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Table: GSEA Results Summary

Dataset PARK4_differential_expression_5vs5 20140911

Phenotype NoPhenotypeAvailable

Upregulated in class disease

GeneSet REACTOME_CYTOKINE_SIGNALING_IN_IMMUNE_SYSTEM
Enrichment Score (ES) 0.26554778

Normalized Enrichment Score (NES)||4.832001

Nominal p-value 0.0
FDR g-value 0.0
FWER p-Value 0.0

Enrichment plot:
REACTOME_CYTOKINE_SIGNALING_IN_IMMUNE_S
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Fig 1: Enrichment plot: REACTOME_CYTOKINE_SIGNALING_IN_IMMUNE_SYSTEM
Profile of the Running ES Score & Positions of GeneSet Members on the Rank
Ordered List

Table: GSEA details [plain text format]

| ” PROBE ” GENE ” GENE_TITLE ”RANK” RANK ”RUNNING” CORE ”
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IN
SYMBOL GENE METRIC ES ENRICHMENT
SCORE
LIST
OASL R
1 |0ASL Entrez, 2-5-oligoadenylate 102 |0.895 |-0.0022 |Yes
synthetase-like
Source
IFITM3 interf ind d
2 |IFITM3 Entrez, erieron induced 109 |0.877 |0.0015 |Yes
transmembrane protein 3 (1-8U)
Source
HLA-DQAZ2 . . I
3 |HLA-DOA2 |Entrez, | MaOr histocompatibility 120 [0838 |0.0049 |Yes
complex, class Il, DQ alpha 2
Source
MT2A
4 MT2A Entrez, metallothionein 2A 124 0.825 0.0087 Yes
Source
HLA-G . -
5 |HLAG  |Entrez, | HLA-G histocompatibility 125 [0822 00128 |Yes
antigen, class I, G
Source
HLA-DRBS major histocompatibilit
6 |HLA-DRBS |Entrez, i patibiity 153  |0.777 |0.0151  |Yes
complex, class Il, DR beta 5
Source
FCGR1A . -
7 |FCGRIA |Entrez, Fefragment of 19G, high affinity |,.0 15774 00100 | Ves
la, receptor (CD64)
Source
EGR1
8 EGR1 Entrez, early growth response 1 235 0.672 0.0183 Yes
Source
FCGR1B . -
9 |FCGRIB |Entrez, | CfragmentofigG, highaffinity |4, |g616  |0o188  |ves
Ib, receptor (CD64)
Source
IL5RA
10 |IL5RA Entrez, interleukin 5 receptor, alpha 323 0.592 0.0211 Yes
Source
HLA-DPBL | aior histocompatibilit
11 |HLA-DPB1 |Entrez, y patbility 371 |0557  [0.0223  |Yes
S complex, class Il, DP beta 1
ource
HLA-DPAL | . -ior histocompatibilit
12 |HLA-DPA1 |Entrez, I patibiity 486 0503 [0.0193 |Yes
complex, class Il, DP alpha 1
Source
PIK3R3 phosphoinositide-3-kinase,
13 |PIK3R3 Entrez, regulatory subunit 3 (p55, 500 0.499 0.0226 Yes
Source gamma)
IFITM2 interferon induced
14 |IFITM2 Entrez, : indu . 535 |0.486 |0.0245 |Yes
transmembrane protein 2 (1-8D)
Source
IFI27 . . .
15 |IFI27 Entrez, interferon, alpha-inducible 546 [0.480 |0.0280 |Yes
- protein 27
Source
HCK
16 |HCK Entrez, hemopoietic cell kinase 583 0.467 0.0298 Yes
Source
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HLA-DRBL | ior histocompatibilit
17 |HLA-DRBL | Entrez, J patibriity 702 0437 |0.0266 |Yes
complex, class Il, DR beta 1
Source
HLA-C major histocompatibilit
18 |HLA-C Entrez, J hatibriity 720 0433 |0.0296 |Yes
complex, class I, C
Source
ILIRN
19 |ILIRN Entrez, interleukin 1 receptor antagonist | 797 0.413 0.0290 Yes
Source
UBE2L6 ubiquitin-conjugating enzyme
20 |UBE2L6 |Entrez, q Jugating enzy 868 [0.398 [0.0287 |Yes
E2L 6
Source
GBP1 nylate binding protein 1
21 |GBP1 Entrez, guanylate binding protein -, 877 |0.396 |0.0323 |Yes
interferon-inducible, 67kDa
Source
PIK3R2 . . .
22 |PIK3R2  |Entrez, phosphoinositide-3-kinase, 1023 |0.375 |0.0275  |Yes
regulatory subunit 2 (p85 beta)
Source
HLA-A major histocompatibilit
23 | HLA-A Entrez, I patibility 1061 |0.368 |0.0292  |Yes
complex, class I, A
Source
HLA-B major histocompatibilit
24 |HLA-B Entrez, ajor histocompatibiiity 1070 |0.367 |0.0328 |Yes
complex, class |, B
Source
ICAM1 intercellular adhesion molecule 1
25 | ICAM1 Entrez, (CD54), human rhinovirus 1111 0.359 0.0344 Yes
Source receptor
GBP5
26 | GBP5 Entrez, guanylate binding protein 5 1126 | 0.357 0.0375 Yes
Source
IKBKG inhibitor of kappa light
27 | IKBKG Entrez, polypeptide gene enhancer in 1161 0.354 0.0395 Yes
Source B-cells, kinase gamma
IFIT3 . . . .
28 | IFIT3 Entrez, | erferon-induced proteinwith | 1100 |5 355 00433 | ves
- tetratricopeptide repeats 3
Source
MYD88 myeloid differentiation primar
29 |MYD88 |Entrez, Y pimary 11168 |0.353  |0.0472 | Yes
response gene (88)
Source
PRKCD
30 | PRKCD Entrez, protein kinase C, delta 1180 |0.352 0.0506 Yes
Source
IFI135
31 |IFI35 Entrez, interferon-induced protein 35 1185 0.351 0.0544 Yes
Source
IL2RB
32 |IL2RB Entrez, interleukin 2 receptor, beta 1205 [0.348 0.0573 Yes
Source
IRF1
33 |IRF1 Entrez, interferon regulatory factor 1 1279 |0.336 0.0568 Yes
Source
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OASL 2'.5'-oligoadenylate synthetase
34 |OAS1 Entrez, 2 -019 ylate sy 1293 [0.334 |0.0601 |Yes
1, 40/46kDa
Source
MAPK3 mitogen-activated protein kinase
35 | MAPK3 Entrez, 3 9 P 1303 |0.334 0.0636 Yes
Source
GAB2 . -
36 | GAB2 Entrez, GRB2-associated binding 1308 [0.333 |0.0673 |Yes
protein 2
Source
IRF5
37 |IRF5 Entrez, interferon regulatory factor 5 1356 |0.328 0.0685 Yes
Source
mSuEn T T e
38 |PSMB8 |Entrez, acropain) subunit, betatype, 8 | 1420|355 100713 |vYes
(large multifunctional peptidase
Source 7)
PTAFR
39 | PTAFR Entrez, platelet-activating factor receptor | 1475 |0.316 0.0694 Yes
Source
STAT3 signal transducer and activator
40 | STAT3 Entrez, of transcription 3 (acute-phase |1479 |0.316 0.0733 Yes
Source response factor)
LYN v-yes-1 Yamaguchi sarcoma
41 |LYN Entrez, y 9 1480 |0.316 |0.0773 |Yes
viral related oncogene homolog
Source
PTPNG rotein tyrosine phosphatase
42 |PTPN6  |Entrez, P y phosp 11509 |0.313  |0.0796  |Yes
S non-receptor type 6
ource
IL1B
43 |IL1B Entrez, interleukin 1, beta 1606 |0.303 0.0778 Yes
Source
RAPGEF1 Rap guanine nucleotide
44 |RAPGEF1 |Entrez, P9 1629 |0.300 |0.0805 |Yes
exchange factor (GEF) 1
Source
VAV1
45 | VAV1 Entrez, vav 1 oncogene 1662 |0.296 0.0825 Yes
Source
INPPLL inositol polyphosphate
46 |INPPL1 | Entrez, POlyphosp 1669 |0.296 |0.0862 |Yes
phosphatase-like 1
Source
HLA-F major histocompatibilit
47 |HLA-F Entrez, J batibriity 1670 |0.296 |0.0902  |Yes
complex, class I, F
Source
IRF2
48 |IRE2 Entrez, interferon regulatory factor 2 1778 |0.285 0.0877 Yes
Source
GBP2 uanylate binding protein 2
49 |GBP2 Entrez, guanylate binding p ’ 1878 |0.276 |0.0857 |Yes
interferon-inducible
Source
PML
50 |PML Entrez, promyelocytic leukemia 1895 |0.275 0.0888 Yes
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Source
SOCS3 suppressor of cytokine signalin
51 |socs3  |Entrez, |3 pp Y 9naliNg | 5049 [0.261  [0.0834  |Yes
Source
IFITM1 interferon induced
52 |IFITM1 Entrez, uced 2077 |0.259 |0.0858 |Yes
transmembrane protein 1 (9-27)
Source
GRB2
53 | GRB2 Entrez, | 9rOWthfactorreceptor-bound 1,00, 15555 00895 | Yes
protein 2
Source
SQSTM1
54 | SQSTM1 |Entrez, sequestosome 1 2103 |[0.256 0.0924 Yes
Source
TOLLIP
55 | TOLLIP Entrez, toll interacting protein 2109 |0.256 0.0961 Yes
Source
MAP2K2 mitogen-activated protein kinase
56 | MAP2K2 |Entrez, 11og P 2119 |0.256 |0.0996 | Yes
kinase 2
Source
IRAKL interleukin-1 receptor-associated
57 | IRAK1 Entrez, . P 2148 0.253 0.1020 Yes
— . kinase 1
Source
IFNGR? interferon gamma receptor 2
58 |IFNGR2 |Entrez, . 9 P 2195 |0.249 01032  |Yes
(interferon gamma transducer 1)
Source
v-rel reticuloendotheliosis viral
RELA oncogene homolog A, nuclear
59 | RELA Entrez, factor of kappa light polypeptide |2240 |0.246 0.1045 Yes
Source gene enhancer in B-cells 3, p65
(avian)
MAP3K3 mitogen-activated protein kinase
60 | MAP3K3 |Entrez, ogen- P 2256 |0.245 |0.1076  |Yes
kinase kinase 3
Source
IRF7
61 |IRF7 Entrez, interferon regulatory factor 7 2303 |0.241 0.1088 Yes
Source
ADAR adenosine deaminase
62 | ADAR Entrez, - ’ 2388 |0.234 0.1077 Yes
E— - RNA-specific
Source
SOCS1 suppressor of cytokine signalin
63 |SOCS1  |Entrez, ; P Y 9naling | 5399 [0.234  [0.1112  |Yes
Source
OAS3 R
64 |0AS3 Entrez, |2 0-oligoadenylate synthetase |, o | 5934 01149 | vVes
- 3, 100kDa
Source
SYK
65 |SYK Entrez, spleen tyrosine kinase 2472 |0.229 0.1149 Yes
Source
KPNA2 .
66 |KPNA2  |Entrez, karyopherin alpha 2 (RAG 2484 0228 |0.1183 | Yes
Source cohort 1, importin alpha 1)
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NCAM1
67 | NCAM1 Entrez, neural cell adhesion molecule 1 | 2499 |0.227 0.1214 Yes
Source
ILIR2
68 |IL1R2 Entrez, interleukin 1 receptor, type Il 2513 |0.226 0.1247 Yes
Source
TRIM25
69 | TRIM25 Entrez, tripartite motif-containing 25 2559 10.223 0.1259 Yes
Source
TYK2
70 | TYK2 Entrez, tyrosine kinase 2 2580 |0.222 0.1288 Yes
Source
71 |IRF9 2622 [0.219 0.1303 Yes
EIFAGL karyotic translation initiation
72 |EIF4G1  |Entrez, | SWkaryotcransiaioniniiaion | 485 10215  |0.1305 | Yes
factor 4 gamma, 1
Source
PIK3CD N .
73 |PIK3CD | Entrez, Egtojst?f";th'zd‘zfg'ké”";‘%‘z 2766 |0.208 |0.1297  |Yes
Source ’ polypep
SHC1 SHC (Src homology 2 domain
74 | SHC1 Entrez, containing) transforming protein | 2825 |0.205 0.1302 Yes
Source 1
75 | EIF4A3 2841 |[0.204 0.1333 Yes
IFNG
76 | IENG Entrez, interferon, gamma 2868 |0.202 0.1357 Yes
Source
NUP93
77 | NUP93 Entrez, nucleoporin 93kDa 2887 ]0.201 0.1386 Yes
Source
Mx2 myxovirus (influenza virus)
78 | Mx2 Entrez, yX 2931 |0.197 |0.1400  |Yes
resistance 2 (mouse)
Source
UBA52 N . .
79 |UBA52 Entrez, ubiquitin A-52 residue ribosomal | o741 195 |0.1415  |ves
protein fusion product 1
Source
PELI3
80 |PELI3 Entrez, pellino homolog 3 (Drosophila) 2983 |0.195 0.1451 Yes
Source
STAT2 signal transducer and activator
81 | STAT2 Entrez, 9 nse 2993 |0.194 |0.1485  |Yes
of transcription 2, 113kDa
Source
YWHAB gﬁi:sox enase/tryptophan
82 |YWHAB |Entrez, Y9 yptop 3027 |0.192 |0.1505 | Yes
5-monooxygenase activation
Source . .
E— protein, beta polypeptide
RIPK2 receptor-interacting serine-
83 | RIPK2 Entrez, pror-int 9 3030 [0.192 [0.1545  |Yes
threonine kinase 2
Source
PELI2
84 |PELI2 Entrez, pellino homolog 2 (Drosophila) |3096 |0.187 0.1545 Yes
Source
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PTK2B . . .
85 |PTK2B  |Entrez, E;*;ZB proteintyrosine kinase 2 | 3145 1185 01560 | Yes
Source
NFKB2 nuclear factor of kappa light
86 | NEKB2 Entrez, polypeptide gene enhancer in 3240 |0.180 0.1539 Yes
Source B-cells 2 (p49/p100)
IFNAR1 .
87 |IFNAR1 |Entrez, interferon (alpha, beta and 3272 |0.177 |0.1560 | Yes
omega) receptor 1
Source
STATSA signal transducer and activator
88 | STAT5A Entrez, g o 3295 |0.176 0.1587 Yes
of transcription 5A
Source
CIITA [ I, major histocompatibilit
89 |CIITA Entrez, class 11, major Nstocompatibiilty | 3545 19174 |0.1598 | Yes
complex, transactivator
Source
EIFAG3 eukaryotic translation initiation
90 | EIF4G3 Entrez, Y 3386 0.172 0.1614 Yes
factor 4 gamma, 3
Source
IFI6 interferon, alpha-inducible
91 |IFI6 Entrez, ) » &P 3411 |0.170 0.1639 Yes
S protein 6
Source
HRAS v-Ha-ras Harvey rat sarcom
92 |HRAS Entrez, -hafas Harveyrat sarcoma 13,59 10170  |0.1669 | Yes
viral oncogene homolog
Source
GBP6 uanylate binding protein famil
93 | GBP6 Entrez, | -@V gp Y 13450 |0.168 |0.1692 |Yes
member 6
Source
IFIT2 . . o
94 |IFIT2 Entrez, | Merferon-induced proteinwith | 5/ 00 |5 166 01715 | ves
tetratricopeptide repeats 2
Source
GBP4
95 | GBP4 Entrez, guanylate binding protein 4 3552 |0.162 0.1717 Yes
Source
IRAK2 interleukin-1 receptor-associated
96 | IRAK2 Entrez, . P 3554 |0.162 0.1756 Yes
E— T kinase 2
Source
STATL signal transducer and activator
97 | STAT1 Entrez, g - 3584 |(0.161 0.1779 Yes
R I of transcription 1, 91kDa
Source
IRS2
98 |IRS2 Entrez, insulin receptor substrate 2 3595 |0.160 0.1813 Yes
Source
STATSB signal transducer and activator
99 | STATSB Entrez, g e 3638 |0.158 0.1828 Yes
of transcription 5B
Source
ILIRAP interleukin 1 receptor accessor
100 | ILIRAP Entrez, ) P y 3689 |0.155 0.1838 Yes
protein
Source
HLA-DQAL | ior histocompatibilit
101 | HLA-DOQAI | Entrez, ! patibiiity 3781 |0.150 |0.1822  |Yes
Source complex, class Il, DQ alpha 1
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PTPNL rotein tyrosine phosphatase
102|PTPNL  |Entrez, |P y pnosp ' 3783 |0.150 [0.1862  |Yes
non-receptor type 1
Source
CBL Cas-Br-M (murine) ecotropic
103 | CBL Entrez, . . P 3887 |0.145 0.1839 Yes
retroviral transforming sequence
Source
KPNB1
104 | KPNB1 Entrez, karyopherin (importin) beta 1 3903 |0.144 0.1871 Yes
Source
DDX58
105 DDX58  |Entrez, | DEAD (ASP-Glu-Ala-AsD)box 0905 10144 02910 | Ves
polypeptide 58
Source
CASP1 caspase 1, apoptosis-related
106 | CASP1 Entrez, cysteine peptidase (interleukin 1, | 3914 | 0.143 0.1946 Yes
Source beta, convertase)
ILIR1
107 | IL1R1 Entrez, interleukin 1 receptor, type | 3956 |0.141 0.1961 Yes
Source
108 | NOD2 3957 |0.141 0.2001 Yes
FYN FYN oncogene related to SRC
109 | FYN Entrez, 9 " 13968 |[0.140 0.2035 Yes
FGR, YES
Source
HERC5
110 | HERC5S Entrez, hect domain and RLD 5 3969 |0.140 0.2076 Yes
Source
ISG20

111 [1SG20  |Entrez, | Mterferon stimulated 4057 |0.136 |0.2063  |Yes
exonuclease gene 20kDa

Source
MAPK1 mitogen-activated protein kinase
112 |MAPK1 | Entrez, X 9 P 4088 |0.135 |0.2085 |Yes
Source
RAF1

113 | RAF1 Entrez, |V faF-lmurineleukemiaviral 107 151933 02006 | Yes
oncogene homolog 1

