1.15
PIAS2 protein inhibitor of activated  chr18q21.1  transcription, DNA-dependent --- -1.02 1.06 -1.15 -1.13 -1.53 -1.08
PIM2 pim-2 oncogene chrXp11.23  G1 --- 1.03 -1.13 1.01 -1.04 -1.51 -1.04
PITPNC1 phosphatidylinositol transfer   chr17q24.2  transport --- -1.51 1.12 -1.28 -1.15 1.90 -1.13
PITPNM3 PITPNM family member 3 chr17p13  transport --- 1.02 -1.12 -1.13 -1.13 -1.08 -1.19
PLA2G12A phospholipase A2, group XI chr4q25  lipid metabolic process --- 1.02 1.13 -1.11 -1.03 -1.36 -1.10
PLCB3 phospholipase C, beta 3 (pho chr11q13  regulation of systemic arterial blood pressu  Calcium_regulation_in_cardiac_cells // GenM                 1.04 -1.31 -1.14 1.10 1.21 1.01
PLCB4 phospholipase C, beta 4 chr20p12  lipid metabolic process --- -1.08 -1.07 1.20 -1.03 -1.42 -1.57
PLCXD3 phosphatidylinositol-specific      chr5p13.1  lipid metabolic process --- -1.20 1.13 -1.24 -1.53 -2.67 1.07
PLXND1 plexin D1 chr3q22.1  angiogenesis --- 1.13 1.13 1.19 1.04 1.01 -1.47
PNMA1 paraneoplastic Ma antigen 1 chr14q24.3  inflammatory response to antigenic stimulu  --- 1.10 -1.04 -1.14 1.02 -1.35 -1.09
PON2 paraoxonase 2 chr7q21.3  response to oxidative stress --- 1.01 1.00 1.04 1.10 -1.19 -1.14
PPP1R15A protein phosphatase 1, regul   chr19q13.2  regulation of translation --- 1.14 1.03 1.17 1.49 1.87 1.66
PPP1R15A protein phosphatase 1, regul   chr19q13.2  regulation of translation --- -1.02 -1.00 1.01 1.41 1.69 1.49
PPP1R3C protein phosphatase 1, regul   chr10q23-q24  carbohydrate metabolic process --- -1.02 1.17 1.11 1.13 -1.49 -1.16
PPP1R9A protein phosphatase 1, regul   chr7q21.3  induction of apoptosis --- 1.05 1.02 -1.23 -1.02 -1.49 1.10
PPP2R3A protein phosphatase 2, regul    chr3q22.1  eye photoreceptor cell differentiation Glycogen_Metabolism // GenMAPP -1.03 1.10 1.03 -1.33 -1.42 1.09
PREX1 phosphatidylinositol-3,4,5-tr     chr20q13.13  superoxide metabolic process --- -1.05 1.17 -1.01 -1.36 -1.39 -1.07
PRKAG2 protein kinase, AMP-activat     chr7q36.1  glycogen metabolic process Fatty_Acid_Synthesis // GenMAPP 1.04 1.14 1.08 1.13 -1.85 -1.09
PRKAG2-AS1 PRKAG2 antisense RNA 1 --- 0 --- 1.22 1.02 1.06 -1.28 -1.53 -1.00
PRKX protein kinase, X-linked chrXp22.3  angiogenesis --- 1.30 1.05 -1.13 1.01 -1.19 1.11
PRSS55 protease, serine, 55 chr8p23.1  proteolysis --- 1.24 2.16 -1.18 1.05 1.33 -2.24
PRTFDC1 phosphoribosyl transferase d   chr10p12.1  purine ribonucleoside salvage --- -1.01 1.02 -1.11 -1.33 -1.10 -1.30
PRUNE2 prune homolog 2 (Drosophil chr9q21.2  apoptotic process --- 1.17 1.13 -1.06 1.14 -1.21 -1.09
PSD3 pleckstrin and Sec7 domain  chr8p21.3  vesicle-mediated transport Proteasome_Degradation // GenMAPP -1.05 1.12 -1.06 -1.11 -1.19 -1.13
PSG2 pregnancy specific beta-1-gl  chr19q13.1-q13.2  female pregnancy --- -1.38 1.19 1.87 1.22 -1.15 1.80
PSG6 pregnancy specific beta-1-gl  chr19q13.2  female pregnancy --- 1.02 1.01 -1.00 -1.13 1.77 1.24
PTCH1 patched 1 chr9q22.3  negative regulation of transcription from R     --- 1.02 -1.03 -1.04 -1.04 -1.49 -1.09
PTGES prostaglandin E synthase chr9q34.3  prostaglandin biosynthetic process Eicosanoid_Synthesis // GenMAPP 1.01 -1.06 -1.08 1.03 1.14 1.29
PTPN4 protein tyrosine phosphatase     chr2q14.2  protein dephosphorylation --- 1.25 1.09 -1.01 -1.63 -2.15 -1.22
RAB27A RAB27A, member RAS onc  chr15q15-q21.1  GTP catabolic process --- 1.04 1.03 1.06 -1.10 -1.36 -1.16
RAB40B RAB40B, member RAS onc  chr17q25.3  GTP catabolic process --- -1.03 1.07 1.02 -1.41 -1.36 -1.03
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RAB40C RAB40C, member RAS onc  chr16p13.3  small GTPase mediated signal transductio  --- 1.00 -1.02 1.21 1.26 -1.36 -1.35
RARRES1 retinoic acid receptor respon    chr3q25.32  negative regulation of cell proliferation --- 1.13 1.03 -1.13 1.01 1.41 1.43
RARRES1 retinoic acid receptor respon    chr3q25.32  negative regulation of cell proliferation --- 1.03 1.11 -1.13 -1.11 1.02 1.74
RBMX /// SNORDRNA binding motif protein,        chrXq26.3  regulation of alternative mRNA splicing, v   --- -1.28 -1.01 1.19 1.90 1.24 1.51
RBP1 retinol binding protein 1, cel chr3q23  retinoid metabolic process --- -1.27 -1.57 1.19 -1.02 -1.56 -1.46
RBPJ recombination signal binding      chr4p15.2  negative regulation of transcription from R     --- -1.09 -1.04 1.03 1.06 -1.23 -1.08
RET ret proto-oncogene chr10q11.2  MAPK cascade --- 1.35 2.99 -1.76 1.72 1.17 -2.11
REXO1 REX1, RNA exonuclease 1   chr19p13.3 0 --- 1.31 1.23 1.21 -1.54 2.16 -1.23
RFX3 regulatory factor X, 3 (influe     chr9p24.2  transcription, DNA-dependent --- 1.01 -1.07 -1.19 1.07 -1.61 1.10
RHOBTB1 Rho-related BTB domain co  chr10q21.2  GTP catabolic process --- 1.07 1.00 -1.02 -1.15 -1.43 -1.17
RIMKLA ribosomal modification prote     chr1p34.2  cellular protein modification process --- 3.44 -1.88 -3.24 -4.23 -17.39 -3.41
RND3 Rho family GTPase 3 chr2q23.3  GTP catabolic process --- -1.01 -1.01 -1.01 1.10 1.21 1.55
RNF10 ring finger protein 10 chr12q24.31  transcription, DNA-dependent --- 1.07 -1.00 -1.13 1.02 -1.17 -1.07
RNF141 ring finger protein 141 chr11p15.4  regulation of transcription, DNA-depende  --- 3.52 1.35 -1.41 -4.42 -2.33 -2.17
RNF150 ring finger protein 150 chr4q31.21 0 --- 1.04 1.13 1.11 -1.04 -1.18 -1.15
RPSA ribosomal protein SA chr3p22.2  ribosomal small subunit assembly Ribosomal_Proteins // GenMAPP -1.07 -1.02 -1.05 1.04 -1.01 -1.31
RRN3 /// RRN3P1  RRN3 RNA polymerase I tra                           1.2 /// chr16p12 /// ch  in utero embryonic development --- -1.07 1.00 -1.06 -1.23 1.45 1.77
S100A7 S100 calcium binding protei  chr1q21  response to reactive oxygen species --- 5.78 1.48 1.61 -1.19 -1.13 2.19
SCARB1 scavenger receptor class B, m  chr12q24.31  endothelial cell proliferation Statin_Pathway_PharmGKB // GenMAPP 1.02 -1.07 1.12 1.03 -1.00 -1.25
SCD5 stearoyl-CoA desaturase 5 chr4q21.22  lipid metabolic process --- 1.13 -1.03 1.13 1.10 -1.56 1.08
SCN1A sodium channel, voltage-gate     chr2q24.3  regulation of action potential --- 1.07 1.15 1.17 -1.32 -1.59 -1.56
SCN1A sodium channel, voltage-gate     chr2q24.3  regulation of action potential --- -1.16 -1.20 1.12 1.26 -2.44 1.32
SCYL2 SCY1-like 2 (S. cerevisiae) chr12q23.1  positive regulation of receptor internalizat  --- -1.01 -1.01 1.05 1.11 1.16 1.38
SEMA4C sema domain, immunoglobu            chr2q11.2  neural tube closure --- 1.00 1.12 -1.69 -1.02 1.25 -1.06
SEPSECS Sep (O-phosphoserine) tRN    chr4p15.2  selenocysteine incorporation --- -1.04 -1.09 1.48 1.01 -1.51 -1.00