Source
114 | NOD1 4174 0.130 0.2114 Yes
NUP214
115 | NUP214 Entrez, nucleoporin 214kDa 4184 |0.130 0.2149 Yes
Source
JAKL Janus kinase 1 (a protein
116 | JAK1 Entrez, . . P 4234 0.126 0.2159 Yes
E— _ tyrosine kinase)
Source
PIAS1 . .
117 | PIAS1 Entrez, | Protein inhibitor of activated 4333|0121 |0.2140 |Yes
e STAT, 1
Source
TRAF6 .
118 | TRAF6 Entrez, gNFreceptor'assoc'ated factor | 4370 0119 |0.2158 | Yes
Source
IL18 . . .
119 | 1L18 Entrez, interleukin 18 (interferon- 4372 10119 |0.2198  |Yes
E— “Source gamma-inducing factor)
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AAAS achalasia, adrenocortical
120 | AAAS Entrez, insufficiency, alacrimia (Allgrove, (4476 |0.114 0.2175 Yes
Source triple-A)
IL2RG interleukin 2 receptor, gamma
121 | IL2RG Entrez, (severe combined 4493 |0.113 0.2206 Yes
Source immunodeficiency)
IL6R
122 | IL6R Entrez, interleukin 6 receptor 4506 |0.112 0.2239 Yes
Source
TNIP2
123 | TNIP2 Entrez, TNFAIP3 interacting protein 2 4539 |0.111 0.2259 Yes
Source
NUP85
124 | NUP85 Entrez, nucleoporin 85kDa 4641 |0.106 0.2238 Yes
Source
KPNA1 . . )
125|KPNA1  |Entrez, | K&yopherinalphal(importin | /5 16106  |0.2278 | Yes
alpha 5)
Source
MAP2K1 mitogen-activated protein kinase
126 | MAP2K1 | Entrez, oy P 4676 |0.104 |0.2299  |Yes
kinase 1
Source
CRKL .
127 | CRKL Entrez, v-crk sarcoma virus CT10 4751 0101 |0.2294  |Yes
P oncogene homolog (avian)-like
Source
IRAK3 interleukin-1 receptor-associated
128 | IRAK3 Entrez, . P 4839 |0.096 0.2281 Yes
= kinase 3
Source
PIN1 rotein (peptidylprolyl cis/trans
129 | PIN1 Entrez, | P PepLdyProlyl cis’t 4862 |0.095 [0.2308 |Yes
isomerase) NIMA-interacting 1
Source
NUP62
130 | NUP62 Entrez, nucleoporin 62kDa 4899 |0.093 0.2326 Yes
Source
SP100
131 | SP100 Entrez, SP100 nuclear antigen 4978 |0.090 0.2319 Yes
Source
POM121
132| POM121 |Entrez, POM121 membrane 4986 |0.089 [0.2355 |Yes
glycoprotein (rat)
Source
MAP3K8 mitogen-activated protein kinase
133| MAP3K8 | Entrez, 1ogen- P 5008 [0.088 [0.2382 |Yes
kinase kinase 8
Source
OAS2 D
134 | 0AS2 Enez, |2 2.oligoadenylate synthetase | 515q | 0g1 02331 |Ves
- 2, 69/71kDa
Source
HGF
135 | HGF Entrez, hepatocyte growth factor 5184 |0.080 |0.2356  |Yes
(hepapoietin A; scatter factor)
Source
CSF2RB colony stimulating factor 2
136 | CSF2RB Entrez, receptor, beta, low-affinity 5196 |0.080 0.2390 Yes
Source (granulocyte-macrophage)
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PELI1
137 | PELI1 Entrez, pellino homolog 1 (Drosophila) |5314 |0.074 0.2359 Yes
Source
IKBKB inhibitor of kappa light
138 | IKBKB Entrez, polypeptide gene enhancer in 5326 |0.074 0.2392 Yes
Source B-cells, kinase beta
EIF4E2 eukaryotic translation initiation
139 | EIF4E2 Entrez, y 5545 |0.064 0.2299 Yes
factor 4E member 2
Source
PIK3CB L .
140 | PIK3CB | Entrez, phosphoinositide-3-kinase, 5597 |0.062 |0.2309 | Yes
catalytic, beta polypeptide
Source
EIF4A1 K fict lation initiati
141|EIF4A1  |Entrez, | coxaryolic ransiaioniniialion i ggns 10061 |0.2345 | Yes
factor 4A, isoform 1
Source
142 | TAB1 5643 |0.059 0.2362 Yes
RAE1
143 | RAE1 Entrez, | “AELRNAexportlhomolog (S.|gear 10057  [0.2378  |[Yes
pombe)
Source
IFNAR2 .
144|IENAR2  |Entrez, | Mterferon (alpha, beta and 5692 |0.056 |0.2414  |Yes
omega) receptor 2
Source
NUP188
145 | NUP188 Entrez, nucleoporin 188kDa 5698 | 0.056 0.2451 Yes
Source
IRF3
146 | IRE3 Entrez, interferon regulatory factor 3 5701 |0.056 0.2491 Yes
Source
MAP2K6 mitogen-activated protein kinase
147 | MAP2K6 | Entrez, oy P 5718 |0.055 [0.2521  |Yes
kinase 6
Source
RNASEL |ribonuclease L (2',5'-
148 | RNASEL Entrez, oligoisoadenylate synthetase- 5763 |0.053 0.2535 Yes
Source dependent)
NUP210
149 | NUP210 Entrez, nucleoporin 210kDa 5771 |0.053 0.2571 Yes
Source
MX1 myxovirus (influenza virus)
150 | MX1 Entrez, resistance 1, interferon-inducible | 5772 |0.053 0.2611 Yes
Source protein p78 (mouse)
TEC
151 | TE Entrez, tec protein tyrosine kinase 5809 |0.052 0.2629 Yes
Source
152 | UBA7 5857 |0.050 0.2641 Yes
JAKS Janus kinase 3 (a protein
153 | JAK3 Entrez, ; . P 5900 |0.048 0.2655 Yes
tyrosine kinase, leukocyte)
Source
USP18
154 | USP18 Entrez, ubiquitin specific peptidase 18 6022 |0.042 0.2622 No
Source
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155 | XAF1 6124 |0.039 0.2600 No
CRK .
156 | CRK Entrez, | Y-Crk sarcomavirus CT10 6145 |0.038 |0.2629  |No
oncogene homolog (avian)
Source
CD44 .
157 | CD44 Entrez, | CD44 molecule (indianblood | ga0g 1609 |0.2553 | No
group)
Source
IRF4
158 | IRF4 Entrez, interferon regulatory factor 4 6438 |0.025 0.2531 No
Source
IFITL interferon-induced protein with
159 | IFIT1 Entrez, . : P 6439 |[0.025 0.2572 No
E— - tetratricopeptide repeats 1
Source
YWHAZ girrasolzgox enase/tryptophan
160 | YWHAZ | Entrez, Y9 yptop 6567 |0.019 |0.2534  |No
5-monooxygenase activation
Source . .
E— protein, zeta polypeptide
KRAS v-Ki-ras2 Kirsten rat sarcoma
161 | KRAS Entrez, . 6697 |[0.013 0.2496 No
- - viral oncogene homolog
Source
MAP2K4 mitogen-activated protein kinase
162 | MAP2K4 Entrez, . 9 P 6858 |0.007 0.2438 No
kinase 4
Source
163 | IP6K2 6939 |0.003 0.2430 No
TMEM189-
164 —UBE2V1 6970 |0.001 0.2452 No
CSF2RA colony stimulating factor 2
165 | CSF2RA Entrez, receptor, alpha, low-affinity 7465 | 0.000 0.2190 No
Source (granulocyte-macrophage)
CSHL chorionic somatomammotropin
166 | CSH1 Entrez, P 7466 | 0.000 0.2230 No
- E— hormone 1 (placental lactogen)
Source
GH2
167 | GH2 Entrez, growth hormone 2 7786 |0.000 0.2076 No
Source
IFNA1
168 | IENA1 Entrez, interferon, alpha 1 7906 |0.000 0.2043 No
Source
IFNA10
169 | IENA10 Entrez, interferon, alpha 10 7907 |0.000 0.2083 No
Source
IFNA14
170 | IENA14 Entrez, interferon, alpha 14 7909 |0.000 0.2123 No
Source
IFNA16
171 | IENA16 Entrez, interferon, alpha 16 7910 |0.000 0.2164 No
Source
IFNA2
172 | IENA2 Entrez, interferon, alpha 2 7911 | 0.000 0.2204 No
Source
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IFNA4
173 | IENA4 Entrez, interferon, alpha 4 7912 | 0.000 0.2244 No
Source
IFNAG
174 | IENAG Entrez, interferon, alpha 6 7913 |0.000 0.2284 No
Source
IFNA7
175 | IENAY Entrez, interferon, alpha 7 7914 | 0.000 0.2325 No
Source
IFNA8
176 | IENAS8 Entrez, interferon, alpha 8 7915 |0.000 0.2365 No
Source
IL3 interleukin 3 (colony-stimulatin
1771L3 Entrez, erleukin 3 (colony-stimulating | g5 19000 |0.2385 | No
factor, multiple)
Source
IL3RA . .
178 | IL3RA Entrez, interleukin 3 receptor, alpha (low | 7905 16000 |0.2423  [No
affinity)
Source
KPNA4 . ) .
179 | KPNA4  |Entrez, | <@Yopherinalpha 4 (importin | go00 | 5009 01516 | No
alpha 3)
Source
LCK lymph ific protein
180 | LCK Entrez, ymphocyte-specific prote 9601 |-0.014 |0.1498  |No
tyrosine kinase
Source
CuL1
181 | CUL1 Entrez, cullin 1 9723 |-0.021 0.1465 No
Source
EIFAE3 eukaryotic translation initiation
182 |EIF4E3 | Entrez, y 9823 |-0.026 |0.1444  |No
factor 4E member 3
Source
ADAM17 | ADAM metallopeptidase domain
183 | ADAM17 Entrez, 17 (tumor necrosis factor, alpha, | 9847 |-0.027 0.1471 No
Source converting enzyme)
SH2B1
184 | SH2B1 Entrez, SH2B adaptor protein 1 9883 |-0.029 0.1490 No
Source
EIF4G2 eukaryotic translation initiation
185 | EIF4G2 Entrez, y 9998 |-0.034 0.1460 No
factor 4 gamma, 2
Source
NUP50
186 | NUP50 Entrez, nucleoporin 50kDa 10024 |-0.035 0.1485 No
Source
NUP153
187 | NUP153 Entrez, nucleoporin 153kDa 10067 |-0.037 0.1500 No
Source
JAK2 Janus kinase 2 (a protein
188 | JAK2 Entrez, ; . P 10198 |-0.044 0.1461 No
tyrosine kinase)
Source
NUPL1
189 [ NUPL1 Entrez, nucleoporin like 1 10264 |-0.047 0.1461 No
Source
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TPR translocated promoter region (to
190 | TPR Entrez, . P 9 10395 [-0.053 |0.1422  |No
activated MET oncogene)
Source
ISG15
191 | 1SG15 Entrez, ISG15 ubiquitin-like modifier 10422 | -0.054 0.1447 No
Source
ARIH1 ariadne homolog, ubiquitin-
192 | ARIH1 Entrez, conjugating enzyme E2 binding |10534 |-0.059 0.1419 No
Source protein, 1 (Drosophila)
BTRC beta-transducin repeat
193 | BTRC Entrez, . P 10543 | -0.059 0.1454 No
_ PR containing
Source
NUP205
194 | NUP205 Entrez, nucleoporin 205kDa 10624 |-0.063 0.1446 No
Source
NUP155
195 | NUP155 Entrez, nucleoporin 155kDa 10630 |-0.063 0.1483 No
Source
IRAK4 interleukin-1 receptor-associated
196 | IRAK4 Entrez, . P 10642 | -0.064 0.1517 No
— . kinase 4
Source
IFNGR1
197 | IENGR1 Entrez, interferon gamma receptor 1 10870 |-0.076 0.1418 No
Source
198 | SKP1 10921 |-0.078 0.1428 No
NUP133
199 | NUP133 Entrez, nucleoporin 133kDa 11112 |-0.087 0.1352 No
Source
EIF2AK2 eukaryotic translation initiation
200 | EIF2AK2 Entrez, Y . 11170 |-0.091 0.1358 No
factor 2-alpha kinase 2
Source
CHUK conserved helix-loop-helix
201 | CHUK Entrez, nse ' P 11297 |-0.097 |0.1321  |No
ubiquitous kinase
Source
IRF8
202 | IRE8 Entrez, interferon regulatory factor 8 11353 |-0.100 0.1328 No
Source
NUP107
203 | NUP107 Entrez, nucleoporin 107kDa 11588 |-0.112 0.1225 No
Source
SOS1 son of sevenless homolog 1
204 | SOS1 Entrez, v 9 11781 [-0.123 |0.1148  |No
(Drosophila)
Source
NUP88
205 | NUP88 Entrez, nucleoporin 88kDa 11945 |-0.133 0.1089 No
Source
206 | TAB2 11989 |-0.136 0.1103 No
CISH cytokine inducible
207 | CISH Entrez, Y . . 12013 |-0.137 0.1129 No
- —Source SH2-containing protein
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208 | TAB3 12064 |-0.139 0.1139 No
B2M
209 | B2M Entrez, beta-2-microglobulin 12145 |-0.144 0.1130 No
Source
NUPL2
210 | NUPL2 Entrez, nucleoporin like 2 12158 |-0.145 0.1163 No
Source
SUMO1 .
211 |SUMO1 | Entrez, SMT3 suppressor of mif two 3|, opea | 5155 01240 |No
homolog 1 (S. cerevisiae)
Source
NEDD4 neural precursor cell expressed,
212 | NEDD4 Entrez, developmentally down-regulated | 12641 |-0.174 0.0950 No
Source 4
NRAS .
213 | NRAS Entrez,  |MeuroblastomaRASviral (v-ras) | 15764 | 177 |0.0055 | No
oncogene homolog
Source
PLCG1
214 | PLCG1 Entrez, phospholipase C, gamma 1 12745 |-0.179 0.0968 No
Source
KPNA3 . . .
215 |KPNA3 | Entrez, karyopherin alpha 3 (importin | 1579, | 5183 |0.09080  |No
alpha 4)
Source
NUP37
216 | NUP37 Entrez, nucleoporin 37kDa 12917 |-0.191 0.0945 No
Source
RBX1
217 | RBX1 Entrez, ring-box 1 12984 |-0.195 0.0945 No
Source
RANBP2
218 | RANBP2 Entrez, RAN binding protein 2 13045 |-0.200 0.0948 No
Source
CAMK2D | calcium/calmodulin-dependent
219 | CAMK2D | Entrez, protein kinase (CaM kinase) Il | 13283 |-0.214 0.0844 No
Source delta
PPM1B protein phosphatase 1B
220 | PPM1B Entrez, (formerly 2C), magnesium- 13405 |-0.222 0.0810 No
Source dependent, beta isoform
PTPN2 rotein tyrosine phosphatase
221|PTPN2  |Entrez,  |P y phosp ' 113407 |-0.222 |0.0850  |No
non-receptor type 2
Source
PIK3CA L .
222 | PIK3CA | Entrez, ngsz;‘g'g?s;;dejkg‘aﬁsgé 13438 |-0.224 |0.0872  |No
Source yuc, alpha polypep
UBE2N ubiquitin-conjugating enzyme
223 | UBE2N Entrez, E2N (UBC13 homolog, yeast) 13454 |-0.225 0.0903 No
Source
PIK3R1 L .
224 |PIK3R1 | Entrez, phosphoinositide-3-kinase, 13664 [-0.240 |0.0815 |No
Source regulatory subunit 1 (p85 alpha)
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NUP54
225 | NUP54 Entrez, nucleoporin 54kDa 13694 |-0.242 0.0838 No
Source
MAP3K7 mitogen-activated protein kinase
226 | MAP3K7 | Entrez, 1ogen- P 13808 |-0.250 |0.0809  |No
kinase kinase 7
Source
SEHI1L
227 | SEH1L Entrez, SEH1-like (S. cerevisiae) 13847 |-0.252 0.0826 No
Source
BLNK
228 | BLNK Entrez, B-cell linker 14022 |-0.265 0.0760 No
Source
UBE2EL ubiquitin-conjugating enzyme
229 | UBE2E1 Entrez, E2E 1 (UBC4/5 homolog, yeast) 14199 | -0.278 0.0693 No
Source
EIFAE eukaryotic translation initiation
230 | EIF4E Entrez, Y 14213 | -0.280 0.0725 No
EE— = factor 4E
Source
GH1
231 | GH1 Entrez, growth hormone 1 14229 |-0.281 0.0757 No
Source
YES1 \ 1 Yam hi sarcom
232 | YES1 Entrez, “yes-L Yamaguchi sarcoma 14231 [-0.281 |0.0796  |No
viral oncogene homolog 1
Source
NUP43
233 | NUP43 Entrez, nucleoporin 43kDa 14462 |-0.301 0.0696 No
Source
EIFAA2 eukaryotic translation initiation
234 | EIF4A2 Entrez, Y . 14523 | -0.306 0.0700 No
factor 4A, isoform 2
Source
IL2RA
235|IL2RA Entrez, interleukin 2 receptor, alpha 14596 |-0.313 0.0696 No
Source
FLNB I o
236 | ELNB Entrez, | 1amin B, beta (actinbinding 11,7, | 5308 |0.0646 | No
= protein 278)
Source
IL7R
237 | IL7 Entrez, interleukin 7 receptor 14750 |-0.328 0.0684 No
Source
SOCS2 suppressor of cytokine signalin
238|socs2  |Entrez, | PP y gnaling | 14851 [-0.339 |0.0663  |No
Source
NUP35
239 | NUP35 Entrez, nucleoporin 35kDa 14876 |-0.341 0.0689 No
Source
PRKACB protein kinase
240 | PRKACB Entrez, cAMP-dependent, catalytic, beta 15132 |-0.371 0.0573 No
Source
IRS1
241 | IRS1 Entrez, insulin receptor substrate 1 15851 |-0.513 0.0174 No
Source
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242

KPNAS

KPNAS5

Entrez, karyopherin alpha 5 (importin

15996 |-0.566 0.0127 No

Source alpha 6)

243

IRF6
Entrez, interferon regulatory factor 6 16143 |-0.638 0.0078 No
Source

244

16162 |-0.651 0.0107 No

245

IL7
Entrez, interleukin 7 16334 |-0.794 0.0043 No
Source

246

IL6ST
Entrez,
Source

interleukin 6 signal transducer

(gp130, oncostatin M receptor) 16352 |-0.822 0.0073 No

247

RPS27A

RPS27A
Entrez, ribosomal protein S27a 16409 |-0.913 0.0079 No

Source

248

||=
o

IL6
Entrez, interleukin 6 (interferon, beta 2) | 16483 |-1.093 0.0075 No
Source

Gene set null distribution of ES for REACTOME_CYTOKINE_SIGNALING_IN_IMMUNE_SYSTEM

REACTOME_CYTOKINE_SIGNALING_IN_IMMUNE_S
YSTEM: Random ES distribution
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Table: GSEA Results Summary

Dataset PARK4_differential_expression_5vs5 20140911
Phenotype NoPhenotypeAvailable

Upregulated in class disease

GeneSet REACTOME_ADAPTIVE_IMMUNE_SYSTEM
Enrichment Score (ES) 0.18044785

Normalized Enrichment Score (NES)|(4.5287533

Nominal p-value 0.0
FDR g-value 0.0
FWER p-Value 0.0

Enrichment plot:

REACTOME_ADAPTIVE_IMMUNE_SYSTEM
ﬂl.l?5:-i
0.150 4
0.125-=
l:I.ll:II:I-i
0.075 4
0.050 4

0.0254

Enrichment score (ES)

0.000 7

L

2.5 |'na_pos' |postively correlated)

0.0 [
w23 i Zero cross at 6391
=0
-7.5 |
[ 'na_neg' (negatively correlated)
} . . . ; ; .
4] 2,500 5,000 7,500 10,000 12,500 15,000

Rank in Ordered Dataset

Ranked list metric (PreRanked)

| Enrichment profile — Hits Ranking metric Scoresl

Fig 1: Enrichment plot: REACTOME_ADAPTIVE_IMMUNE_SYSTEM
Profile of the Running ES Score & Positions of GeneSet Members on the Rank
Ordered List