Sept-6 septin 6 chrXq24  cytokinesis --- 1.01 1.13 -1.32 -1.12 -1.39 -1.12
SERPINB3 serpin peptidase inhibitor, cl     chr18q21.3  response to virus --- -19.88 1.66 6.27 1.39 2.48 1.66
SERPINB3 serpin peptidase inhibitor, cl     chr18q21.3  response to virus --- 1.23 -1.52 1.04 1.22 2.61 1.83
SERPINB3 /// SERserpin peptidase inhibitor, cl              chr18q21.3  immune response --- -1.21 -1.44 1.00 -2.06 3.17 1.82
SERPINB4 serpin peptidase inhibitor, cl     chr18q21.3  immune response --- -1.59 -8.96 -1.19 1.49 1.98 1.71
SF3B4 splicing factor 3b, subunit 4, chr1q21.2  RNA splicing, via transesterification react  mRNA_processing_Reactome // GenMAPP 1.05 -1.07 -1.16 -1.01 1.26 1.07
SFTPA1 /// SFTPAsurfactant protein A1 /// surf   chr10q22.3  lipid transport --- 1.17 -2.18 -1.12 -3.00 -1.84 -1.95
SFXN3 sideroflexin 3 chr10q24.31  negative regulation of transcription from R     --- 1.01 -1.09 -1.06 -1.03 -1.07 -1.26
SH3BGRL SH3 domain binding glutam    chrXq13.3 0 --- 1.08 1.01 -1.03 1.10 -1.16 1.07
SH3D19 SH3 domain containing 19 chr4q31.3  post-Golgi vesicle-mediated transport --- 1.03 1.05 -1.32 1.02 -1.32 1.05
SH3GLB2 SH3-domain GRB2-like end  chr9q34 0 --- 1.16 1.11 1.09 1.47 1.06 1.31
SHMT1 serine hydroxymethyltransfer   chr17p11.2  glycine metabolic process --- -1.10 1.08 1.01 1.01 -1.09 -1.03
SHMT1 serine hydroxymethyltransfer   chr17p11.2  L-serine catabolic process --- -1.05 1.14 1.02 1.00 -1.23 1.04
SIX4 SIX homeobox 4 chr14q23  regulation of transcription, DNA-depende  --- -1.02 1.44 -1.07 -1.23 1.37 2.71
SLC12A3 solute carrier family 12 (sod    chr16q13  transport --- -1.13 1.23 -1.34 -1.23 -1.76 -1.08
SLC25A33 solute carrier family 25 (pyri     chr1p36.22  transport --- 1.13 -1.02 -1.04 1.08 1.14 1.19
SLC2A1 solute carrier family 2 (facili     chr1p34.2  carbohydrate metabolic process --- 1.13 1.05 1.18 1.05 -1.40 -1.95
SLC2A1 solute carrier family 2 (facili     chr1p34.2  carbohydrate metabolic process --- 1.08 -1.01 -1.06 1.04 -1.18 -1.27
SLC30A9 solute carrier family 30 (zinc   chr4p13  nucleotide-excision repair --- 1.02 -1.14 -1.08 1.04 -1.14 -1.03
SLC35D1 solute carrier family 35 (UD      chr1p32-p31  UDP-glucuronate biosynthetic process --- 1.09 1.21 1.10 -1.25 -1.35 1.07
SLC4A1 solute carrier family 4, anion           chr17q21.31  transport --- 1.04 1.49 -1.15 1.46 1.32 -2.19
SLC6A10P /// SLCsolute carrier family 6 (neuro                hr16p11.2 /// chrXq2 creatine metabolic process --- 1.07 1.15 -1.20 1.26 -1.46 -1.17
SLC6A8 solute carrier family 6 (neuro     chrXq28  creatine metabolic process --- 1.00 1.03 1.16 1.28 -1.24 -1.37
SLITRK5 SLIT and NTRK-like family   chr13q31.2  synaptic transmission --- 1.06 1.08 1.09 -1.01 -1.22 -1.19
SMAP2 small ArfGAP2 chr1p35.3-p34.1  regulation of ARF GTPase activity --- 1.11 1.08 -1.13 -1.02 -1.19 -1.29
SMEK2 SMEK homolog 2, suppress    chr2p16.1  protein dephosphorylation --- 1.03 -1.07 -1.15 -1.04 1.17 2.33
SNTB1 syntrophin, beta 1 (dystrophi       chr8q23-q24  muscle contraction --- 1.08 1.08 1.02 1.04 -1.52 -1.04
SNTB2 syntrophin, beta 2 (dystrophi       chr16q22.1 0 --- 1.03 1.16 -1.04 -1.12 -1.40 1.05
SNX18 sorting nexin 18 chr5q11.2  mitotic cytokinesis --- 2.63 3.49 -2.56 11.17 10.27 1.15
SOGA2 SOGA family member 2 chr18p11.22  regulation of autophagy --- -1.00 -1.10 1.08 -1.01 -1.24 -1.01
SORCS1 sortilin-related VPS10 doma    chr10q23-q25  neuropeptide signaling pathway --- 1.37 2.78 -2.20 -2.10 -2.07 3.15
SORT1 sortilin 1 hr1p13.3|1p21.3-p13  ossification --- -1.05 1.03 1.09 1.13 -1.14 -1.13
SOS1 son of sevenless homolog 1 ( chr2p21  apoptotic process Integrin-mediated_cell_adhesion_KEGG // Ge -1.05 1.14 -1.00 -1.20 -1.33 -1.19
SPEF2 sperm flagellar 2 chr5p13.2  immune system development --- 1.17 -1.16 1.14 1.54 1.09 1.05
SPIRE2 spire homolog 2 (Drosophila chr16q24  transport --- -1.13 -1.12 -1.13 -1.18 -1.79 -1.51
SPRY4 sprouty homolog 4 (Drosoph chr5q31.3  multicellular organismal development --- 1.15 -1.23 -1.80 1.35 1.39 2.79
SSBP3 single stranded DNA binding  chr1p32.3  transcription, DNA-dependent --- -1.04 1.01 1.05 1.15 -1.32 -1.04
SSFA2 sperm specific antigen 2 chr2q31.3 0 --- -1.00 -1.06 1.01 1.11 1.16 1.34
SYNCRIP synaptotagmin binding, cytop    chr6q14-q15  mRNA splicing, via spliceosome --- 1.04 1.08 1.00 -1.22 1.01 1.28
SYNJ2 synaptojanin 2 chr6q25.3  phospholipid metabolic process --- 1.02 1.18 1.01 1.11 -1.15 -1.11
SYNM synemin, intermediate filame  chr15q26.3  intermediate filament cytoskeleton organiz  --- -1.11 1.05 1.09 -1.01 -1.16 -1.03
SYT11 synaptotagmin XI chr1q21.2  transport --- 1.04 -1.03 1.15 1.16 -1.24 1.05
SYTL5 synaptotagmin-like 5 chrXp21.1  intracellular protein transport --- -1.06 1.13 1.10 -1.09 -1.60 -1.36
TAF9B TAF9B RNA polymerase II,       chrXq13.1-q21.1  negative regulation of transcription from R     --- 1.18 1.05 1.22 1.03 -1.56 -1.33
TBC1D12 TBC1 domain family, memb  chr10q23.33  regulation of Rab GTPase activity --- 1.23 -1.13 -1.00 1.09 1.29 2.52
TBC1D9B TBC1 domain family, memb     chr5q35.3  regulation of Rab GTPase activity --- 1.10 1.02 1.10 1.02 -1.13 -1.00
TBC1D9B TBC1 domain family, memb     chr5q35.3  regulation of Rab GTPase activity --- -1.01 -1.08 1.13 -1.01 -1.09 -1.21
TBCEL tubulin folding cofactor E-lik chr11q23.3 0 --- 1.12 -1.14 1.00 -1.31 -1.52 1.37
TCF19 transcription factor 19 chr6p21.3  transcription, DNA-dependent --- 1.04 1.01 1.02 1.06 -1.14 -1.51
TFAP2E transcription factor AP-2 eps       chr1p34.3  transcription, DNA-dependent --- 1.35 -1.20 -1.12 2.87 1.46 -1.25
TFDP2 transcription factor Dp-2 (E2    chr3q23  G1 phase of mitotic cell cycle G1_to_S_cell_cycle_Reactome // GenMAPP -1.01 -1.03 1.04 -1.24 -1.17 -1.02
TFF2 trefoil factor 2 chr21q22.3  digestion --- 1.16 1.14 1.51 1.26 1.13 1.27
TGM2 transglutaminase 2 (C polyp  chr20q12  blood vessel remodeling --- 3.53 1.14 -1.10 -1.27 1.50 -1.00
TMED4 transmembrane emp24 prote     chr7p13  transport --- -1.10 1.02 -1.05 -1.03 -1.35 -1.30
TMEM107 transmembrane protein 107 chr17p13.1  multicellular organismal development --- 1.08 1.04 1.09 1.07 -1.03 -1.38
TMEM107 transmembrane protein 107 chr17p13.1  multicellular organismal development --- 1.03 -1.01 -1.01 1.07 -1.22 -1.32
TMEM107 transmembrane protein 107 chr17p13.1  multicellular organismal development --- -1.04 -1.02 -1.07 1.30 -1.11 -1.21
TMEM52B transmembrane protein 52B chr12p13.2 0 --- 1.03 -1.01 -1.16 -1.25 1.01 1.63
TMEM9B TMEM9 domain family, mem  chr11p15.3  signal transduction --- -1.23 1.07 1.05 1.34 1.40 1.51
TNFAIP3 tumor necrosis factor, alpha-   chr6q23  B-1 B cell homeostasis --- -1.12 -1.04 -1.15 1.44 1.78 2.58
TNFAIP3 tumor necrosis factor, alpha-   chr6q23  B-1 B cell homeostasis --- -1.25 -1.06 1.09 1.10 1.26 2.29
TNFAIP6 tumor necrosis factor, alpha-   chr2q23.3  inflammatory response --- 1.45 -1.56 -3.61 -1.09 2.20 1.66
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TNFAIP6 tumor necrosis factor, alpha-   chr2q23.3  inflammatory response --- -2.34 -1.18 -1.51 6.02 -1.10 1.93
TNFRSF12A tumor necrosis factor recepto    chr16p13.3  angiogenesis --- -1.03 1.12 -1.08 1.14 1.44 1.32
TNPO1 transportin 1 chr5q13.2  protein import into nucleus, translocation --- -1.04 1.09 1.02 1.08 -1.06 1.45
TNS1 tensin 1 chr2q35-q36  cell-substrate junction assembly Integrin-mediated_cell_adhesion_KEGG // Ge 1.05 1.06 -1.17 -1.11 -1.24 -1.27