Table: GSEA details [plain text format]

| ” PROBE ” GENE ” GENE_TITLE ”RANK” RANK ”RUNNING” CORE ”
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IN
SYMBOL GENE METRIC ES ENRICHMENT
SCORE
LIST
KIR2DL3 killer cell immunoglobulin-like
1 KIR2DL3 Entrez, receptor, two domains, long 9 1.596 0.0015 Yes
Source cytoplasmic tail, 3
KIR2DL1 killer cell immunoglobulin-like
2 KIR2DL1 Entrez, receptor, two domains, long 11 1.547 0.0035 Yes
Source cytoplasmic tail, 1
CD8A
3 CD8A Entrez, CD8a molecule 97 0.907 0.0003 Yes
Source
HLA-DQA2 L
4 |HLA-DOA?2 |Entrez, major histocompatibility 120 [0.838 |0.0009 |Yes
complex, class Il, DQ alpha 2
Source
NRAAL nuclear r tor subfamily 4
5 |NR4A1 Entrez, uciear receptor subtamily &, 1925 10.828  [0.0029  |Yes
group A, member 1
Source
CD8B
6 CcD8B Entrez, CD8b molecule 123 0.825 0.0050 Yes
Source
HLA-G . .
7 |HLA-G Entrez, HLA-G histocompatibility 125 0822 [0.0070 |Yes
antigen, class I, G
Source
HLA-DRBS | jor histocompatibilit
8 |HLA-DRB5 |Entrez, J paiolty 153 |0.777 |0.0073  |Yes
complex, class I, DR beta 5
Source
FCGR1A . i
9 |FCGR1A |Entrez, Fe fragment of 19G, high affinity | 102 145774 (90092 |vYes
la, receptor (CD64)
Source
KLRD1 killer cell lectin-like receptor
10 |KLRD1 Entrez, . P 214 |0.698 [0.0078 |Yes
subfamily D, member 1
Source
PDCD1
11 |PDCD1 Entrez, programmed cell death 1 257 0.650 0.0072 Yes
Source
FCGR1B . -
12 |FCGRIB |Entrez, Fe fragment of 19G, high affinity | 5, 15616 (90070  |ves
Ib, receptor (CD64)
Source
C3
13 |C3 Entrez, complement component 3 311 0.604 0.0081 Yes
Source
HLA-DPBL | jor histocompatibilit
14 |HLA-DPB1 |Entrez, jor i patbiity 371 |0.557 |0.0065 |Yes
complex, class Il, DP beta 1
Source
APIM2 adaptor-related protein complex
15 | AP1M2 Entrez, P o P P 1431|0526 |0.0049 |Yes
1, mu 2 subunit
Source
ICAM4 intercellular adhesion molecule
16 |ICAM4 Entrez, 4 (Landsteiner-Wiener blood 461 0.515 0.0051 Yes
Source group)
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RILP Rab interacting lysosomal
17 |RILP Entrez, . 9y 478 0.506 0.0062 Yes
protein
Source
PRKACG protein kinase,
18 | PRKACG Entrez, CAMP-dependent, catalytic, 484 0.504 0.0079 Yes
Source gamma
HLA-DPAL | jor histocompatibilit
19 |HLA-DPA1 |Entrez, ) paiotity 486 |0.503 |0.0099 | Yes
complex, class Il, DP alpha 1
Source
FCGR3A -
20 |FCGR3A |Enwez, ~ |FCragmentofigG, lowaffinity |55 o505  |00118  |Ves
Illa, receptor (CD16a)
Source
KLC3
21 | KLC3 Entrez, kinesin light chain 3 494 0.500 0.0136 Yes
Source
PIK3R3 phosphoinositide-3-kinase,
22 | PIK3R3 Entrez, regulatory subunit 3 (p55, 500 0.499 0.0154 Yes
Source gamma)
FBXO6
23 | EBXO6 Entrez, F-box protein 6 503 0.498 0.0173 Yes
Source
eswes | PesEe (rosne,
24 |PSMBY  |Entrez, acropain) subunit, betatype, 5o 0490 |0.0183  |Ves
9 (large multifunctional
Source .
peptidase 2)
CTSD cathepsin D (lysosomal aspartyl
25 |CTSD Entrez, °p y PaYl 536 |0.486 |0.0195  |Yes
peptidase)
Source
VASP vasodilator-stimulated
26 | VASP Entrez, . 601 0.462 0.0175 Yes
E— = phosphoprotein
Source
WAS . .
27 |WAS Entrez, | ViSKowAldrich syndrome 602 |0.461 |0.0196 |Yes
(eczema-thrombocytopenia)
Source
LILRB1 leukocyte immunoglobulin-like
28 |LILRB1 Entrez, receptor, subfamily B (with TM | 611 0.458 0.0211 Yes
Source and ITIM domains), member 1
KLRK1 killer cell lectin-like receptor
29 |KLRK1 Entrez, . P 654 |0.446 |0.0206 |Yes
subfamily K, member 1
Source
KIR3DL2 killer cell immunoglobulin-like
30 |KIR3DL2 Entrez, receptor, three domains, long | 663 0.444 0.0221 Yes
Source cytoplasmic talil, 2
HLA-DRBL | ior histocompatibilit
31 |HLA-DRB1 |Entrez, jor P&ty 702 |0.437 |0.0218 |Yes
complex, class Il, DR beta 1
Source
HLA-C major histocompatibilit
32 |HLA-C Entrez, J patibiity 720 |0.433 [0.0228 |Yes
= complex, class |, C
Source
33 |CTSA 807 0.409 0.0195 Yes
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PRKACA protein kinase,
34 | PRKACA Entrez, CAMP-dependent, catalytic, 812 0.408 0.0213 Yes
Source alpha
UBE2L6 ubiquitin-conjugating enzyme
35 |UBE2L6 | Entrez, d jugaiing enzy 868 |0.398 |0.0200 |Yes
E2L 6
Source
CDKN1A cyclin-dependent kinase
36 |CDKNIA |Entrez, cycin-cep ! 888 [0.394 |0.0208 |Yes
inhibitor 1A (p21, Cipl)
Source
SRC v-src sarcoma (Schmidt-Ruppin
37 |SRC Entrez, A-2) viral oncogene homolog 900 0.392 0.0222 Yes
Source (avian)
CDC34
38 |CDC34 Entrez, cell division cycle 34 925 0.388 0.0228 Yes
Source
SIPAL signal-induced proliferation-
39 |sIPAl Entrez, gnat P 927 |0.388 |0.0248 |Yes
associated gene 1
Source
LILRB3 leukocyte immunoglobulin-like
40 |LILRB3 Entrez, receptor, subfamily B (with TM | 943 0.386 0.0259 Yes
Source and ITIM domains), member 3
KIF3C
41 | KIF3C Entrez, kinesin family member 3C 944 0.386 0.0279 Yes
Source
TAP1 transporter 1, ATP-binding
42 |TAP1 Entrez, cassette, sub-family B 1019 |[0.376 0.0254 Yes
Source (MDR/TAP)
PIK3R2 S .
43 |PIK3R2  |Entrez, phosphainositide-3-kinase, 1023 |0.375 |0.0273  |Yes
regulatory subunit 2 (p85 beta)
Source
ITGB2 integrin, beta 2 (complement
44 |1TGB2 Entrez, component 3 receptor 3and4 |1030 |[0.374 0.0289 Yes
Source subunit)
CD74 CD74 molecule, major
45 |CD74 Entrez, histocompatibility complex, 1057 |0.369 0.0294 Yes
Source class Il invariant chain
HLA-A major histocompatibilit
46 |HLA-A Entrez, ‘ patbiity 1061 [0.368 [0.0312  |Yes
complex, class I, A
Source
HLA-B major histocompatibilit
47 |HLA-B Entrez, J patibiity 1070 |0.367 |0.0328  |Yes
complex, class |, B
Source
HCST hematopoietic cell signal
48 |HCST Entrez, P g 1074 |0.366 |0.0346  |Yes
transducer
Source
PSME1 proteasome (prosome,
49 | PSME1 Entrez, macropain) activator subunit1 | 1076 |0.366 0.0366 Yes
Source (PA28 alpha)
PAK1 p21/Cdc42/Racl-activated
50 | PAK1 Entrez, kinase 1 (STE20 homolog, 1104 |0.360 0.0370 Yes
Source yeast)
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ICAM1 intercellular adhesion molecule
51 |ICAM1 Entrez, 1 (CD54), human rhinovirus 1111 0.359 0.0387 Yes
Source receptor
CSK
52 | CSK Entrez, c-src tyrosine kinase 1136 |0.356 0.0392 Yes
Source
AP2S1 adaptor-related protein complex
53 | AP2S1 Entrez, p P! Pl€X11160 |0.354 |0.0399 |Yes
2, sigma 1 subunit
Source
IKBKG inhibitor of kappa light
54 | IKBKG Entrez, polypeptide gene enhancer in 1161 |0.354 0.0419 Yes
Source B-cells, kinase gamma
GSK3A lycogen synthase kinase 3
55 | GSK3A Entrez, gycogen sy 1190 |0.350 |0.0422  |Yes
alpha
Source
PDCD1LG2 ,
56 | PDCD1LG? | Entrez, grogrammed celldeath 1ligand |00 10344 [0.0422 | Yes
Source
AP2A1 adaptor-related protein complex
57 | AP2A1 Entrez, b P PI€X 11250 |0.340 |0.0427 |Yes
2, alpha 1 subunit
Source
PSMB10 proteasome (prosome,
58 | PSMB10 Entrez, macropain) subunit, beta type, |1263 |0.338 0.0440 Yes
Source 10
59 | FOX04 1264 |0.338 0.0461 Yes
PPP2R1A | protein phosphatase 2 (formerly
60 |PPP2R1A |Entrez, 2A), regulatory subunit A (PR 1278 |0.336 0.0473 Yes
Source 65), alpha isoform
TRIM21
61 | TRIM21 Entrez, tripartite motif-containing 21 1284 |0.335 0.0491 Yes
Source
NCF2 neutrophil cytosolic factor 2
62 | NCF2 Entrez, (65kDa, chronic granulomatous | 1287 |0.334 0.0510 Yes
Source disease, autosomal 2)
63 |UBA1 1332 |0.331 0.0503 Yes
msm D e e
64 | PSMBS Entrez, pain) subunit, YP€ 11377 |0.326 |0.0496 |Yes
8 (large multifunctional
Source :
peptidase 7)
CTSB
65 |CTSB Entrez, cathepsin B 1394 (0.325 0.0507 Yes
Source
LILRB4 leukocyte immunoglobulin-like
66 |LILRB4 Entrez, receptor, subfamily B (with TM | 1411 |0.323 0.0517 Yes
Source and ITIM domains), member 4
TYROBP . . .
67 |TYROBP |Entrez, TYRO proteintyrosine kinase | /o 15318 |00512 | ves
binding protein
Source
LYN v-yes-1 Yamaguchi sarcoma
68 |LYN Entrez, Yy 9 1480 |0.316 0.0517 Yes
— —Source viral related oncogene homolog

30.10.2014 15:52



Details for gene set REACTOME_ADAPTIVE_IMMUNE_SYSTEM...

6 of 31

file:///l/server2/shared/Neurogenetik/ProjectsGrantsManuscripts/micro...

PTPNG rotein tyrosine phosphatase
69 |PTPNG Entrez, P y pnosp ' |1509 |0.313  |0.0520  |Yes
non-receptor type 6
Source
CD81
70 | CD81 Entrez, CD81 molecule 1551 |0.309 0.0515 Yes
Source
NFKBIA nuclear factor of kappa light
71 | NEKBIA Entrez, polypeptide gene enhancer in 1569 |0.308 0.0525 Yes
Source B-cells inhibitor, alpha
CTSH
72 |CTSH Entrez, cathepsin H 1573 |0.307 0.0544 Yes
Source
CD274
73 | CD274 Entrez, CD274 molecule 1578 |0.307 0.0562 Yes
Source
PSMB3 proteasome (prosome,
74 | PSMB3 Entrez, macropain) subunit, beta type, |1644 |0.298 0.0542 Yes
Source 3
CDC20
75 |cbc2o  |Entrez, | CPC20celldvisioncycle20 1000 10598 00558 | Yes
homolog (S. cerevisiae)
Source
VAV1
76 | VAV1 Entrez, vav 1 oncogene 1662 |0.296 0.0573 Yes
Source
HLA-F major histocompatibilit
77 |HLA-F Entrez, ‘ patibiity 1670 |0.296 |0.0589 | Yes
= complex, class I, F
Source
ITGB5
78 |ITGB5 Entrez, integrin, beta 5 1679 |0.295 0.0604 Yes
Source
ATG7
79 | ATG?7 Entrez, |G autophagy related 7 1683 |0.295 |0.0623  |Yes
_ homolog (S. cerevisiae)
Source
CASPI caspase 9, apoptosis-related
80 |CASP9 Entrez, pase s, apop 1719 [0.291  [0.0622  |Yes
cysteine peptidase
Source
PVR
81 |PVR Entrez, poliovirus receptor 1722 ]0.291 0.0641 Yes
Source
HLA-DMA | ajor histocompatibilit
82 |HLA-DMA |Entrez, J pauoiity 1737 [0.290 [0.0653  |Yes
complex, class Il, DM alpha
Source
Ton (e e Gter
83 |ITGAL Entrez, LA (p180), lymphocyt 1824 [0.281  [0.0620  |Yes
P function-associated antigen 1;
Source .
alpha polypeptide)
UBE2R2 ubiquitin-conjugating enzyme
84 |UBE2R2 |Entrez, g jugating enzy 1830 [0.281 |0.0637 |Yes
E2R 2
Source
AP2M1 .
85 | AP2M1 Entrez. adaptor-related protein complex 1836 | 0.280 0.0655 Yes

2, mu 1 subunit
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Source
CYBA

86 | CYBA Entrez, cytochrome b-245, alpha 1842 (0280 |0.0672 |Yes

polypeptide

Source
ARF1

87 | ARF1 Entrez, ADP-ribosylation factor 1 1857 |0.278 0.0684 Yes
Source
UBE2M ubiquitin-conjugating enzyme

88 | UBE2M Entrez, E2M (UBC12 homolog, yeast) 1862 |0.278 0.0702 Yes
Source
ASB2 .

89 | ASB2 Entrez, ankyrin repeat and SOCS 1865 |0.278 |0.0721  |Yes
Source box-containing 2

NFKBIB nuclear factor of kappa light

90 | NEKBIB Entrez, polypeptide gene enhancer in 1939 |0.271 0.0696 Yes
Source B-cells inhibitor, beta

91 | RAB7A 1941 |0.271 0.0716 Yes
SEC24D .

92 |SEC24D |Entrez, SEC24 related gene family, 1956 |0.269 |0.0728 |Yes

member D (S. cerevisiae)

Source

93 | RAP1GAP2 2002 |0.265 0.0721 Yes
LILRA1 leukocyte immunoglobulin-like

94 |LILRA1 Entrez, receptor, subfamily A (with TM | 2010 |0.264 0.0737 Yes
Source domain), member 1
PSMF1 proteasome (prosome,

95 | PSMF1 Entrez, macropain) inhibitor subunit 1 | 2021 |0.263 0.0751 Yes
Source (PI131)
SOCS3 suppressor of cytokine signalin

96 |SOCS3  |Entrez, . 9naing | o049 0261  [0.0755 | Yes
Source
IFITM1

97 |IFITM1 Entrez, interferon induced 2077 |0.259  [0.0759  |Yes
transmembrane protein 1 (9-27)

Source
GRB2
98 |GRB2 Entrez, growth factor receptor-bound | 50, 5955 |0.0775 | Yes
protein 2
Source
DNM2
99 | DNM2 Entrez, dynamin 2 2112 |0.256 0.0779 Yes
Source
DCTN1 .
100 | DCTN1 Entrez, dynactin 1 (p150, glued 2153 [0.253  [0.0775 |Yes
Source homolog, Drosophila)

ACTR1A ARP1 actin-related protein 1

101 | ACTR1A Entrez, homolog A, centractin alpha 2159 |0.252 0.0792 Yes
Source (yeast)
AP1B1

adaptor-related protein complex

102 | AP1B1 Entrez, 1, beta 1 subunit

Source

2191 |0.250 0.0793 Yes
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CUL7
103 | CULY Entrez, cullin 7 2210 |0.249 0.0803 Yes
Source
AKT1S1
104 | AKT1S1 Entrez, AKT1 substrate 1 (proline-rich) |2222 |0.248 0.0816 Yes
Source
PSMC4 proteasome (prosome,
105 | PSMC4 Entrez, macropain) 26S subunit, 2236 |0.247 0.0829 Yes
Source ATPase, 4
APIM1 adaptor-related protein complex
106 | AP1M1 Entrez, P P PI€X12239 |0.246 |0.0848 |Yes
1, mu 1 subunit
Source
v-rel reticuloendotheliosis viral
RELA oncogene homolog A, nuclear
107 | RELA Entrez, factor of kappa light polypeptide | 2240 |0.246 0.0869 Yes
Source gene enhancer in B-cells 3, p65
(avian)
TSC2
108 | TSC2 Entrez, tuberous sclerosis 2 2246 |0.246 0.0886 Yes
Source
CD86
109 | CD86 Entrez, CD86 molecule 2281 10.243 0.0885 Yes
Source
CTSC
110 | CTSC Entrez, cathepsin C 2381 [0.235 0.0844 Yes
Source
SOCS1 suppressor of cytokine signalin
111 | socs1 Entrez, : PP n 9n&ING | 5399 |0.234 |0.0854 | Yes
Source
SYK
112 | SYK Entrez, spleen tyrosine kinase 2472 |0.229 0.0830 Yes
Source
FBXO2
113 | EBXO2 Entrez, F-box protein 2 2485 |0.228 0.0843 Yes
Source
NCF4 . .
114 | NCF4 Entrez, neutrophil cytosolic factor 4, |, 96 |5 227  |0.0858 | VYes
40kDa
Source
SH3KBP1 o -
115 | SH3KBP1 | Entrez, SH3-domain kinase binding 2502 |0.227 |0.0875 |Yes
protein 1
Source
AKTL v-akt murine thymoma viral
116 | AKT1 Entrez, y 2555 |0.223  [0.0863 | Yes
- oncogene homolog 1
Source
PLCG2 hospholipase C, gamma 2
117 | PLCG2 Entrez, phospholipase &, g < 2558 |0.223 |0.0882  |Yes
(phosphatidylinositol-specific)
Source
PPP2R5B | protein phosphatase 2,
118 | PPP2R5B | Entrez, regulatory subunit B (B56), beta | 2565 |0.223 0.0899 Yes
Source isoform
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RBCK1
119 |RBCK1 | Entrez, RanBP-type and C3HCA-ype | 5006 10203 00920 | Yes
zinc finger containing 1
Source
RNF123
120 | RNF123 Entrez, ring finger protein 123 2578 |0.222 0.0933 Yes
Source
DNM1
121 | DNM1 Entrez, dynamin 1 2645 |0.218 0.0913 Yes
Source
PIK3CD . .
122 | PIK3CD  |Entrez, EQ&SI’SSS'ré‘:t'gdeo'le"ké”i‘;i’ 2766 |0.208 |0.0859  |Yes
Source ’ polypep
123 | ORAIL 2774 |0.208 0.0875 Yes
TAP2 transporter 2, ATP-binding
124 | TAP2 Entrez, cassette, sub-family B 2777 ]0.207 0.0894 Yes
Source (MDR/TAP)
SHC1 SHC (Src homology 2 domain
125 | SHC1 Entrez, containing) transforming protein | 2825 |0.205 0.0886 Yes
Source 1
ICAM3 intercellular adhesion molecule
126 | ICAM3 Entrez, 3 2840 |0.204 0.0898 Yes
Source
LRSAM1 leucine rich repeat and sterile
127 |LRSAM1 | Entrez, T repeat 2845 [0.203 [0.0916 |Yes
alpha motif containing 1
Source
CTSS
128 | CTSS Entrez, cathepsin S 2847 ]0.203 0.0935 Yes
Source
MRC2
129 | MRC2 Entrez, mannose receptor, C type 2 2908 |0.200 0.0919 Yes
Source
KIF18A
130 | KIF18A Entrez, kinesin family member 18A 2927 10.198 0.0928 Yes
Source
HECTD3
131 | HECTD3 Entrez, HECT domain containing 3 2941 |0.197 0.0940 Yes
Source
UBA52 ubiquitin A-52 residue
132 | UBA52 Entrez, ribosomal protein fusion product | 2974 |0.195 0.0941 Yes
Source 1
ANAPC11 | APC11 anaphase promoting
133 | ANAPC11 |Entrez, complex subunit 11 homolog 3010 |0.193 0.0940 Yes
Source (yeast)
YWHAB grgzlr?c?ox enase/tryptophan
134| YWHAB  |Entrez, Y9 yptop 3027 [0.192 [0.0950 | Yes
5-monooxygenase activation
Source . .
= protein, beta polypeptide
RIPK2 receptor-interacting serine-
135 | RIPK2 Entrez, pror-int 9 3030 |0.192 |0.0970  |Yes
Source threonine kinase 2
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AMICAL adhesion molecule, interacts
136 | AMICA1 Entrez, . A 3107 |0.186 0.0943 Yes
with CXADR antigen 1
Source
CALR
137 | CALR Entrez, calreticulin 3110 0.186 0.0962 Yes
Source
RPS6KB?2 ribosomal protein S6 kinase
138 | RPS6KB2 | Entrez, P . ' 3124 |0.185 0.0975 Yes
70kDa, polypeptide 2
Source
RAC1 ras-related C3 botulinum toxin
139 | RAC1 Entrez, substrate 1 (rho family, small 3131 |0.185 0.0991 Yes

Source GTP binding protein Rac1)

PPP2R5D | protein phosphatase 2,

140 | PPP2R5D | Entrez, regulatory subunit B (B56), 3189 [0.182 0.0977 Yes
Source delta isoform
KIF4A

141 | KIF4A Entrez, kinesin family member 4A 3227 |0.180 0.0974 Yes
Source
UBE2C

ubiquitin-conjugating enzyme

142 | UBE2C Entrez, 3271 |0.177 0.0968 Yes
E2C
Source
PSMC3 proteasome (prosome,
143 | PSMC3 Entrez, macropain) 26S subunit, 3291 |0.177 0.0977 Yes

Source ATPase, 3

SPSB1 splA/ryanodine receptor domain
144 | SPSB1 Entrez, PIATTY pto 3297 |0.176 [0.0994  |Yes
and SOCS box containing 1
Source
KEAP1 . .
145 | KEAP1 Entrez, kelch-like ECH-associated 3351 |0.174 |0.0982 |Yes
protein 1
Source
PSMD8 proteasome (prosome,
146 | PSMD8 Entrez, macropain) 26S subunit, 3364 |0.173 0.0995 Yes
Source non-ATPase, 8
UBE2J2 ubiquitin-conjugating enzyme
147 | UBE2J2 Entrez, E2, J2 (UBC6 homolog, yeast) 3423 |0.170 0.0979 Yes
Source
HRAS v-Ha-ras Harvey rat sarcoma
148 | HRAS Entrez, : y 3429 |0.170  |0.0997 |Yes
Source viral oncogene homolog

PPP2CB protein phosphatase 2 (formerly

149 | PPP2CB Entrez, 2A), catalytic subunit, beta 3527 |0.164 0.0957 Yes
Source isoform
CLTA

150 | CLTA Entrez, clathrin, light chain (Lca) 3531 |0.164 0.0975 Yes
Source
DCTN2

151 | DCTN2 Entrez, dynactin 2 (p50) 3540 |0.163 0.0991 Yes
Source
PSMB2 proteasome (prosome,

152 | PSMB2 Entrez, macropain) subunit, beta type, |3545 |0.163 0.1009 Yes
Source 2
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STIM1
153 | STIM1 Entrez, stromal interaction molecule 1 | 3546 |0.163 0.1030 Yes
Source
TRIM11
154 | TRIM11 Entrez, tripartite motif-containing 11 3559 |0.162 0.1043 Yes
Source
155 | UBR4 3564 [0.162 0.1061 Yes
PIK3AP1 L .
156 | PIK3AP1  |Entrez, phosphoinositide-3-kinase 3599 [0.159 [0.1060 | Yes
adaptor protein 1
Source
DCTN5
157 | DCTN5 Entrez, dynactin 5 (p25) 3604 |0.159 0.1078 Yes
Source
UBE2D1 ubiquitin-conjugating enzyme
158 | UBE2D1 Entrez, E2D 1 (UBC4/5 homolog, 3635 |0.158 0.1080 Yes
Source yeast)
AP1S1 adaptor-related protein complex
159 | AP1S1 Entrez, p b P 13652 |0.157 [0.1000 | Yes
1, sigma 1 subunit
Source
NFKBIE nuclear factor of kappa light
160 | NEKBIE Entrez, polypeptide gene enhancer in 3669 |0.156 0.1101 Yes
Source B-cells inhibitor, epsilon
MKRN1
161 | MKRN1 Entrez, makorin, ring finger protein, 1 3702 |0.155 0.1102 Yes
Source
OSBPL1A
162 | OSBPL1A |Entrez, oxysterol binding protein-like 1A | 3759 |0.152 0.1087 Yes
Source
PSMD2 proteasome (prosome,
163 | PSMD2 Entrez, macropain) 26S subunit, 3767 |0.151 0.1104 Yes
Source non-ATPase, 2
HLA-DQA1 S -
164 | HLA-DQAL |Entrez, | MaOr histocompatibility 3781 |0.150 |0.1116  |Yes
S complex, class Il, DQ alpha 1
ource
PSMB6 proteasome (prosome,
165 | PSMB6 Entrez, macropain) subunit, beta type, |3825 |0.148 0.1110 Yes
Source 6
SMURF1 o S
166 | SMURF1 | Entrez, SMAD specific E3 ubiquitin 3828 [0.148 |0.1129  |Yes
protein ligase 1
Source
PSMC5 proteasome (prosome,
167 | PSMC5 Entrez, macropain) 26S subunit, 3838 |0.147 0.1144 Yes
Source ATPase, 5
UBE2L3 ubiquitin-conjugating enzyme
168 |UBE2L3 | Entrez, d Jugating enzy 3869 |0.146 |0.1146  |Yes
E2L 3
Source
AKT2 v-akt murine thymoma viral
169 | AKT2 Entrez, y 3872 |0.146 0.1165 Yes
Source oncogene homolog 2
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CBL Cas-Br-M (murine) ecotropic
170 | CBL Entrez, retroviral transforming 3887 |0.145 0.1177 Yes
Source sequence
SEC24C .
171|SEC24C | Entrez, SEC24 related gene family, 3893 [0.144 |0.1194  |Yes
member C (S. cerevisiae)
Source
FYN FYN oncogene related to SRC
172 | EYN Entrez, 9 " 13968 |[0.140 0.1169 Yes
FGR, YES
Source
HSPAS5 heat shock 70kDa protein 5
173 | HSPAS Entrez, (glucose-regulated protein, 3978 |0.140 0.1184 Yes
Source 78kDa)
UBOX5
174 | UBOX5 Entrez, U-box domain containing 5 4009 |0.139 0.1186 Yes
Source
UBE2S ubiquitin-conjugating enzyme
175 | UBE2S Entrez, Ezg jugating enzy 4024 |0.138 |0.1197  |Yes
Source
LILRB2 leukocyte immunoglobulin-like
176 | LILRB2 Entrez, receptor, subfamily B (with TM | 4031 |0.138 0.1214 Yes
Source and ITIM domains), member 2
DTX3L
177 | DTX3L Entrez, deltex 3-like (Drosophila) 4033 [0.138 0.1234 Yes
Source
BAD
178 | BAD Entrez, BCL2-antagonist of cell death 4053 |0.136 0.1243 Yes
Source
STUB1
179 | STUB1 Entrez, STIP1 homology and U-box | jhe6 15135 01262 | Yes
containing protein 1
Source
BTK Bruton agammaglobulinemia
180 | BTK Entrez, N agammag 4079 |0.135 |0.1269  |Yes
tyrosine kinase
Source
RAFL v-raf-1 murine leukemia viral
181 | RAF1 Entrez, 4137 |0.133 0.1254 Yes
S — oncogene homolog 1
Source
HLA-DMB | - ior histocompatibilit
182 |HLA-DMB | Entrez, ‘ pauDILy 4147 |0.133 |0.1269 | Yes
complex, class Il, DM beta
Source
LCP2 lymphocyte cytosolic protein 2
183 | LCP2 Entrez, (SH2 domain containing 4164 |0.131 0.1279 Yes
Source leukocyte protein of 76kDa)
DYNCIHI dynein, cytoplasmic 1, heav
184 | DYNC1H1 |Entrez, ynein, cytop NeAYY 14189 0129  [0.1285 | Yes
chain 1
Source
185 | PHLPP1 4215 |0.127 0.1290 Yes
SELL . .
186 | SELL Entrez, selectin L (lymphocyte adhesion | a5 1 196 01297 | Yes
Source molecule 1)
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PSME2 proteasome (prosome,
187 | PSMEZ2 Entrez, macropain) activator subunit2 | 4244 |0.126 0.1314 Yes
Source (PA28 beta)
PSMD9 proteasome (prosome,
188 | PSMD9 Entrez, macropain) 26S subunit, 4249 10.125 0.1332 Yes
Source non-ATPase, 9
ZAP70 . ,
189 | ZAP70 Entrez, zeta-chain (TCR) associated | o5, |5 153 01327 | Yes
protein kinase 70kDa
Source
CD4
190 | CD4 Entrez, CD4 molecule 4341 |0.121 0.1317 Yes
Source
TRAF6 ,
191 | TRAF6 Entrez, gNFreceptor'assoc'ated factor | j370 0119 |0.1321 | Yes
Source
PDIA3 rotein disulfide isomerase
192 | PDIA3 Entrez, prot 4374 (0.119 0.1339 Yes
- family A, member 3
Source
CALM3 calmodulin 3 (phosphorylase
193 | CALM3 Entrez, . phosphory 4379 0119 |0.1357 |Yes
kinase, delta)
Source
PAK2 . .
194 | PAK2 Entrez, 221 (COKN1A)-activated kinase | 11 16196 01340 | Yes
Source
KIF3B
195 | KIF3B Entrez, kinesin family member 3B 4451 |0.115 0.1355 Yes
Source
PSMD13 proteasome (prosome,
196 | PSMD13 Entrez, macropain) 26S subunit, 4521 (0.112 0.1332 Yes
Source non-ATPase, 13
PSMD11 proteasome (prosome,
197 | PSMD11 Entrez, macropain) 26S subunit, 4584 |0.109 0.1314 Yes
Source non-ATPase, 11
PSMD3 proteasome (prosome,
198 | PSMD3 Entrez, macropain) 26S subunit, 4595 10.108 0.1329 Yes
Source non-ATPase, 3
HUWE1 .
199 | HUWE1  |Entrez, HECT, UBA and WWE domain | y >0 10107 01320 | Yes
containing 1
Source
DCTN3
200 | DCTN3 Entrez, dynactin 3 (p22) 4637 |0.106 0.1345 Yes
Source
FCGR2B -
201|FCGR2B | Entrez, Fc fragment of IgG, low affinity | yea0 10106 01365 | Yes
IIb, receptor (CD32)
Source
ANAPC2 anaphase promoting complex
202 | ANAPC2 | Entrez, phase p g comp 4639 |0.106 |0.1386 |Yes
subunit 2
Source
SEC61A1 .
203 | SEC61A1 | Entrez, Sec61 alpha 1 subunit (S. 4650 |0.106 |0.1400 |Yes
Source cerevisiae)
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RNF25
204 | RNE25 Entrez, ring finger protein 25 4661 |0.105 0.1414 Yes
Source
TNFRSF14 |tumor necrosis factor receptor
205 | TNERSF14 | Entrez, superfamily, member 14 4664 |0.105 0.1434 Yes
Source (herpesvirus entry mediator)
ASB8 .
206 | ASBS Entrez, ankyrin repeat and SOCS 4724 0102 |0.1418  |Yes
box-containing 8
Source
REL v-rel reticuloendotheliosis viral
207 | REL Entrez, . 4756 |0.100 0.1419 Yes
— = oncogene homolog (avian)
Source
TCEB2 transcription elongation factor B
208 | TCEB2 Entrez, (S, polypeptide 2 (18kDa, 4774 ]0.100 0.1429 Yes
Source elongin B)
RNF4
209 | RNF4 Entrez, ring finger protein 4 4812 |0.098 0.1426 Yes
Source
UBE2Q1 ubiquitin-conjugating enzyme
210 |UBE2Q1 |Entrez, q njugating enzy 4815 |0.097 |0.1446  |Yes
E2Q (putative) 1
Source
CYBB cytochrome b-245, beta
211 | CYBB Entrez, polypeptide (chronic 4833 |0.097 0.1456 Yes
Source granulomatous disease)
212 | RNF144B 4835 |0.096 0.1475 Yes
AP2B1 adaptor-related protein complex
213 | AP2B1 Entrez, P b PI€X1 4858 |0.095 |0.1482 |Yes
2, beta 1 subunit
Source
PSMD1 proteasome (prosome,
214 | PSMD1 Entrez, macropain) 26S subunit, 4880 |0.094 0.1490 Yes
Source non-ATPase, 1
ITGB7
215 | ITGB7 Entrez, integrin, beta 7 4908 |0.093 0.1493 Yes
Source
PSMAY proteasome (prosome,
216 | PSMAY Entrez, macropain) subunit, alpha type, |4921 |0.092 0.1507 Yes
Source 7
217 | SEC13 4963 |0.091 0.1502 Yes
218 | PRKCB 4969 |0.090 0.1519 Yes
219 | MLSTS8 4980 |[0.090 0.1533 Yes
SPSB2 splA/ryanodine receptor domain
220 | SPSB2 Entrez, PIATTY pio! 4984 |0.089 |0.1552 |Yes
and SOCS box containing 2
Source
MAP3K8 mitogen-activated protein
221| MAP3K8 | Entrez, Hnogen- edp 5008 |0.088 |0.1558  |Yes
kinase kinase kinase 8
Source
ASB16 .
222 | ASB16 Entrez, ankyrin repeat and SOCS 5030 |0.088 |0.1566  |Yes
- box-containing 16
Source
223 | KLC1 5039 |0.087 0.1581 Yes
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UBR2 ubiquitin protein ligase E3
224 | UBR2 Entrez, quitin p gas 5004 |0.085 |0.1568  |Yes
component n-recognin 2
Source
CLTC
225 | CLTC Entrez, clathrin, heavy chain (Hc) 5107 |0.084 0.1581 Yes
Source
RNF41
226 | RNF41 Entrez, ring finger protein 41 5163 |0.081 0.1567 Yes
Source
ICAM2 intercellular adhesion molecule
227 | ICAM2 Entrez, 5 5208 |0.079 0.1561 Yes
Source
TRIM36
228 | TRIM36 Entrez, tripartite motif-containing 36 5211 |0.079 0.1580 Yes
Source
CBLB Cas-Br-M (murine) ecotropic
229 | CBLB Entrez, retroviral transforming 5277 |0.076 0.1560 Yes
Source sequence b
TeB1 | o beta polypepide,
230 | ITGB1 %é antigen CD29 includes MDF2, 5290 |0.075 0.1573 Yes
I MSK12)
ITPR3 — .
231 | ITPR3 Entrez, | MoSitol 1.4,5-triphosphate 5312 |0.074 |0.1581 |Yes
receptor, type 3
Source
IKBKB inhibitor of kappa light
232 | IKBKB Entrez, polypeptide gene enhancer in 5326 |0.074 0.1593 Yes
Source B-cells, kinase beta
UBE2E2 ubiquitin-conjugating enzyme
233 | UBE2E2 Entrez, E2E 2 (UBC4/5 homolog, yeast) 5360 |0.072 0.1593 Yes
Source
PDPK1 S
234|PDPK1 | Entrez, | > Phosphoinositide dependent | poen | 070 01610 | Yes
protein kinase-1
Source
BCL10
235|BCL10 Entrez, B-cell CLL/lymphoma 10 5390 |[0.071 0.1617 Yes
Source
CARDIL caspase recruitment domain
236 |CARDI1 | Entrez, P 5406 |0.071 |0.1628 | Yes
family, member 11
Source
237 | EFOXO3 5409 |0.070 0.1647 Yes
DYNLL1
238 | DYNLL1 Entrez, dynein, light chain, LC8-type 1 |5418 |0.070 0.1663 Yes
Source
KIR3DL1 killer cell immunoglobulin-like
239 | KIR3DL1 Entrez, receptor, three domains, long | 5447 |0.069 0.1666 Yes
Source cytoplasmic talil, 1
AP1GL adaptor-related protein complex
240 | AP1G1 Entrez, P pro P 15487 |0.067 |0.1662 |Yes
Source 1, gamma 1 subunit
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UBE3C
241 | UBE3C Entrez, ubiquitin protein ligase E3C 5495 |0.067 0.1678 Yes
Source
UBE3B
242 | UBE3B Entrez, ubiquitin protein ligase E3B 5537 |0.064 0.1673 Yes
Source
PSMB7 proteasome (prosome,
243 | PSMBY Entrez, macropain) subunit, beta type, |5562 |0.063 0.1679 Yes
Source 7
UBE2E3 ubiquitin-conjugating enzyme
244 | UBE2E3 Entrez, E2E 3 (UBCA4/5 homolog, yeasf) 5592 |0.062 0.1681 Yes
Source
UBE2F ubiquitin-conjugating enzyme
245 | UBE2F Entrez, q onjugating enzy 5593 |0.062 |0.1702  |Yes
E2F (putative)
Source
PIK3CB N ,
246 |PIK3CB | Entrez, EQS;SSS";ng'dif":”;‘j:’ 5597 |0.062 |0.1720 |Yes
Source ' Polypep
RACGAP1 L .
247 | RACGAP1 |Entrez, ?ac GTPase activating protein | o453 10061 |0.1738 | Yes
Source
248 | RNF220 5722 |0.055 0.1685 Yes
UBE2A ubiquitin-conjugating enzyme
249 | UBE2A Entrez, E2A (RAD6 homolog) 5741 |0.055 0.1694 Yes
Source
SEC31A
250 | SEC31A  |Entrez, SEC31 homolog A (S. 5776 |0.053 |0.1694 |Yes
cerevisiae)
Source
KIF23
251 | KIF23 Entrez, kinesin family member 23 5784 |0.052 0.1710 Yes
Source
KLC4
252 | KLC4 Entrez, kinesin light chain 4 5794 ]0.052 0.1725 Yes
Source
AP2A2 adaptor-related protein complex
253 | AP2A2 Entrez, b P Pl€X 15850 |0.050 |0.1710 |Yes
2, alpha 2 subunit
Source
254 | UBAY 5857 |0.050 0.1728 Yes
RNF34
255 | RNF34 Entrez, ring finger protein 34 5882 [0.049 0.1734 Yes
Source
NPEPPS aminopeptidase puromycin
256 | NPEPPS | Entrez, inopeplidase puromycl 5898 |0.048 [0.1745 |Yes
sensitive
Source
PPP2R5C | protein phosphatase 2,
257 | PPP2R5C | Entrez, regulatory subunit B (B56), 5920 |0.047 0.1752 Yes
Source gamma isoform
HERC2
258 | HERC2 Entrez, hect domain and RLD 2 5932 |0.046 0.1766 Yes
Source
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LRRC41 leucine rich repeat containin
259 | LRRC41 Entrez, a P 9 5933 |0.046 0.1786 Yes
Source
PSMB4 proteasome (prosome,
260 | PSMB4 Entrez, macropain) subunit, beta type, |5938 |0.046 0.1804 Yes
Source 4
PSMD6 proteasome (prosome,
261 | PSMD6 Entrez, macropain) 26S subunit, 6053 |0.041 0.1754 No
Source non-ATPase, 6
MAPKAP1 mitogen-activated protein
262 | MAPKAP1 |Entrez, "oy atec protel 6067 [0.041 [0.1767 |No
kinase associated protein 1
Source
UBE2H ubiquitin-conjugating enzyme
263 | UBE2H Entrez, E2H (UBCS homolog, yeast) 6090 |0.040 0.1774 No
Source
UBE2G1 ubiquitin-conjugating enzyme
264 | UBE2G1 Entrez, E2G 1 (UBC7 homolog, yeast) 6094 |0.040 0.1792 No
Source
TRIB3
265 | TRIB3 Entrez, tribbles homolog 3 (Drosophila) |6112 |0.039 0.1802 No
Source
KIF22
266 | KIF22 Entrez, kinesin family member 22 6187 |0.037 0.1777 No
Source
CD79A CD79a molecule,
267 | CD79A Entrez, immunoglobulin-associated 6210 |0.035 0.1784 No
Source alpha
PSMB5 proteasome (prosome,
268 | PSMB5 Entrez, macropain) subunit, beta type, |6214 |0.035 0.1802 No
Source 5
VHL von Hippel-Lindau tumor
269 | VHL Entrez, PP 6266 [0.033 [0.1791  |No
- suppressor
Source
UBE2B ubiquitin-conjugating enzyme
270 | UBE2B Entrez, E2B (RADS homolog) 6325 [0.030 0.1775 No
Source
CDC42 A
271| cbc42 Entrez, cell division cycle 42 (GTP 6388 |0.027 |0.1758 |No
binding protein, 25kDa)
Source
PPP2R5A | protein phosphatase 2,
272 | PPP2R5A | Entrez, regulatory subunit B (B56), 6536 |0.020 0.1687 No
Source alpha isoform
YWHAZ grgzlr?sox enase/tryptophan
273| YWHAZ | Entrez, yo yptop 6567 [0.019 [0.1689  |No
5-monooxygenase activation
Source . )
protein, zeta polypeptide
CALM1 calmodulin 1 (phosphorylase
274 | CALM1 Entrez, . phosphory 6673 [0.014 [0.1644 |No
kinase, delta)
Source
PSME4
275|PSME4 | Entrez, proteasome (prosome, 6674 |0.014 |0.1665 |No