TP53INP2 tumor protein p53 inducible   chr20q11.22  autophagic vacuole assembly --- 1.08 -1.04 1.01 -1.06 -1.28 -1.43
TPD52 tumor protein D52 chr8q21  anatomical structure morphogenesis --- 1.08 1.02 -1.28 -1.04 -1.35 -1.08
TRAF4 TNF receptor-associated fac  chr17q11-q12  apoptotic process --- 1.00 1.14 -1.03 1.02 1.43 1.31
TRAPPC11 trafficking protein particle co  chr4q35.1  transport --- -1.05 -1.02 1.03 -1.05 -1.49 -1.06
TRERF1 transcriptional regulating fac  chr6p21.1-p12.1  transcription, DNA-dependent --- -1.02 -1.03 -1.15 -1.11 -1.61 -1.26
TRIM73 /// TRIMtripartite motif containing 73     chr7q11.23 0 --- 1.36 -2.07 -2.55 -2.27 1.67 -2.40
TRIQK triple QxxK/R motif containi chr8q22.1 0 --- 1.08 -1.03 -1.18 -1.11 -1.44 -1.02
TRNAU1AP tRNA selenocysteine 1 assoc   chr1p35.3  selenocysteine incorporation --- -1.08 1.07 1.05 -1.08 -1.01 -1.61
TSC22D3 TSC22 domain family, mem  chrXq22.3  negative regulation of transcription from R     --- -1.31 1.17 1.21 1.07 -1.27 -1.40
TSHZ2 teashirt zinc finger homeobo  chr20q13.2  transcription, DNA-dependent --- -1.03 -1.07 1.06 -1.05 -1.21 -1.22
TSPAN13 tetraspanin 13 chr7p21.1 0 --- -1.03 1.02 -1.06 1.01 -1.18 1.09
TSPAN8 tetraspanin 8 chr12q14.1-q21.1  protein glycosylation --- -1.06 -1.00 1.05 1.03 -1.25 -1.11
TTC39C tetratricopeptide repeat dom  chr18q11.2 0 --- -1.09 -1.07 -1.01 -1.08 -1.25 1.02
TTC9 tetratricopeptide repeat dom  chr14q24.2 0 --- -1.04 -1.12 -1.09 -1.77 1.44 -1.11
TTLL6 tubulin tyrosine ligase-like fa   chr17q21.32  microtubule bundle formation --- -1.01 -1.54 -2.13 -1.67 1.03 -2.24
TTYH3 tweety homolog 3 (Drosophi chr7p22  transport --- 1.06 1.24 1.02 1.12 -1.23 -1.36
TUBA1A tubulin, alpha 1a chr12q13.12  G2 --- -1.11 1.03 1.09 -1.07 -1.24 -1.37
TUBGCP5 tubulin, gamma complex ass   chr15q11.2  G2 --- 1.06 -1.01 -1.24 -1.05 -1.70 -1.07
TYW5 tRNA-yW synthesizing prote  chr2q33.1  tRNA processing --- -1.06 1.01 1.36 -1.09 2.15 1.15
UBE2D4 ubiquitin-conjugating enzym    chr7p13  protein ubiquitination --- -1.08 -1.03 -1.04 -1.12 -1.34 -1.20
UBE4B ubiquitination factor E4B chr1p36.3  protein polyubiquitination --- -1.02 -1.02 1.03 -1.07 -1.22 -1.11
UCP2 uncoupling protein 2 (mitoch   chr11q13  response to superoxide Electron_Transport_Chain // GenMAPP -1.06 -1.00 1.01 1.01 -1.18 -1.05
ULK1 unc-51-like kinase 1 (C. eleg chr12q24.3  autophagic vacuole assembly --- -1.09 1.07 -1.04 -1.03 -1.38 -1.40
UPK1A uroplakin 1A chr19q13.13  epithelial cell differentiation --- 1.59 -1.02 -1.43 -1.11 -1.19 -1.13
VAV3 vav 3 guanine nucleotide exc  chr1p13.3  angiogenesis Integrin-mediated_cell_adhesion_KEGG // Ge -1.06 1.28 -1.01 -1.52 -1.71 -1.18
VAV3 vav 3 guanine nucleotide exc  chr1p13.3  angiogenesis Integrin-mediated_cell_adhesion_KEGG // Ge 1.03 1.24 -1.02 -1.11 -1.66 -1.05
VGLL3 vestigial like 3 (Drosophila) chr3p12.1  transcription, DNA-dependent --- -1.03 1.03 1.02 -1.25 -1.51 -1.01
VPS13B vacuolar protein sorting 13 h   chr8q22.2  transport --- -1.01 1.03 -1.01 -1.05 -1.22 1.10
VPS36 vacuolar protein sorting 36 h   chr13q14.3  transcription, DNA-dependent --- 1.02 1.04 -1.14 -1.07 -1.46 1.07
VPS37A vacuolar protein sorting 37 h    chr8p22  transport --- -1.03 1.13 -1.08 1.05 -1.06 1.29
WDR20 WD repeat domain 20 chr14q32.31 0 --- -1.04 1.03 -1.00 -1.12 1.19 1.34
WDR60 WD repeat domain 60 chr7q36.3 0 --- 1.14 -1.05 1.06 1.03 -1.21 -1.15
WTAP Wilms tumor 1 associated pr chr6q25-q27  mRNA processing --- 1.01 1.01 1.10 1.26 1.31 1.29
WTAP Wilms tumor 1 associated pr chr6q25-q27  mRNA processing --- 1.06 -1.08 1.08 1.17 1.72 1.35
YRDC yrdC domain containing (E. chr1p34.3  negative regulation of transport --- 1.08 1.34 1.12 1.28 1.47 1.21
ZC3H14 zinc finger CCCH-type conta  chr14q31.3 0 --- -1.03 1.09 -1.14 -1.18 -1.38 1.12