macropain) activator subunit 4
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Source
KRAS v-Ki-ras2 Kirsten rat sarcoma
276 | KRAS Entrez, . 6697 |0.013 0.1671 No
B - viral oncogene homolog
Source
KIF2C
277 | KIF2C Entrez, kinesin family member 2C 6749 |0.011 0.1660 No
Source
HLA-DOA | 1 aior histocompatibilit
278 | HLA-DOA |Entrez, J patibiity 6760 |0.011 |0.1675 |No
complex, class Il, DO alpha
Source
PPP2CA protein phosphatase 2 (formerly
279 | PPP2CA Entrez, 2A), catalytic subunit, alpha 6847 |0.007 0.1642 No
Source isoform
SEC61G
280 | SEC61G Entrez, Sec61 gamma subunit 6893 |0.005 0.1634 No
Source
ooy (oo o,
281|PSMD7 | Entrez, P ’ 6899 [0.004 [0.1652 |No
non-ATPase, 7 (Mov34
Source
E— homolog)
PSMAS proteasome (prosome,
282 | PSMAS5 Entrez, macropain) subunit, alpha type, | 6911 |0.004 0.1665 No
Source 5
UBE2Z ubiquitin-conjugating enzyme
283 | UBE2Z Entrez, 9 onjugating enzy 6934 |0.003 |0.1672 |No
E2Z (putative)
Source
PSMD4 proteasome (prosome,
284 | PSMD4 Entrez, macropain) 26S subunit, 6954 |0.002 0.1681 No
Source non-ATPase, 4
CD160
285 | CD160 Entrez, CD160 molecule 6960 |0.002 0.1698 No
Source
UBE20 ubiquitin-conjugating enzyme
286 | UBE20 Entrez, Ezg Jugating enzy 6968 |0.001 |0.1714 |No
Source
TMEM189-
287 —UBE2V1 6970 |0.001 0.1734 No
ASB15 .
288 | ASB15 Entrez, ankyrin repeat and SOCS 7228 |0.000 |0.1595  |No
box-containing 15
Source
ASB17 .
289 | ASB17 Entrez, ankyrin repeat and SOCS 7229 |0.000 |0.1616 |No
box-containing 17
Source
ASB4 .
290 | ASB4 Entrez, ankyrin repeat and SOCS 7231 |0.000 |0.1636 |No
- box-containing 4
Source
KIF2B
291 | KIF2B Entrez, kinesin family member 2B 8001 |0.000 0.1179 No
Source
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SH3GL2
292 | SH3GL2 Entrez, SH3-domain GRB2-like 2 8952 |0.000 0.0610 No
Source
SPSB4 splA/ryanodine receptor domain
293 | SPSB4 Entrez, PIATTY pto! 9065 |0.000 |0.0561 |No
and SOCS box containing 4
Source
UBE2U ubiquitin-conjugating enzyme
294 | UBE2U Entrez, q onjugating enzy 9221 |0.000 |0.0485 |No
E2U (putative)
Source
KLC2
295 | KLC2 Entrez, kinesin light chain 2 9325 |-0.000 0.0442 No
Source

FBXW7 F-box and WD-40 domain
296 | EBXWY Entrez, protein 7 (archipelago homolog, | 9372 |-0.003 0.0434 No
Source Drosophila)

PRKCQ
297 | PRKCQ Entrez, protein kinase C, theta 9461 |-0.007 0.0400 No
Source

CD80
Entrez, CD80 molecule 9507 |-0.009 0.0392 No
Source

298

‘O
O
o8
o

BLMH
299 | BLMH Entrez, bleomycin hydrolase 9509 |-0.010 0.0412 No
Source

SEC61A2 Sec61 alpha 2 subunit (S.

300 | SEC61A2 | Entrez, . 9541 |-0.011 0.0414 No
cerevisiae)
Source
LCK lymphocyte-specific protein
301 | LCK Entrez, ymphocyte-specific p 9601 |-0.014 |0.0397 |No
tyrosine kinase
Source
SEC61B
302 | SEC61B Entrez, Sec61 beta subunit 9661 |-0.017 0.0381 No
Source
CD247
303 | CD247 Entrez, CD247 molecule 9685 |-0.019 0.0388 No
Source
DYNLL2
304 | DYNLL2 Entrez, dynein, light chain, LC8-type 2 |9709 |-0.020 0.0394 No
Source
CuL1l
305 | CUL1 Entrez, cullin 1 9723 |-0.021 0.0406 No
Source
FBXW11 .
306|FBXWII  |Entrez, || 00X andWD-40 domain 9755 |-0.022 [0.0407  |No
protein 11
Source
ANAPCA4 anaphase promoting complex
307 | ANAPC4 | Entrez, phase p g comp 9820 |-0.026 [0.0388  |No
subunit 4
Source
LILRB5 leukocyte immunoglobulin-like
308 | LILRBS Entrez, receptor, subfamily B (with TM | 9903 |-0.030 0.0358 No
Source and ITIM domains), member 5
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GRAP2
309 | GRAP2 Entrez, GRB2-related adaptor protein 2 | 9932 |-0.032 0.0361 No
Source
CDC26
310 | CDC26 Entrez, cell division cycle 26 9955 |-0.032 0.0368 No
Source
311 | MTOR 9958 |-0.033 0.0387 No
312 | LRR1 9968 |-0.033 0.0402 No
PSMD5 proteasome (prosome,
313 | PSMD5 Entrez, macropain) 26S subunit, 9977 |-0.033 0.0418 No
Source non-ATPase, 5
UBE2D3 ubiquitin-conjugating enzyme
314 | UBE2D3 Entrez, E2D 3 (UBC4/5 homolog, 9995 |-0.034 0.0427 No
Source yeast)
PSMA1 proteasome (prosome,
315 | PSMA1 Entrez, macropain) subunit, alpha type, | 10019 |-0.035 0.0434 No
Source 1
ASB13 .
316 | ASB13 Entrez, ankyrin repeat and SOCS 10026 |-0.035 |0.0450  |No
box-containing 13
Source
UBE2J1 ubiquitin-conjugating enzyme
317 | UBE2J1 Entrez, E2, J1 (UBC6 homolog, yeast) 10098 |-0.039 0.0427 No
Source
SEC24B .
318|SEC24B | Entrez, SEC24 related gene family, 10128 |-0.040 |0.0429  |No
member B (S. cerevisiae)
Source
WSB1
319 | WSB1 Entrez, WD repeat and SOCS 10139 |-0.041 |0.0444  |No
I box-containing 1
Source
PPP2R1B | protein phosphatase 2 (formerly
320 | PPP2R1B |Entrez, 2A), regulatory subunit A (PR 10247 |-0.046 0.0398 No
Source 65), beta isoform
ASB6 .
321| ASB6 Entrez, ankyrin repeat and SOCS 10282 |-0.048 |0.0397  |No
box-containing 6
Source
CTSO
322 | CTSO Entrez, cathepsin O 10286 |-0.048 0.0416 No
Source
TRIP12 thyroid hormone receptor
323 | TRIP12 Entrez, ny P 10299 |-0.049 0.0429 No
interactor 12
Source
CUL3
324 | CUL3 Entrez, cullin 3 10317 |-0.049 0.0439 No
Source
PTPRC rotein tyrosine phosphatase
325|PTPRC  |Entrez, P y pnosp ' 110339 |-0.050 [0.0446  |No
receptor type, C
Source
UBE2D2 ubiquitin-conjugating enzyme
326 | UBE2D2 Entrez, E2D 2 (UBC4/5 homolog, 10340 |-0.051 0.0467 No
Source yeast)
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CD3E CD3e molecule, epsilon

327 | CD3E Entrez,  €P 10408 |-0.053 0.0446 No

- —Source (CD3-TCR complex)

ARIH2

328 | ARIH2 Entrez, ariadne homolog 2 (Drosophila) | 10414 |-0.054 0.0463 No
Source
GAN iant axonal neuropath

329 | GAN Entrez, gie : pathy 10428 |-0.054 |0.0476  |No
Source (gigaxonin)
RASGRP2 . .

330 | RASGRP2 | Entrez, RAS guanyl releasing protein 2 | 5,50 | 056 [0.0478  |No
Source (calcium and DAG-regulated)
CRTAM totoxic and r latory T cell

331 | CRTAM Entrez, cytotoxic and reguiatory T el 110467 |-0.056 |0.0494  |No
Source molecule
ANAPC7 anaphase promoting complex

332 | ANAPC7 | Entrez, phase p g comp 10475 |-0.056 |0.0510  |No
Source subunit 7
FBXW8 .

333|FBXWS  |Entrez, | POx andWD-40 domain 10510 |-0.058 |0.0509  |No
Source protein 8
UBE4A C

334| UBE4A  |Entrez, ubiquitination factor E4A (UFD2 | 15514 | g 058 |0.0525  |No
Source homolog, yeast)
CD79B CD79b molecule,

335| CD79B Entrez, immunoglobulin-associated 10532 |-0.059 0.0538 No
Source beta
BTRC beta-transducin repeat

336 | BTRC Entrez, fa P 10543 |-0.059 |0.0552  |No
Source containing
ASB1 .

337 | ASB1 Entrez, ankyrin repeat and SOCS 10570 |-0.061 |0.0556  |No
Source box-containing 1
DET1 .

338 | DET1 Entrez, | d€-etiolated homolog 1 10579 |-0.061 |0.0572  |No
Source (Arabidopsis)
ANAPCS anaphase promoting complex

339 | ANAPC5 | Entrez, phase p g comp 10614 |-0.063 |0.0571  |No
Source subunit 5
PVRL2 oliovirus receptor-related 2

340 | PVRL2 Entrez, P > fecep : 10616 |-0.063 |0.0591  |No
Source (herpesvirus entry mediator B)
KIF20A

341 | KIF20A Entrez, kinesin family member 20A 10617 |-0.063 0.0612 No
Source
CD19

342 | CD19 Entrez, CD19 molecule 10644 | -0.064 0.0616 No
Source
ICOSLG . . .

343|ICOSLG | Entrez, :i”i”nco'lb'e T-cell co-stimulator | 15668 | 9065 |0.0622 | No
Source 9
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SMURF2 - —
344 | SMURE2 |Entrez, | SMAD specific E3 ubiquitin 10706 |-0.067 |0.0620  |No
protein ligase 2
Source
ANAPCI3 anaphase promoting complex
345 | ANAPC13 | Entrez, phase p g comp 10801 |-0.072 |0.0582  |No
subunit 13
Source
LAT
346 | LAT Entrez, linker for activation of T cells 10811 |-0.073 0.0597 No
Source
PTEN phosphatase and tensin
347 | PTEN Entrez, homolog (mutated in multiple 10821 |-0.073 0.0612 No
Source advanced cancers 1)
ACTR1B ARP1 actin-related protein 1
348 | ACTR1B Entrez, homolog B, centractin beta 10831 [-0.074 0.0627 No
Source (yeast)
DCTN4
349 | DCTN4 Entrez, dynactin 4 (p62) 10844 |-0.074 0.0640 No
Source
RCHY1 N o
350 |[RCHY1  |Entrez,  |Nndfingerand CHY zincfinger | ,nanq | 075 00652  |No
domain containing 1
Source
351 | SKP1 10921 |-0.078 0.0634 No
RAPGEF3 Rap guanine nucleotide
352 | RAPGEF3 | Entrez, P9 11006 |-0.083 |0.0602  |No
exchange factor (GEF) 3
Source
CDH1 . .
353 | CDH1 Entrez, cadherin 1, type 1, E-cadherin 1,114 | 5083 |0.0621  |No
I (epithelial)
Source
PJA2 . )
354 | PJA2 Entrez, praja 2, RING-H2 motif 11023 |-0.083 |0.0634  |No
containing
Source
CREBL CAMP responsive element
355 | CREB1 Entrez, . P . 11115 |-0.088 0.0598 No
S binding protein 1
ource
CALM2 calmodulin 2 (phosphorylase
356 | CALM2 Entrez, . phosphory 11147 |-0.089 |0.0599  |No
kinase, delta)
Source
CTSK
357 | CTSK Entrez, cathepsin K (pycnodysostosis) |11276 |-0.096 0.0541 No
Source
PSMB1 proteasome (prosome,
358 | PSMB1 Entrez, macropain) subunit, beta type, |11286 |-0.097 0.0555 No
Source 1
CHUK conserved helix-loop-helix
359 | CHUK Entrez, nse ' P 11297 |-0.097 |0.0570  |No
= ubiquitous kinase
Source
KIF15
360 | KIF15 Entrez, kinesin family member 15 11299 |-0.098 0.0590 No
Source
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FYB - .
FYN binding protein
361 | FYB Entrez, (FYB-120/130) 11392 |-0.102 0.0553 No
Source
DYNC2H1 dynein, cytoplasmic 2, heav
362 | DYNC2H1 |Entrez, ynein, cyloplasmic 2, heavy 111432 (-0.104 [0.0549  |No
chain 1
Source
CcDC23 .
363 | CDC23 Entrez, CDC23 (cell division cycle 23, 111,465 [.0107 |0.0539  |No
yeast, homolog)
Source
RAP1B
364|RAPIB  |Entrez, | 1B, memberofRAS 11505 |-0.108 |0.0546  |No
oncogene family
Source
RAP1A
365|RAPIA  |Entrez, | ACTA MemberofRAS 11539 |-0.110 |0.0546  |No
oncogene family
Source
CANX
366 | CANX Entrez, calnexin 11545 |-0.110 0.0564 No
Source
367 | UBE2K 11621 |-0.114 0.0538 No
UBE2D4 ubiquitin-conjugating enzyme
368 |UBE2D4 | Entrez, q Jugating enzy 11652 |-0.116 |0.0539  |No
E2D 4 (putative)
Source
CDKN1B cyclin-dependent kinase
369 | CDKN1B |Entrez, cycin-aep \ 11659 [-0.116 |0.0556  |No
inhibitor 1B (p27, Kip1)
Source
PSMC2 proteasome (prosome,
370 | PSMC2 Entrez, macropain) 26S subunit, 11742 |-0.121 0.0526 No
Source ATPase, 2
SOS1 son of sevenless homolog 1
371| sos1 Entrez, \ 9 11781 |-0.123 |0.0523  |No
(Drosophila)
Source
PSMD14 proteasome (prosome,
372 | PSMD14 Entrez, macropain) 26S subunit, 11810 |-0.124 0.0526 No
Source non-ATPase, 14
HLA-DOB major histocompatibilit
373 | HLA-DOB |Entrez, J patibiity 11837 |-0.126 |0.0530  |No
complex, class Il, DO beta
Source
374 | ERAP1 11900 |-0.130 0.0512 No
NCK1
375 | NCK1 Entrez, NCK adaptor protein 1 11954 |-0.134 0.0500 No
Source
CD40
376 | CD40 Entrez, | CDA0 molecule, TNF receptor | 11667 | 134 [0.0513  |No
R superfamily member 5
Source
EVL
377 | EVL Entrez, Enah/Vasp-like 11982 |-0.135 0.0525 No
Source
378 | TAB2 11989 |-0.136 0.0542 No
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ASB7 .
379| ASB7 Entrez, | 2nKyrin repeatand SOCS 11999 |-0.136 |0.0556  |No
box-containing 7
Source
PSMC1 proteasome (prosome,
380 | PSMC1 Entrez, macropain) 26S subunit, 12011 |-0.137 0.0570 No
Source ATPase, 1
KIFAP3
381 | KIFAP3 Entrez, kinesin-associated protein 3 12047 |-0.139 0.0569 No
Source
THEM4 thioesterase superfamil
382 | THEM4 Entrez, P y 12060 |-0.139 |0.0582  |No
member 4
Source
B2M
383 | B2M Entrez, beta-2-microglobulin 12145 |-0.144 0.0550 No
Source
SAE1l
384 | SAE1 Entrez, - 12244 |-0.150 0.0510 No
Source
KIF2A
385 | KIF2A Entrez, kinesin heavy chain member 2A | 12255 |-0.151 0.0524 No
Source
UBE2W ubiquitin-conjugating enzyme
386 | UBE2W | Entrez, d hjugating enzy 12318 |-0.155 |0.0506  |No
E2W (putative)
Source
FBXO44
387 | EBXO44 Entrez, F-box protein 44 12349 |-0.157 0.0508 No
Source
SARI1B
388| SAR1B Entrez, SAR1 gene homolog B (S. 12363 |-0.157 |0.0521  |No
cerevisiae)
Source
CD36
389 | CD36 Entrez, CD36 molecule 12379 |-0.158 |0.0532  |No
_ (thrombospondin receptor)
Source
DYNCI1LI2 . . .
390 | DYNCILI2 |Entrez, dynein, cytoplasmic 1, light 12381 |-0.158 |0.0552  |No
intermediate chain 2
Source
LGMN
391 | LGMN Entrez, legumain 12396 |-0.159 0.0563 No
Source
UBE2G2 ubiquitin-conjugating enzyme
392 | UBE2G2 Entrez, E2G 2 (UBC7 homolog, yeast) 12429 |-0.161 0.0564 No
Source
PJA1
393 | PJA1 Entrez, praja 1 12432 |-0.161 0.0583 No
Source
UBR1 L L
394 | UBR1 Entrez, ubiquitin protein ligase E3 12464 |-0.162 |0.0585  |No
component n-recognin 1
Source
SEC23A
395 |SEC23A | Entrez, Sec23 homolog A (S. 12601 [-0.170 |0.0521  |No
Source cerevisiae)
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CTSF
396 | CTSF Entrez, cathepsin F 12612 |-0.171 0.0535 No
Source
PPP2R5E | protein phosphatase 2,
397 | PPP2R5E | Entrez, regulatory subunit B (B56), 12619 |-0.171 0.0552 No
Source epsilon isoform
NEDD4 neural precursor cell expressed,
398 | NEDDA4 Entrez, developmentally 12641 |-0.174 0.0559 No
Source down-regulated 4
TCEB1 transcription elongation factor B
399 | TCEB1 Entrez, (SHN), polypeptide 1 (15kDa, 12678 |-0.175 0.0557 No
Source elongin C)
NRAS .
400 | NRAS Entrez, neuroblastoma RAS viral (v-ras) | 15,76 | 0177 |0.0565 | No
oncogene homolog
Source
TRIM32
401 | TRIM32 Entrez, tripartite motif-containing 32 12704 |-0.177 0.0584 No
Source
CD3G CD3g molecule, gamma
402 | CD3G Entrez, 9 ' 9 12724 |-0.178 |0.0592  [No
(CD3-TCR complex)
Source
PLCG1
403 | PLCG1 Entrez, phospholipase C, gamma 1 12745 |-0.179 0.0600 No
Source
ASB3 .
404 | ASB3 Entrez, | 2Kyrin repeatand SOCS 12746 |-0.179 |0.0621  |No
box-containing 3
Source
LNPEP
405 | LNPEP Entrez, leucyl/cystinyl aminopeptidase | 12749 |-0.179 0.0640 No
Source
ITPR2 N .
406 | ITPR2 Entrez, | MoSitol 1.4,5-triphosphate 12772 |-0.181 |0.0647  |No
P receptor, type 2
Source
PSMD12 proteasome (prosome,
407 | PSMD12 Entrez, macropain) 26S subunit, 12794 |-0.183 0.0654 No
Source non-ATPase, 12
ZBTB16 L .
408|ZBTB16  |Enwez, | ZncfingerandBTBdomain 5055 | 0186 [0.0639  |No
containing 16
Source
MDM2 Mdm2, transformed 3T3 cell
409 | MDM2 Entrez, double minute 2, p53 binding 12873 |-0.188 0.0648 No
Source protein (mouse)
VPRBP
410 | VPRBP Entrez, Vpr (HIV-1) binding protein 12944 |-0.192 0.0625 No
Source
RBX1
411 | RBX1 Entrez, ring-box 1 12984 |-0.195 0.0621 No
Source
CuL2
412 | CUL2 Entrez, cullin 2 13022 |-0.198 0.0618 No
Source
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CDC16 .
413|CDC16  |Enwez, | CDClocelldvisioncyclel6 4005 1 50504 00583 |No
homolog (S. cerevisiae)
Source
AKT3 v-akt murine thymoma viral
414 | AKT3 Entrez, oncogene homolog 3 (protein 13126 |-0.205 0.0596 No
Source kinase B, gamma)
BLK
415 | BLK Entrez, B lymphoid tyrosine kinase 13137 |-0.205 0.0610 No
Source
cbc27
416 | CDC27 Entrez, cell division cycle 27 13150 |-0.206 0.0623 No
Source
DYNC1I2 dvnei | ic1
417 | DYNC1I2 | Entrez, dynein, cytoplasmic 1, 13165 [-0.207 |0.0635  |No
intermediate chain 2
Source
PSMA2 proteasome (prosome,
418 | PSMA2 Entrez, macropain) subunit, alpha type, | 13167 |-0.207 0.0655 No
Source 2
TRIM37
419 | TRIM37 Entrez, tripartite motif-containing 37 13282 |-0.214 0.0605 No
Source
RNF6 N .
420 | RNF6 Entrez,  |1N9fingerprotein (C3H2C3 | 13357 | 0017 |0.0598  |No
type) 6
Source
KIF11
421 | KIF11 Entrez, kinesin family member 11 13361 |-0.219 0.0598 No
Source
AP1S2 adaptor-related protein complex
422 | AP1S2 Entrez, P P! P 113384 |-0.220 |0.0605 |No
1, sigma 2 subunit
Source
CTLA4 cytotoxic T-lymphocyte-
423 | CTLA4 Entrez, ytotoxic 1-lympnocy 13400 |-0.221 |0.0616  |No
associated protein 4
Source
TPP2
424 | TPP2 Entrez, tripeptidyl peptidase I 13437 |-0.224 0.0614 No
Source
PIK3CA L .
425 |PIK3CA | Entrez, phosphoinositide-3-kinase, 13438 |-0.224 |0.0635  |No
catalytic, alpha polypeptide
Source
UBE2N ubiquitin-conjugating enzyme
426 | UBE2N Entrez, E2N (UBC13 homolog, yeast) 13454 |-0.225 0.0646 No
Source
CD3D
427 | CD3D Entrez, CD3d molecule, delta 13462 |-0.226 |0.0662  |No
P (CD3-TCR complex)
Source
RASGRP1 . .
428 | RASGRP1 | Entrez, RAS guanyl releasing protein 1 | 1 3005 | 530 [0.0644 | No
(calcium and DAG-regulated)
Source
PSMAS3 proteasome (prosome,
429 | PSMA3 Entrez, macropain) subunit, alpha type, | 13566 |-0.233 0.0640 No
Source 3
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KLHL9
430 | KLHL9 Entrez, kelch-like 9 (Drosophila) 13573 |-0.234 0.0657 No
Source
CD226
431 | CD226 Entrez, CD226 molecule 13576 |-0.234 0.0676 No
Source
PSMA4 proteasome (prosome,
432 | PSMA4 Entrez, macropain) subunit, alpha type, | 13615 |-0.237 0.0673 No
Source 4
FBXO3
433 | EBXO3 Entrez, F-box protein 3 13630 |-0.237 0.0685 No
Source
PIK3R1 N .
434 | PIK3R1 Entrez, phosphoinositide-3-kinase, 13664 [-0.240 |0.0685  |No
regulatory subunit 1 (p85 alpha)
Source
MAP3K7 mitogen-activated protein
435| MAP3K7 | Entrez, Hoger- edp 13808 |-0.250 |0.0616  |No
kinase kinase kinase 7
Source
KLHL20
436 | KLHL20 Entrez, kelch-like 20 (Drosophila) 13812 |-0.250 0.0635 No
Source
437 | UBA3 13816 |-0.250 0.0654 No
ANAPC1 anaphase promoting complex
438 | ANAPC1 | Entrez, phase p g comp 13902 [-0.257 |0.0621  |No
subunit 1
Source
439 | UBAG6 13924 |-0.258 0.0629 No
CD96
440 | CD96 Entrez, CD96 molecule 13971 |-0.261 0.0621 No
Source
KIF5B
441 | KIF5B Entrez, kinesin family member 5B 13980 |-0.262 0.0636 No
Source
RICTOR
442 | RICTOR Entrez, - 13987 |-0.263 0.0653 No
Source
BLNK
443 | BLNK Entrez, B-cell linker 14022 |-0.265 0.0653 No
Source
PSMD10 proteasome (prosome,
444 | PSMD10 Entrez, macropain) 26S subunit, 14072 |-0.269 |0.0643 No
Source non-ATPase, 10
FBXO4
445 | EBXO4 Entrez, F-box protein 4 14176 |-0.277 0.0599 No
Source
UBE2E1 ubiquitin-conjugating enzyme
446 | UBE2E1 Entrez, E2E 1 (UBCA4/5 homolog, yeast) 14199 |-0.278 0.0606 No
Source
SKP2 . .
447 | SKP2 Entrez, S-phase kinase-associated 14202 |-0.279 |0.0625  |No
Source protein 2 (p45)
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YES1 v-yes-1 Yamaguchi sarcoma
448 | YES1 Entrez, Yy 9 14231 |-0.281 0.0628 No
- - viral oncogene homolog 1
Source
ASB9 .
449 | ASB9 Entrez, ankyrin repeat and SOCS 14253 |-0.282 |0.0636  |No
box-containing 9
Source
DZIP3
450 | DZIP3 Entrez, - 14431 |-0.298 0.0547 No
Source
ITGAV integrin, alpha V (vitronectin
451 | ITGAV Entrez, receptor, alpha polypeptide, 14594 |-0.313 0.0467 No
Source antigen CD51)
ITK
452 | ITK Entrez, IL2-inducible T-cell kinase 14668 |-0.320 0.0442 No
Source
UBE2V2 ubiquitin-conjugating enzyme
453 |UBE2V2 | Entrez, quitin-conjugating enzy 14678 |-0.321 |0.0457  |No
E2 variant 2
Source
UBE2Q2 ubiquitin-conjugating enzyme
454 | UBE2Q2 | Entrez, q njugating enzy 14697 [-0.323 |0.0466  |No
E2Q (putative) 2
Source
MALT1 mucosa associated lymphoid
455 | MALT1 Entrez, tissue lymphoma translocation | 14806 |-0.334 0.0419 No
Source genel
DCTN6
456 | DCTN6 Entrez, dynactin 6 14937 |-0.346 0.0359 No
Source
UsEzn (i P o 34
457 | UBE3A Entrez, hap \ 14950 |-0.347 |0.0372  |No
E6-associated protein,
Source
= Angelman syndrome)
458 | UBAS 14953 |-0.347 0.0392 No
PSMAG proteasome (prosome,
459 | PSMA6 Entrez, macropain) subunit, alpha type, | 14963 |-0.349 0.0406 No
Source 6
KLRC1 killer cell lectin-like receptor
460 | KLRC1 Entrez, : P 15038 |-0.358 0.0381 No
subfamily C, member 1
Source
PAG1 phosphoprotein associated with
461 | PAG1 Entrez, glycosphingolipid microdomains | 15082 |-0.364 0.0375 No
Source 1
PRKACB protein kinase,
462 | PRKACB Entrez, cAMP-dependent, catalytic, 15132 |-0.371 0.0365 No
Source beta
UBA2
463 | UBA2 Entrez, - 15253 |-0.386 0.0311 No
Source
CD200R1
464 | CD200R1 | Entrez, CD200 receptor 1 15257 |-0.387 0.0330 No
Source
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KLHL13
465 | KLHL13 Entrez, kelch-like 13 (Drosophila) 15301 |-0.394 0.0323 No
Source
CUL5
466 | CULS Entrez, cullin 5 15327 |-0.399 0.0328 No
Source
ANAPCI0 anaphase promoting complex
467 | ANAPCI10 |Entrez, phase p g comp 15345 [-0.401 [0.0338  |No
subunit 10
Source
RNF182
468 | RNF182 Entrez, ring finger protein 182 15388 |-0.408 0.0333 No
Source
WWP1 . -
469 | WWP1 Entrez, | W domain containing E3 15423 |-0.414 |0.0332  |No
ubiquitin protein ligase 1
Source
470 | FOX0O1 15445 |-0.418 0.0340 No
PSMC6 proteasome (prosome,
471 | PSMC6 Entrez, macropain) 26S subunit, 15482 |-0.424 0.0338 No
Source ATPase, 6
RNF138
472 | RNE138 Entrez, ring finger protein 138 15572 |-0.442 0.0303 No
Source
BTLA
473 | BTLA Entrez, B and T lymphocyte associated | 15674 |-0.464 0.0261 No
Source
KIF5A
474 | KIF5A Entrez, kinesin family member 5A 15698 |-0.471 0.0267 No
Source
CD40LG CDA40 ligand (TNF superfamily,
475 | CD40LG Entrez, member 5, hyper-IgM 15763 |-0.486 0.0248 No
Source syndrome)
RASGRP3 . .
476 | RASGRP3 | Entrez, RAS guanyl releasing protein 3 | | 7a5 | 494 |0.0254  |No
S (calcium and DAG-regulated)
ource
CD28
477 | CD28 Entrez, CD28 molecule 15814 |-0.502 0.0259 No
Source
PSMAS8 proteasome (prosome,
478 | PSMAS8 Entrez, macropain) subunit, alpha type, | 15829 |-0.506 0.0270 No
Source 8
ASB12 .
479|ASB12  |Enwez, | 2Myrin repeatand SOCS 16103 |-0.611 [0.0121  |No
box-containing 12
Source
ULBP3
480 | ULBP3 Entrez, UL16 binding protein 3 16122 |-0.619 0.0131 No
Source
ICOS
481 | 1ICOS Entrez, inducible T-cell co-stimulator 16193 |-0.675 0.0108 No
Source
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CD34
482 | CD34 Entrez, CD34 molecule 16275 |-0.733 0.0078 No
Source
TRIM9
483 | TRIM9 Entrez, tripartite motif-containing 9 16309 |-0.767 0.0078 No
Source
TRAT1 T cell receptor associated
484 | TRAT1 Entrez, P 16325 |-0.783 0.0089 No
EE— = transmembrane adaptor 1
Source
PARK2 Parkinson disease (autosomal
485 | PARK2 Entrez, o ) . 16383 |-0.857 0.0074 No
recessive, juvenile) 2, parkin
Source
RPS27A
486 | RPS27A Entrez, ribosomal protein S27a 16409 |-0.913 0.0079 No
Source
DYNC2LI1 . . .
487 | DYNC2LI1 | Entrez, dynein, cytoplasmic 2, light 16417 |-0.927 |0.0096  |No
intermediate chain 1
Source
RAP1GAP L
488 | RAP1GAP |Entrez, RAP1L GTPase activating 16535 |-1.340 |0.0043  |No
Source protein
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Table: GSEA Results Summary

Dataset

PARK4_differential_expression_5vs5 20140911

Phenotype

NoPhenotypeAvailable

Upregulated in class

disease

GeneSet REACTOME_HEMOSTASIS
Enrichment Score (ES) 0.2041919
Normalized Enrichment Score (NES)||4.4180493
Nominal p-value 0.0
FDR g-value 0.0
FWER p-Value 0.0
Enrichment plot: REACTOME_HEMOSTASIS
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IN
SYMBOL GENE METRIC ES ENRICHMENT
SCORE
LIST
PF4V1
1 PF4V1 Entrez, platelet factor 4 variant 1 5 1.806 0.0024 Yes
Source
SERPING1 | serpin peptidase inhibitor, clade
2 SERPINGL1 | Entrez, G (C1 inhibitor), member 1, 46 1.106 0.0026 Yes
Source (angioedema, hereditary)
PDGFA .
3 |PDGFA |Entrez, g:aae;et;fe”g’eg dgero""th factor 1155 |o777  |-00011 |Yes
Source pha polypep
4 POTEM 192 0.726 -0.0008 Yes
5 DAGLA 258 0.650 -0.0021 Yes
HIST1H3G
6 HIST1H3G | Entrez, histone cluster 1, H3g 259 0.650 0.0006 Yes
Source
HIST1H3J
7 HIST1H3J |Entrez, histone cluster 1, H3j 287 0.622 0.0017 Yes
Source
GATA1 - . .
8 |GATAL  |Entrez, |CATADIndingproteinl(giobin |07 14540 | 00017 |Ves
transcription factor 1)
Source
GNG3 uanine nucleotide bindin
9 |GNG3 Entrez, | ooaM . g 395 [0.541  |0.0006 |Yes
protein (G protein), gamma 3
Source
GNA15 guanine nucleotide binding
10 |GNA15 Entrez, protein (G protein), alpha 15 (Gq | 435 0.526 0.0009 Yes
Source class)
F2R coagulation factor Il (thrombin)
1 |E2R Entrez, g 453 0518 |0.0025 | Yes
receptor
Source
ATP1B1 .
12 |ATP1B1  |Entrez,  |ATP@se Nat/Kttransporting, | oo 5511 |00044 | Ves
beta 1 polypeptide
Source
PRKACG | protein kinase,
13 |PRKACG |Entrez, cAMP-dependent, catalytic, 484 0.504 0.0062 Yes
Source gamma
PLAUR lasminogen activator,
14 |PLAUR Entrez, plast 9 ' 492 0.501 0.0084 Yes
urokinase receptor
Source
KLC3
15 |KLC3 Entrez, kinesin light chain 3 494 0.500 0.0111 Yes
Source
PIK3R3 phosphoinositide-3-kinase,
16 |PIK3R3 Entrez, regulatory subunit 3 (p55, 500 0.499 0.0135 Yes
Source gamma)
PSAP prosaposin (variant Gaucher
17 |PSAP Entrez, disease and variant 501 0.498 0.0162 Yes
Source metachromatic leukodystrophy)

2 of 24

30.10.2014 15:51



Details for gene set REACTOME_HEMOSTASIS[GSEA]

30f 24

file://///server2/shared/Neurogenetik/ProjectsGrantsManuscripts/micro...