ZMIZ1 zinc finger, MIZ-type contain  chr10q22.3  vasculogenesis --- 1.01 -1.00 -1.15 -1.11 -1.17 -1.03
ZNF207 zinc finger protein 207 chr17q11.2  regulation of transcription, DNA-depende  --- 1.01 -1.03 1.02 1.00 1.12 1.18
ZNF268 zinc finger protein 268 chr12q24.33  transcription, DNA-dependent --- 1.01 1.07 1.15 -1.03 -1.65 1.02
ZNF362 zinc finger protein 362 chr1p35.1  transcription, DNA-dependent --- -1.01 1.02 1.09 -1.01 -1.25 -1.12
ZNF382 zinc finger protein 382 chr19q13.12  transcription, DNA-dependent --- 1.46 1.33 -1.29 4.10 1.13 1.41
ZNF418 zinc finger protein 418 chr19q13.43  transcription, DNA-dependent --- -2.39 -1.03 -2.25 2.85 1.60 2.72
ZNF567 zinc finger protein 567 chr19q13.12  transcription, DNA-dependent --- 1.54 1.22 1.39 -1.32 -1.97 -1.21
ZNF616 zinc finger protein 616 chr19q13.41  transcription, DNA-dependent --- 1.46 -1.03 1.04 1.00 -1.62 -1.46
ZNRF1 zinc and ring finger 1, E3 ub   chr16q23.1  protein ubiquitination --- -1.04 1.10 1.06 -1.01 -1.20 -1.05
231331_at --- --- 0 --- 1.06 -1.04 1.01 -1.12 1.17 1.13
229024_at --- --- 0 --- 1.07 1.04 1.01 -1.04 -1.30 -1.01
231519_at --- --- 0 --- 1.81 1.61 1.19 1.36 -1.85 2.53
235924_at --- --- 0 --- 1.07 -1.02 -1.15 -1.47 -1.43 -1.09
1559214_at --- --- 0 --- 1.02 -1.06 -1.23 -1.38 -1.54 1.05
237089_at --- --- 0 --- 1.27 -2.03 -4.27 1.20 3.45 1.01
242490_at --- --- 0 --- 1.13 1.09 1.04 -1.27 -1.67 -1.31
231315_at --- --- 0 --- -4.79 -1.33 1.90 -1.99 -1.80 1.38
229810_at --- --- 0 --- 1.03 -1.05 -1.16 -1.14 -1.32 -1.21
232871_at --- --- 0 --- 1.43 -4.14 1.22 1.12 3.59 2.45
1569439_at --- --- 0 --- 1.15 1.09 -1.38 -1.45 1.56 1.19
242486_at --- --- 0 --- 1.18 1.10 -1.04 -1.16 -2.19 -1.10
1561989_at --- --- 0 --- 1.19 4.34 4.11 -1.21 1.17 -1.05
237474_at --- --- 0 --- 1.66 -1.74 -1.22 -1.15 2.85 2.37
237258_at --- --- 0 --- 3.60 -1.19 1.98 -1.53 1.38 1.16
236397_at --- --- 0 --- -1.01 -1.09 -1.31 1.26 1.54 -1.08
1564148_at --- --- 0 --- 1.28 -1.16 -1.07 -2.99 -2.45 -1.13
1570552_at --- --- 0 --- -1.13 1.02 -1.04 -1.07 -1.34 -1.00
239310_at --- --- 0 --- -1.32 1.24 -1.01 -1.53 -2.13 -1.35
1559444_at --- --- 0 --- -1.03 1.05 1.05 -1.03 -1.13 1.42
237798_at --- --- 0 --- 1.36 -1.06 -1.44 -1.06 3.46 -1.44
237728_at --- --- 0 --- -1.31 1.71 1.60 -2.49 1.98 2.15
231428_at --- --- 0 --- 1.10 1.10 -1.00 1.14 1.65 -1.01
232823_at --- --- 0 --- -4.70 -1.43 1.82 1.16 -1.55 -4.35
240991_at --- --- 0 --- -1.39 1.45 -1.01 1.42 -2.08 -1.97
233303_at --- --- 0 --- 1.23 1.13 1.03 1.17 -2.25 -1.27
229333_at --- --- 0 --- 1.06 -1.00 -1.14 -1.11 -1.24 -1.04
222170_at --- --- 0 --- -1.03 1.18 -1.10 -1.18 -1.14 -1.45
241635_at --- --- 0 --- 1.61 -1.02 -1.63 1.54 5.05 -1.53
231611_at --- --- 0 --- -1.45 1.41 1.02 1.31 1.19 2.67
242205_at --- --- 0 --- -1.34 -1.03 1.08 -1.30 -1.81 -1.25
240463_at --- --- 0 --- 1.06 1.28 1.08 1.03 2.01 1.28
226348_at --- --- 0 --- 1.01 1.11 -1.05 1.10 -1.29 -1.34
236898_at --- --- 0 --- -1.08 -1.23 1.19 1.05 1.95 2.04
216201_at --- --- 0 --- -5.93 -1.46 -2.52 1.31 2.64 -2.91
238928_at --- --- 0 --- -1.55 -1.11 1.11 1.01 1.27 2.07
236180_at --- --- 0 --- 1.08 -1.05 -1.13 -1.14 -1.19 -1.77
241558_at --- --- 0 --- 1.83 1.50 -1.34 1.13 -6.91 1.06
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242300_at --- --- 0 --- 1.03 -1.13 -1.00 -1.07 -1.28 1.33
234025_at --- --- 0 --- 1.74 1.08 1.03 -5.78 2.12 -1.53
233014_at --- --- 0 --- 1.00 -1.08 -1.13 1.42 -1.15 -1.88
1560898_at --- --- 0 --- 1.18 -1.31 2.43 4.15 1.12 -1.82
236772_s_at --- --- 0 --- -1.04 -1.03 -1.19 1.02 -1.30 -1.30
213602_s_at --- --- 0 --- -1.08 1.38 -1.10 1.31 -1.96 -1.41
237521_x_at --- --- 0 --- 2.81 -1.45 1.06 -1.25 -1.07 -1.56
231489_x_at --- --- 0 --- 1.15 -1.04 -1.09 1.30 -1.33 -1.08



Table S3.  Oligo sequences used for qPCR validation of expression of genes.
Gene Forward Primer Reverse Primer Probe1

CCL5 CTCTGCGCTCCTGCATCTG TGCCACTGGTGTAGAAATACTCCTT FAM-CTCGGACACCACACCCTGCTGCT-BHQ1
IFIT2 TGCCGAACAGCTGAGAATTG CGTAGGCTGCTCTCCAAGGA FAM-CTCACTCATGGTTGCAGT-MGB
IL6 TGGATGCTTCCAATCTGGATT TGCACAGCTCTGGCTTGTTC FAM-CCAGTGATGATTTTCACCAGGCAAGTCTC-BHQ1
IL8 AGCTGGCCGTGGCTCTCT TTAGCACTCCTTGGCAAAACTG FAM-CTTCACACAGAGCTGCAGAAATCA-TAMRA
PD-L1 CTTGGTAATTCTGGGAGCCATCTTATT CCTCCAAATGTGTATCACTTTGCTTCT FAM-TGCCTTGGTGTAGCACTGACATTCATCTTCCGTBHQ1
TNFAIP3 GACCATGGCACAACTCATCTC CAAAGTAATCATCTACCAGATTGATTTC FAM-AGCTTCATCCAACTTTGCGGCATTGA-BHQ1
CSF2 AGTCATCTCAGAAATGTTTGACCTC CAAGGGGCCCTTGAGCTT FAM-AGCCGACCTGCCTACAGACCCGC-BHQ1
PPIA ACGGGTCCTGGCATCTTG TTGCCAAACACCACATGCTT CAL-CCCAGTTTTTCATCTGCACTGCCAAGA-BHQ1
1 6-Carboxyfluorescein (FAM); Carboxytetramethylrhodamine (TAMRA); CAL Fluor® Gold540 (CAL); black hole quencher 1 (BHQ1): and minor groove binding (MGB)