ZFPM1
18 | ZFPM1 Entrez, zinc finger protein, multitype 1 507 0.497 0.0186 Yes
Source
PDE2A .
19 |PDE2A  |Entrez, | Phosphodiesterase 24, 514 0495 |0.0209 |Yes
cGMP-stimulated
Source
CDK5
20 | CDK5 Entrez, cyclin-dependent kinase 5 518 0.493 0.0235 Yes
Source
TGFB1 transforming growth factor, beta
21 |TGEB1 Entrez, 1 (Camurati-Engelmann 544 0.481 0.0246 Yes
Source disease)
TRPC6 transient receptor potential
22 | TRPC6 Entrez, cation channel, subfamily C, 550 0.478 0.0270 Yes
Source member 6
RHOG ras homolog gene famil
23 | RHOG Entrez, 99 Y. 579 0469 |0.0280 | Yes
member G (rho G)
Source
ACTN4
24 | ACTN4 Entrez, actinin, alpha 4 596 0.463 0.0298 Yes
Source
NFE2 . .
25 | NFE2 Entrez, nuclear factor (erythroid-derived | o) 16 447 00272 | Yes
2), 45kDa
Source
F2RL3 . .
26 |F2RL3  |Entrez, | CO29ulationfactor Il (thrombin) | o070 16 428 00201 | Yes
receptor-like 3
Source
GP9
27 | GP9 Entrez, glycoprotein IX (platelet) 698 0.438 0.0318 Yes
Source
FCER1G Fc fragment of IgE, high affinity
28 |ECER1G |Entrez, I, receptor for; gamma 705 0.436 0.0341 Yes
Source polypeptide
ALDOA aldolase A, fructose-
29 | ALDOA Entrez, . ' 722 0.432 0.0358 Yes
bisphosphate
Source
GNB2 guanine nucleotide binding
30 |GNB2 Entrez, protein (G protein), beta 735 0.427 0.0378 Yes
Source polypeptide 2
CD63
31 |CD63 Entrez, CD63 molecule 747 0.424 0.0399 Yes
Source
SeReine |F4D Pepse Tt cace
32 | SERPINF2 | Entrez, aiph P ' P9 757 |0.422  |0.0420 |Yes
epithelium derived factor),
Source
E— member 2
TREM1 triggering receptor expressed on
33 |TREM1 |Entrez, ggering receptor exp 760 |0.422  |0.0446  |Yes
myeloid cells 1
Source
PRKACA protein kinase,
34 | PRKACA |Entrez, cAMP-dependent, catalytic, 812 0.408 0.0442 Yes
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Source alpha
GNAI2 guanine nucleotide binding
35 | GNAI2 Entrez, protein (G protein), alpha 842 0.402 0.0451 Yes
Source inhibiting activity polypeptide 2
SERPINAL | serpin peptidase inhibitor, clade
36 | SERPINA1 | Entrez, A (alpha-1 antiproteinase, 861 0.399 0.0467 Yes
Source antitrypsin), member 1
SRC v-src sarcoma (Schmidt-Ruppin
37 |SRC Entrez, A-2) viral oncogene homolog 900 0.392 0.0471 Yes
Source (avian)
SH2B2
38 | SH2B2 Entrez, SH2B adaptor protein 2 901 0.392 0.0498 Yes
Source
TLN1
39 |TLN1 Entrez, talin 1 904 0.392 0.0524 Yes
Source
PDE1B .
40 |PDE1B  |Entrez, phosphodiesterase 18, 909 |0.391  |0.0548 |Yes
calmodulin-dependent
Source
SLC7A5 solute carrier family 7 (cationic
41 | SLC7A5 Entrez, amino acid transporter, y+ 910 0.391 0.0575 Yes
Source system), member 5
TIMP1 . S
42 | TIMP1 Entrez, I'MP metallopeptidase inhibitor | o, 15389 |0.0596 | Yes
Source
KIF3C
43 | KIF3C Entrez, kinesin family member 3C 944 0.386 0.0610 Yes
Source
ITGAM integrin, alpha M (complement
44 [ITGAM  |Entrez, gnin, ap P o |1012 |0.377  |0.0596  |Yes
component 3 receptor 3 subunit)
Source
PIK3R2 L .
45 |PIK3R2 |Entrez, | Phosphoinositide-3-kinase, 1023 [0.375  |0.0617  |Yes
S regulatory subunit 2 (p85 beta)
ource
ITGB2 integrin, beta 2 (complement
46 |1TGB2 Entrez, component 3 receptor 3 and 4 1030 |0.374 0.0640 Yes
Source subunit)
47 | PIK3R6 1050 |0.371 0.0655 Yes
ITPK1 N .
48 |ITPK1 Entrez, | MOSitOl 1.3,4-triphosphate 5/6 | 70 10366 00666 | Yes
kinase
Source
THBS1
49 | THBS1 Entrez, thrombospondin 1 1091 |0.363 0.0686 Yes
Source
STX4
50 |STX4 Entrez, syntaxin 4 1103 |0.360 0.0706 Yes
Source
CLU
51 |CLU Entrez, clusterin 1132 | 0.356 0.0716 Yes
Source
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CSK
52 |CSK Entrez, c-src tyrosine kinase 1136 | 0.356 0.0741 Yes
Source
ACTN1
53 |ACTN1 Entrez, actinin, alpha 1 1155 |0.354 0.0757 Yes
Source
SLC16A3 | solute carrier family 16, member
54 | SLC16A3 | Entrez, 3 (monocarboxylic acid 1167 |0.353 0.0777 Yes
Source transporter 4)
PRKCD
55 | PRKCD Entrez, protein kinase C, delta 1180 |0.352 0.0797 Yes
Source
CFL1
56 |CFL1 Entrez, cofilin 1 (non-muscle) 1193 |0.350 0.0817 Yes
Source
GNGS uanine nucleotide bindin
57 | GNG5 Entrez, | 9oo . g 1239 |0.342  |0.0816 | Yes
protein (G protein), gamma 5
Source
PLEK
58 | PLEK Entrez, pleckstrin 1240 |0.341 0.0843 Yes
Source
APBB1IP | amyloid beta (A4) precursor
59 | APBB1IP |Entrez, protein-binding, family B, 1256 |0.339 0.0861 Yes
Source member 1 interacting protein
GP1BB .
60 |GP1BB  |Entrez,  |9coProteinlb (platelet) beta 14,0, 15338 00386 | Yes
polypeptide
Source
ARRB2
61 | ARRB2 Entrez, arrestin, beta 2 1265 |0.338 0.0911 Yes
Source
CD9
62 | CD9 Entrez, CD9 molecule 1271 |0.337 0.0935 Yes
Source
PPP2R1A | protein phosphatase 2 (formerly
63 | PPP2R1A |Entrez, 2A), regulatory subunit A (PR 1278 |0.336 0.0958 Yes
Source 65), alpha isoform
IRF1
64 |IRF1 Entrez, interferon regulatory factor 1 1279 |0.336 0.0986 Yes
Source
BSG
65 |BSG Entrez, basigin (Ok blood group) 1285 |0.335 0.1010 Yes
Source
MAPK3 mitogen-activated protein kinase
66 |MAPK3 |Entrez,  |[g g P 1303 [0.334  |0.1026 |Yes
Source
PROC rotein C (inactivator of
67 | PROC Entrez, P . 1310 |0.333 0.1050 Yes
coagulation factors Va and Vllla)
Source
MGLL
68 | MGLL Entrez, monoglyceride lipase 1315 |0.333 0.1074 Yes
Source
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DOCK®6
69 | DOCK6 Entrez, dedicator of cytokinesis 6 1397 (0.324 0.1051 Yes
Source
RHOA ras homolog gene famil
70 | RHOA Entrez, 99 y 1398 [0.324  |0.1079  |Yes
member A
Source
KIF9
71 | KIF9 Entrez, kinesin family member 9 1433 ]0.320 0.1085 Yes
Source
LYN v-yes-1 Yamaguchi sarcoma
72 |LYN Entrez, Y 9 1480 [0.316  |0.1083  |Yes
viral related oncogene homolog
Source
PTPNG rotein tyrosine phosphat
73 |PTPN6  |Entrez, protein tyrosine phosphatase, | 1509|0313 01093 | Yes
non-receptor type 6
Source
PFN1
74 | PEN1 Entrez, profilin 1 1529 |0.312 0.1109 Yes
Source
SIRPA
75 | SIRPA Entrez, signal-regulatory protein alpha 1561 |0.309 0.1117 Yes
Source
GUCY1A3 uanylate cyclase 1, soluble
76 |GUCY1A3 |Entrez,  |J-@WValecy ’ ' |1572 |0.307 |0.1138  |Yes
alpha 3
Source
EHD1
77 | EHD1 Entrez, EH-domain containing 1 1594 |0.305 0.1152 Yes
Source
PTGIR rostaglandin 12 (prostacyclin)
78 |PTGIR Entrez, prostag prostacy 1597 [0.304 [0.1178  |Yes
receptor (IP)
Source
VAV1
79 | VAV1 Entrez, vav 1 oncogene 1662 |0.296 0.1165 Yes
Source
DGKG diacylglycerol kinase, gamma
80 |DGKG Entrez, y'igy 9 1707 [0.293  |0.1165 |Yes
90kDa
Source
DOK2
81 | DOK2 Entrez, docking protein 2, 56kDa 1720 |0.291 0.1185 Yes
Source
RAC2 ras-related C3 botulinum toxin
82 | RAC2 Entrez, substrate 2 (rho family, small 1739 |0.289 0.1201 Yes
Source GTP binding protein Rac?2)
FGR Gardner-Rasheed feline
83 |EGR Entrez, sarcoma viral (v-fgr) oncogene |[1760 |0.286 0.1216 Yes
Source homolog
IRF2
84 |IRF2 Entrez, interferon regulatory factor 2 1778 |0.285 0.1233 Yes
Source
KCNMB1 | potassium large conductance
85 |KCNMB1 | Entrez, calcium-activated channel, 1807 [0.282 0.1242 Yes
Source subfamily M, beta member 1

30.10.2014 15:51



Details for gene set REACTOME_HEMOSTASIS[GSEA]

7 of 24

file://///server2/shared/Neurogenetik/ProjectsGrantsManuscripts/micro...

integrin, alpha L (antigen CD11A

ITGAL (p180), lymphocyte function-
86 |ITGAL Entrez, p-sb), lymphocy 1824 |0.281 [0.1260 |Yes
associated antigen 1; alpha
Source )
= polypeptide)
nara | Sune Qusone e
87 |GNGT2 |Entrez, P > protein). g 11894 |0.275 |0.1244  |Yes
transducing activity polypeptide
Source 5
MRVI1 murine retrovirus integration site
88 | MRVI1 Entrez, 9 1923 0.272 0.1254 Yes
1 homolog
Source
ITGAX integrin, alpha X mplement
89 |ITGAX Entrez, grin, alpha X (complement 11556 15575 101279 | Yes
component 3 receptor 4 subunit)
Source
ATP1B3 .
90 |ATP1B3 |Entrez,  |A1Fase Nat/Ktransporting, 1,60, 15067 01274 | Yes
beta 3 polypeptide
Source
DOCK?2
91 | DOCK2 Entrez, dedicator of cytokinesis 2 2001 |0.265 0.1289 Yes
Source
DGKQ . .
92 |DGKQ  |Entrez, | 9iaCYldlycerol kinase, theta 2032 [0.262 |0.1298 |Yes
110kDa
Source
SLC7A7 solute carrier family 7 (cationic
93 |SLC7A7Y Entrez, amino acid transporter, y+ 2033 |0.262 0.1325 Yes
Source system), member 7
GP1BA .
94 |GP1BA  |Enmrez, |9coprotein b (platelet) alpha 1,509 15060 01349 | Yes
polypeptide
Source
ARRB1
95 | ARRB1 Entrez, arrestin, beta 1 2052 |0.261 0.1369 Yes
Source
PIK3CG L .
96 |PIK3CG |Entrez, phosphoinositide-3-kinase, 2078 |0.258 |0.1380 |Yes
catalytic, gamma polypeptide
Source
GRB2
97 | GRB2 Entrez, | J7OWth factorreceptor-bound 1550, o258 01404 | Yes
protein 2
Source
ITGAS . . . .
98 |ITGAS Entrez, 'rgtceeg”tgr a;f’hr‘;": g:br‘;”‘;fjtg 2101 [0.256 |0.1422 | Yes
Source ptor, alpha polypep
GNAS
99 | GNAS Entrez, GNAS complex locus 2146 |0.253 0.1422 Yes
Source
HIST1H3D
100 | HIST1H3D | Entrez, histone cluster 1, H3d 2172 |0.252 0.1433 Yes
Source
CREBBP - .
101 | CREBBP |Entrez, CREB binding protein 2199 |0.249  |0.1444  |Yes
Source (Rubinstein-Taybi syndrome)
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WDR1
102 | WDR1 Entrez, WD repeat domain 1 2244 10.246 0.1444 Yes
Source
IRF7
103 | IREY Entrez, interferon regulatory factor 7 2303 |0.241 0.1436 Yes
Source
MAPK14 mitogen-activated protein kinase
104|MAPK14 | Entrez, [, P 2321 |0.239 |0.1452  |Yes
Source
GNB1 guanine nucleotide binding
105 | GNB1 Entrez, protein (G protein), beta 2359 |0.236 0.1457 Yes
Source polypeptide 1
PIK3R5 L .
106 | PIK3R5 | Entrez, phosphoinositide-3-kinase, 2452 0230 |0.1427  |Yes
regulatory subunit 5, p101
Source
SYK
107 | SYK Entrez, spleen tyrosine kinase 2472 |0.229 0.1443 Yes
Source
ITGA2B integrin, alpha 2b (platelet
108 | ITGA2B Entrez, glycoprotein Ilb of lib/llla 2504 |0.226 0.1451 Yes
Source complex, antigen CD41)
GATA6
109 | GATA6 Entrez, GATA binding protein 6 2533 ]0.225 0.1460 Yes
Source
AKT1 v-akt murine thymoma viral
110 | AKT1 Entrez, Y 2555 0.223 0.1475 Yes
oncogene homolog 1
Source
PLCG2 hospholipase C, gamma 2
111 |PLCG2  |Entrez, | PlosPnoipase®, g < 2558 [0.223  |0.1500 | Yes
(phosphatidylinositol-specific)
Source
PPP2R5B | protein phosphatase 2,
112 | PPP2R5B | Entrez, regulatory subunit B (B56), beta | 2565 |0.223 0.1524 Yes
Source isoform
113 | TUBA4A 2571 |0.222 0.1548 Yes
VCL
114 | VCL Entrez, vinculin 2586 |0.222 0.1566 Yes
Source
F8 coagulation factor VIII,
115 | E8 Entrez, procoagulant component 2613 |0.220 0.1577 Yes
Source (hemophilia A)
ESAM . .
116 | ESAM Enrez, | Sndothelial cell adhesion 2668 [0.217 |0.1571 |Yes
- molecule
Source
APOAl
117 | APOA1L Entrez, apolipoprotein A-| 2728 |0.212 0.1562 Yes
Source
H3F3A
118 | H3F3A Entrez, H3 histone, family 3A 2734 |0.211 0.1586 Yes
Source
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F11R
119 | F11R Entrez, F11 receptor 2746 |0.210 0.1606 Yes
Source
SH2B3
120 | SH2B3 Entrez, SH2B adaptor protein 3 2764 |0.208 0.1623 Yes
Source
121 | ORAI1 2774 0.208 0.1645 Yes
SPARC secreted protein, acidic
122 | SPARC Entrez, . p ’ . 2787 0.207 0.1664 Yes
cysteine-rich (osteonectin)
Source
SHC1 SHC (Src homology 2 domain
123 | SHC1 Entrez, containing) transforming protein | 2825 |0.205 0.1669 Yes
Source 1
HMG20B
124 | HMG20B | Entrez, high-mobility group 20B 2873 |0.202 0.1667 Yes
Source
CAP1
125 | CAP1 Entrez, CAP, adenylate cyclase- 2879 (0201 |0.1691 |Yes
associated protein 1 (yeast)
Source
PRCP rolylcarboxypeptidase
126 | PRCP Entrez, prolylcarboxypep 2892 (0200 |0.1711  |Yes
(angiotensinase C)
Source
KIF18A
127 | KIF18A Entrez, kinesin family member 18A 2927 |0.198 0.1717 Yes
Source
PRKCZ
128 | PRKCZ Entrez, protein kinase C, zeta 3069 |0.189 0.1657 Yes
Source
AMICAL adhesion molecule, interacts
129 | AMICA1L Entrez, . ] 3107 0.186 0.1661 Yes
with CXADR antigen 1
Source
RHOB ras homolog gene famil
130 | RHOB Entrez, 99 Y. 3108 |0.186 |0.1688 | Yes
member B
Source
PLA2G4A .
131 | PLA2G4A | Entrez, phospholipase A2, group VA 14112 |5 185 (01711 | Yes
(cytosolic, calcium-dependent)
Source
BRPF3 . .
132|BRPF3 | Entrez, bromodomain and PHD finger | 4,5 1185 (01735 | Yes
containing, 3
Source
CABLES?2
133 | CABLES2 | Entrez, gdkf’ and Abl enzyme substrate | 315 1185 (01759 | Yes
Source
RAC1 ras-related C3 botulinum toxin
134 | RAC1 Entrez, substrate 1 (rho family, small 3131 |0.185 0.1785 Yes
Source GTP binding protein Rac1)
e
135 | PDGFB | Entrez, polypeplae ( 3169 |0.183 |0.1789  |Yes
Source sarcoma viral (v-sis) oncogene

homolog)
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SPN

136 | SPN Entrez, sialophorin (leukosialin, CD43) 3179 |0.183 0.1811 Yes
Source
PPP2R5D | protein phosphatase 2,

137 | PPP2R5D | Entrez, regulatory subunit B (B56), delta | 3189 |0.182 0.1832 Yes
Source isoform
CAVL caveolin 1, caveolae protein

138 | CAV1 Entrez, ' P ' 3225 (0.180 0.1838 Yes
- 22kDa
Source
KIF4A

139 | KIF4A Entrez, kinesin family member 4A 3227 0.180 0.1864 Yes
Source
RCOR1

140 | RCOR1 Entrez, REST corepressor 1 3241 |0.180 0.1884 Yes
Source
THBD

141 | THBD Entrez, thrombomodulin 3283 |0.177 0.1885 Yes
Source
CD2

142 | CD2 Entrez, CD2 molecule 3326 |0.175 0.1887 Yes
Source
L1CAM

143 | LICAM Entrez, L1 cell adhesion molecule 3397 |0.171 0.1871 Yes
Source
HRAS v-Ha-ras Harvey rat sarcoma

144 | HRAS Entrez, . y 3429 |0.170 0.1879 Yes

E— = viral oncogene homolog

Source
PPP2CB protein phosphatase 2 (formerly

145 | PPP2CB Entrez, 2A), catalytic subunit, beta 3527 |(0.164 0.1846 Yes
Source isoform
STIM1

146 | STIM1 Entrez, stromal interaction molecule 1 3546 |0.163 0.1862 Yes
Source
PFa latelet factor 4 (chemokine

147 | PE4 Entrez, b o 3573 |0.161 0.1873 Yes

— S — (C-X-C motif) ligand 4)

Source
SLC3A2 solute carrier family 3 (activators

148 | SLC3A2 Entrez, of dibasic and neutral amino 3696 |0.155 0.1825 Yes
Source acid transport), member 2
H3F3B

149 | H3F3B Entrez, H3 histone, family 3B (H3.3B) 3757 |0.152 0.1815 Yes
Source
KIFC1

150 | KIEC1 Entrez, kinesin family member C1 3761 |0.151 0.1840 Yes
Source
PTPN1 rotein tyrosine phosphatase

151 |PTPN1  |Entrez, P v Phosp ' 3783 |0.150 [0.1855 | Yes

non-receptor type 1

Source
ATP2A1 .