Supplemental Table S3.  Oligo sequences used for qRT-PCR validation of expression of genes encoding CCL5 , IFIT2 , IL6 , IL8 , TNFAPI3 , PD-L1 , 
CSF2  and PPIA .  Forward and reverse coding oligo sequences used for qRT-PCR validation of genes CCL5 , IFIT2 , IL6 , IL8 , TNFAPI3 , PD-L1 , CSF2 
and PPI  are shown along with their probe.



Table S4.  p-values and correlation values for micro array data compared to qRT-PCR data and qRT-PCR data between A2497 and A2497P-

Gene

 qRT-PCR 
A2497 vs 
A2497P-            

p-value

qRT-PCR 
vs Array 

correlation

qRT-PCR 
vs Array 

correlation 
p-value

 qRT-PCR 
A2497 vs 
A2497P-            

p-value

qRT-PCR 
vs Array 

correlation

qRT-PCR 
vs Array 

correlation 
p-value

 qRT-PCR 
A2497 vs 
A2497P-            

p-value

qRT-PCR 
vs Array 

correlation

qRT-PCR 
vs Array 

correlation 
p-value

CCL5 0.0239 0.75 - 0.0320 0.74 0.0346 0.0052 0.82 0.01340
IFIT2 0.0009 - - 0.0042 - - 0.0116 0.87 0.00450
IL6 - - - 0.0006 0.92 0.0014 0.0001 0.87 0.00550
IL8 0.0144 - - < 0.0001 0.52 - < 0.0001 0.98 0.00001

PD-L1 - - - - 0.75 0.0339 0.0345 0.83 0.01160
TNFAIP3 0.0460 0.67 - 0.0368 - - 0.0037 0.91 0.00160

CSF2 - - - 0.0507 - - 0.0004 0.9 0.00200

24 h 48 h 72 h

Supplemental Table S4.   p-values and correlation values for microarray data compared to qRT-PCR data and qRT-PCR data 

between A2497 and A2497P- infected cells.  Three columns are shown for each late time point (24, 48, 72 h).  Column one is 

the p-value for qRT-PCR data for the gene shown in significant differential expression analysis for the A2497 vs. A2497P- 

comparison.  Column two is the correlation (Pearson) between qRT-PCR data and array data.  Column three is the P-value for 
the correlation (Pearson) between qRT-PCR and array data.  Cells with no number indicates that no p-value significance in 

qRT-PCR data comparisons (A2497 vs. A2497P-) was found, no correlation greater than 0.5 was found, or no p-value was 
generated in the qRT-PCR vs. microarray correlation analysis.