152 | ATP2A1  |Entrez, ~ |ATFase, Cat+ transporting, 3839 |0.147 |0.1848  |Yes
Source cardiac muscle, fast twitch 1
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AKT2 v-akt murine thymoma viral
153 | AKT2 Entrez, y 3872 |0.146 |0.1855 |Yes
oncogene homolog 2
Source
DGKD diacylglycerol kinase, delta
154 | DGKD Entrez, yigly ’ 3885 |0.145 |0.1875 | Yes
130kDa
Source
ABL1 . .
155 | ABL1 Entrez, v-abl Abelson murine leukemia. | 555, 15143 |01881 | Yes
viral oncogene homolog 1
Source
FYN FYN oncogene related to SRC
156 | FYN Entrez, 9 " 13968 |0.140 0.1879 Yes
— = FGR, YES
Source
ATP2A3 .
157 | ATP2A3 | Entrez, | ATPase, Ca++ transporting, 3972 |0.140 |0.1905  |Yes
ubiquitous
Source
HSPAS5 heat shock 70kDa protein 5
158 | HSPAS Entrez, (glucose-regulated protein, 3978 |[0.140 0.1929 Yes
Source 78kDa)
FS coagulation factor V
159 | F5 Entrez, 9  factor 4040 |0.137 |0.1918  |Yes
(proaccelerin, labile factor)
Source
MAPK1 mitogen-activated protein kinase
160 | MAPK1 | Entrez, 1 9 P 4088 |0.135 |0.1916 | Yes
Source
F12 coagulation factor Xl (Hageman
161|F12 Entrez, 9 9 4117 |0.134 01926 |Yes
factor)
Source
RAFL v-raf-1 murine leukemia viral
162 | RAF1 Entrez, 4137 0.133 0.1942 Yes
B— E— oncogene homolog 1
Source
LCP2 lymphocyte cytosolic protein 2
163 | LCP2 Entrez, (SH2 domain containing 4164 |0.131 0.1953 Yes
Source leukocyte protein of 76kDa)
F13A1 .
164|F13A1  |Entrez, | C02Qulationfactor Xill, A1 4186 |0.129 |0.1967 |Yes
S — polypeptide
Source
SERPINB2 serpin peptidase inhibitor, clade
165 | SERPINB2 | Entrez, pin peptl ’ 4201 |0.129 |0.1985 |Yes
B (ovalbumin), member 2
Source
SELL . .
166 | SELL Entrez, | S6/ectin L (lymphocyte adhesion | 00 | 156 01000 | Yes
molecule 1)
Source
GNB4 guanine nucleotide binding
167 | GNB4 Entrez, protein (G protein), beta 4270 |0.124 0.1998 Yes
Source polypeptide 4
DOCK4
168 | DOCK4 Entrez, dedicator of cytokinesis 4 4271 ]0.124 0.2025 Yes
Source
PRKAR2A | protein kinase,
169 | PRKAR2A | Entrez, cAMP-dependent, regulatory, 4327 |0.122 0.2019 Yes
Source type Il, alpha
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EP300
170 | EP300 Entrez, E1A binding protein p300 4377 10.119 0.2015 Yes
Source
CALM3 calmodulin 3 (phosphorylase
171|CALM3  |Entrez, . phosphorylas 4379 (0119 |0.2042  |Yes
S kinase, delta)
ource
KIF3B
172 | KIE3B Entrez, kinesin family member 3B 4451 |0.115 0.2025 No
Source
TP53 . . .
173 | TP53 Entrez, | UMOr protein p83 (Li-Fraumeni | /o0 16109 01972 |No
syndrome)
Source
GNA12 . leotide bindi
174 | GNA12 Entrez, guanine nucieatide binding 4606 |0.108 |0.1985  |No
protein (G protein) alpha 12
Source
PPIL2 eptidylprolyl isomerase
175 | PPIL2 Entrez, peptdylproly’ 4744 10101  |0.1928  |No
_ (cyclophilin)-like 2
Source
176 | DAGLB 4854 | 0.096 0.1888 No
GUCY1B3 uanylate cyclase 1, soluble
177 | GUCY1B3 | Entrez, guanylate cy ’ * |4891 |0.093 [0.1893 |No
beta 3
Source
178 | PRKCB 4969 |0.090 0.1873 No
LAMP?2 lysosomal-associated
179 | LAMP2 Entrez, y . 4988 |0.089 0.1889 No
membrane protein 2
Source
SLC8A1 solute carrier family 8
180 | SLC8A1 Entrez, (sodium/calcium exchanger), 4991 |0.089 0.1914 No
Source member 1
WEE1
181 | WEE1 Entrez, WEE1 homolog (S. pombe) 5020 |0.088 0.1924 No
Source
182 | KLC1 5039 |0.087 0.1940 No
PDE6G .
183 |PDE6G | Entrez, phosphodiesterase 6G, 5043 |0.087 |0.1966  |No
cGMP-specific, rod, gamma
Source
PRKCE
184 | PRKCE Entrez, protein kinase C, epsilon 5091 |0.085 0.1964 No
Source
HGF
185 | HGF Entrez, | nePatocyte growth factor 5184 |0.080 |0.1934  |No
(hepapoietin A; scatter factor)
Source
EGF epidermal growth factor (beta-
186 | EGF Entrez, P! 9 ( 5247 |0.077 |0.1923  |No
- urogastrone)
Source
PRKARIA E,Tl\t/lelér—ldlzniflz,ent regulator
187 | PRKAR1A | Entrez, pendent, reguiatory, 1 5oeg  10.076  |0.1944 | No
Source type |, alpha (tissue specific

extinguisher 1)
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VWF

188 | VWE Entrez, von Willebrand factor 5278 |0.076 0.1959 No
Source
TGBL | o beta polypepice,

189 | ITGB1 %, antigen CD29 includes MDF2, 5290 |0.075 0.1980 No
20U 1 \isk12)
ITPR3 N .

190 | ITPR3 Entrez, | noSitol L4,5-triphosphate 5312 |0.074 01994 |No

receptor, type 3

Source
PDPK1 L

191 |PDPK1 | Entrez, | >Phosphoinositide dependent | o0 10070 (01088 |No

protein kinase-1

Source
MAFK v-maf musculoaponeurotic

192 | MAEK Entrez, fibrosarcoma oncogene 5463 |0.068 0.1956 No
Source homolog K (avian)
PIK3CB L .

193 | PIK3CB | Entrez, EQ;’;;TS”;Z?;‘d?":”E‘jS 5597 |0.062 |0.1902  |No
Source ’ polypep
RACGAP1

194 | RACGAP1 | Entrez, Rac GTPase activating protein 1 | 5603 | 0.061 0.1926 No
Source
CDK2

195 | CDK2 Entrez, cyclin-dependent kinase 2 5674 |0.057 0.1910 No
Source
DOCK5

196 | DOCK5 Entrez, dedicator of cytokinesis 5 5675 |0.057 0.1937 No
Source
SLC7A9 solute carrier family 7 (cationic

197 | SLC7A9 Entrez, amino acid transporter, y+ 5683 |0.057 0.1959 No
Source system), member 9
LRP8 low density lipoprotein receptor-

198 | LRP8 Entrez, related protein 8, apolipoprotein | 5687 |0.057 0.1985 No
Source e receptor
IRF3

199 | IRF3 Entrez, interferon regulatory factor 3 5701 |0.056 0.2004 No
Source

200 | VEGFA 5768 |0.053 0.1990 No
KIF23

201 | KIF23 Entrez, kinesin family member 23 5784 |0.052 0.2008 No
Source
KLC4

202 | KLC4 Entrez, kinesin light chain 4 5794 |0.052 0.2030 No
Source
HDAC1

203 | HDAC1 Entrez, histone deacetylase 1 5915 |0.047 0.1983 No
Source
PPP2R5C | protein phosphatase 2,

204 | PPP2R5C | Entrez, regulatory subunit B (B56), 5920 |0.047 0.2007 No
Source gamma isoform
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ATP2A2 ATPase, Ca++ transportin
205 | ATP2A2 | Entrez, ase, porting, 5956 |0.045 |0.2013  |No
cardiac muscle, slow twitch 2
Source
MFN2
206 | MEN2 Entrez, mitofusin 2 6006 |0.043 0.2010 No
Source
CRK .
207 | CRK Entrez, | /Crk sarcomavirus CT10 6145 |0.038 |0.1952 |No
oncogene homolog (avian)
Source
KIF22
208 | KIF22 Entrez, kinesin family member 22 6187 |0.037 0.1954 No
Source
SIN3A i
209|SIN3A  |Entrez, | o'N3homolog A, transcription | o580 031 |0.1907 | No
regulator (yeast)
Source
CDC42 -
210|CDC42  |Entrez, cell division cycle 42 (GTP 6388 [0.027 |0.1886 |No
binding protein, 25kDa)
Source
211 | KDM1A 6471 |0.024 0.1862 No
PPP2R5A | protein phosphatase 2,
212 | PPP2R5A |Entrez, regulatory subunit B (B56), 6536 |0.020 0.1850 No
Source alpha isoform
YWHAZ girrﬁzlr?gox enase/tryptophan
213| YWHAZ  |Entrez, Yo yptop 6567 |0.019 |0.1858  |No
5-monooxygenase activation
Source . .
protein, zeta polypeptide
HIST1H3H
214 | HIST1H3H | Entrez, histone cluster 1, H3h 6611 |0.017 0.1859 No
Source
DOCKS8
215 | DOCKS8 Entrez, dedicator of cytokinesis 8 6613 |0.016 0.1886 No
Source
ITGAS3 integrin, alpha 3 (antigen
216 | ITGA3 Entrez, CD49C, alpha 3 subunit of 6646 |0.015 0.1893 No
Source VLA-3 receptor)
CALM1 calmodulin 1 (phosphorylase
217 |CALM1  |Entrez, . phosphory 6673 |0.014  |0.1904  |No
kinase, delta)
Source
APP amyloid beta (A4) precursor
218 | APP Entrez, protein (peptidase nexin-Il, 6680 |0.014 0.1927 No
Source Alzheimer disease)
KRAS v-Ki-ras2 Kirsten rat sarcoma
219 | KRAS Entrez, . 6697 |0.013 0.1945 No
viral oncogene homolog
Source
KIF2C
220 | KIF2C Entrez, kinesin family member 2C 6749 |0.011 0.1940 No
Source
MERTK c-mer proto-oncogene tyrosine
221 |MERTK  |Entrez, “merp genety 6786 |0.010 |0.1945 |No
Source kinase
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PPP2CA protein phosphatase 2 (formerly
222 | PPP2CA |Entrez, 2A), catalytic subunit, alpha 6847 |0.007 0.1935 No
Source isoform
P2RX1 urinergic receptor P2X
223|P2RX1  |Entrez, | b 7RG ECORE T 6946 |0.002  |0.1902  |No
Source 9 9 '
COL1A2
224 | COL1A2 Entrez, collagen, type |, alpha 2 7445 |0.000 0.1623 No
Source
F13B .
225 | F13B Entrez, coagulation factor XIII, 8 7641 |0.000 |0.1530  [No
polypeptide
Source
coagulation factor IX (plasma
F9 thromboplastic component
226 | F9 Entrez, moopias ponent 17644 |0.000 [0.1555  |No
Christmas disease, hemophilia
Source
B)
FGA
227 | EGA Entrez, fibrinogen alpha chain 7690 |0.000 0.1555 No
Source
FGG
228 | EGG Entrez, fibrinogen gamma chain 7697 |0.000 0.1578 No
Source
FIGF c-fos induced growth factor
229 | FIGE Entrez, (vascular endothelial growth 7700 |0.000 0.1604 No
Source factor D)
GATA4
230 | GATA4 Entrez, GATA binding protein 4 7772 |0.000 0.1588 No
Source
GATAS
231 | GATAS Entrez, GATA binding protein 5 7773 |0.000 0.1615 No
Source
Gnary | Sune quotde b
232|GNGT1  |Entrez,  |P > protein), g . |7800 [0.000 |0.1626  |No
transducing activity polypeptide
Source 1
HIST2H3A
233 | HIST2H3A | Entrez, histone cluster 2, H3a 7862 |0.000 0.1615 No
Source
HIST2H3C
234 | HIST2H3C | Entrez, histone cluster 2, H3c 7863 |0.000 0.1642 No
Source
IFNA1
235 | IENA1 Entrez, interferon, alpha 1 7906 |0.000 0.1644 No
Source
IFNA10
236 | IENA10 Entrez, interferon, alpha 10 7907 |0.000 0.1671 No
Source
IFNA14
237 | IENA14 Entrez, interferon, alpha 14 7909 |0.000 0.1697 No
Source
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IFNA16
238 | IENA1G Entrez, interferon, alpha 16 7910 |0.000 0.1724 No
Source
IFNA2
239 | IENA2 Entrez, interferon, alpha 2 7911 | 0.000 0.1751 No
Source
IFNA4
240 | IENA4 Entrez, interferon, alpha 4 7912 |0.000 0.1778 No
Source
IFNAG
241 | IENA6 Entrez, interferon, alpha 6 7913 |0.000 0.1806 No
Source
IFNA7
242 | IENAY Entrez, interferon, alpha 7 7914 |0.000 0.1833 No
Source
IFNA8
243 | IENAS8 Entrez, interferon, alpha 8 7915 |0.000 0.1860 No
Source
KIF2B
244 | KIF2B Entrez, kinesin family member 2B 8001 |0.000 0.1834 No
Source
thrombopoietin
THPO (myeloproliferative leukemia
245 | THPO Entrez, virus oncogene ligand, 9148 |0.000 0.1156 No
Source megakaryocyte growth and
development factor)
TRPC7 transient receptor potential
246 | TRPC7 Entrez, cation channel, subfamily C, 9203 |0.000 0.1150 No
Source member 7
KLC2
247 | KLC2 Entrez, kinesin light chain 2 9325 |-0.000 0.1102 No
Source
GNAI3 guanine nucleotide binding
248 | GNAI3 Entrez, protein (G protein), alpha 9393 |-0.003 0.1088 No
Source inhibiting activity polypeptide 3
MAFG v-maf musculoaponeurotic
249 | MAFG Entrez, fibrosarcoma oncogene 9415 |-0.004 0.1102 No
Source homolog G (avian)
PRKCQ
250 | PRKCQ Entrez, protein kinase C, theta 9461 |-0.007 0.1102 No
Source
MAFF v-maf musculoaponeurotic
251 | MAEE Entrez, fibrosarcoma oncogene 9465 |-0.007 0.1127 No
Source homolog F (avian)
RAB5SA
252 | RABSA | Entrez, | RABSA member RAS 9558 [-0.012 |0.1097  |No
oncogene family
Source
LCK lymphocyte-specific protein
253 | LCK Entrez, ymphocyte-spectiic p 9601 [-0.014 |0.1099  |No
Source tyrosine kinase
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ITGB3 integrin, beta 3 (platelet
254 | ITGB3 Entrez, gnin, beta S (plate 9629 |-0.015 |0.1109  |No
glycoprotein llla, antigen CD61)
Source
VAV3
255 | VAV3 Entrez, vav 3 oncogene 9638 |-0.016 0.1131 No
Source
256 | VPS45 9689 |-0.019 0.1127 No
GNAll guanine nucleotide binding
257 | GNA11 Entrez, protein (G protein), alpha 11 (Gq | 9794 |-0.024 0.1091 No
Source class)
PTK2
258 | PTK2 Entrez, PTK2 protein tyrosine kinase 2 |9807 |-0.025 0.1110 No
Source
SH2B1
259 | SH2B1 Entrez, SH2B adaptor protein 1 9883 |-0.029 0.1091 No
Source
GNG2 uanine nucleotide bindin
260 | GNG2 Entrez, | oo ! 9 9972 |-0.033 |0.1064  |No
protein (G protein), gamma 2
Source
PRKCH
261 | PRKCH Entrez, protein kinase C, eta 10101 |-0.039 0.1012 No
Source
TMSB4X
262 | TMSB4X |Entrez, thymosin, beta 4, X-linked 10115 [-0.039 0.1031 No
Source
DOCKS
263 | DOCK3 Entrez, dedicator of cytokinesis 3 10142 |-0.041 0.1043 No
Source
JAK2 Janus kinase 2 (a protein
264 | JAK2 Entrez, > KIM: P 10198 |-0.044 |0.1036  |No
tyrosine kinase)
Source
TBXA2R
265 | TBXA2R Entrez, thromboxane A2 receptor 10236 |-0.046 0.1040 No
Source

PPP2R1B | protein phosphatase 2 (formerly

266 | PPP2R1B |Entrez, 2A), regulatory subunit A (PR 10247 |-0.046 0.1061 No
Source 65), beta isoform
CFD

267 | CED Entrez, complement factor D (adipsin) 10354 |-0.051 0.1023 No
Source
RASGRP2 RAS guanyl releasing protein 2

268 | RASGRP? | Entrez, guany g protet 10458 |-0.056 |0.0986  |No

(calcium and DAG-regulated)

Source
SELP selectin P (granule membrane

269 | SELP Entrez, . 9 . 10542 |-0.059 0.0962 No
= protein 140kDa, antigen CD62)
Source
KIF20A

270 | KIF20A Entrez, kinesin family member 20A 10617 |-0.063 0.0944 No
Source
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CALU
271 | CALU Entrez, calumenin 10690 |-0.066 0.0927 No
Source
GATA3
272 | GATA3 Entrez, GATA binding protein 3 10745 |-0.069 0.0921 No
Source
LAT
273 | LAT Entrez, linker for activation of T cells 10811 |(-0.073 0.0908 No
Source
HIST1H3A
274 | HIST1H3A | Entrez, histone cluster 1, H3a 10975 |-0.081 0.0834 No
Source
RAPGEF3 R nine nucleotid
275 | RAPGEF3 | Entrez, ap guanine nucieotide 11006 |-0.083 [0.0843  |No
exchange factor (GEF) 3
Source
PDE5SA .
276 |PDESA | Entrez, | PhosPhodiesterase 5A, 11030 |-0.084 |0.0856  |No
cGMP-specific
Source
VEGFB .
277|VEGEB  |Entrez, | V@scular endothelial growth 11117 |-0.088 |0.0830  |No
factor B
Source
CALM2 Imodulin 2 (ph horyl
278 |CALM2 | Entrez, calmodulin 2 (phosphorylase 1411147 | 5089 |0.0839  |No
kinase, delta)
Source
279 | SRGN 11274 |-0.096 0.0789 No
KIF15
280 | KIF15 Entrez, kinesin family member 15 11299 |-0.098 0.0801 No
Source
PLAU lasminogen activator,
281 | PLAU Entrez, ptasminog ’ 11442 |-0.104 [0.0741  |No
urokinase
Source
STXBP3
282 | STXBP3 Entrez, syntaxin binding protein 3 11494 |-0.108 0.0736 No
Source
RAP1B
283 | RAP1B  |Entrez, RAP1B, member of RAS 11505 [-0.108 [0.0757 |No
oncogene family
Source
JMJD1C
284 | JMJD1C Entrez, jumoniji domain containing 1C 11517 |-0.109 0.0778 No
Source
RAP1A
285 | RAP1A  |Entrez, RAP1A, member of RAS 11539 |-0.110 [0.0792  |No
oncogene family
Source
GNG7 uanine nucleotide bindin
286 | GNG7 Entrez, guani : 9 1711 |-0119 [0.0714  |No
- protein (G protein), gamma 7
Source
SOS1 son of sevenless homolog 1
287 | SOS1 Entrez, . 9 11781 |-0.123 0.0698 No
. —Source (Drosophila)
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CD58
288 | CD58 Entrez, CD58 molecule 11806 |-0.124 0.0711 No
Source
ZFYVE20 L .
289 | ZEYVE20 |Entrez, | 2N finger FYVE domain 11813 |-0.125 |0.0734  |No
containing 20
Source
AKAP10 . .
290 | AKAP10 | Entrez, ﬁok'”ase (PRKA) anchor protein | 1635 | 9126 |0.0748  |No
Source
GNAQ guanine nucleotide binding
291 | GNAQ Entrez, protein (G protein), q 11856 |-0.128 0.0763 No
Source polypeptide
P2RY12 . . tor P2Y
202 |P2RY12  |Entrez, purinergic receptor -, 11915 |-0.131 [0.0754 |No
G-protein coupled, 12
Source
KIFAP3
293 | KIFAP3 Entrez, kinesin-associated protein 3 12047 |-0.139 0.0701 No
Source
MMRN1
294 | MMRN1 Entrez, multimerin 1 12101 |-0.141 0.0695 No
Source
GNAL3 nine nucleotide bindin
295|GNA13  |Entrez, guanine nucleotae 9 12168 |-0.146 [0.0682  |No
protein (G protein), alpha 13
Source
MFEN1
296 | MEN1 Entrez, mitofusin 1 12186 |-0.147 0.0698 No
Source
KIF2A
297 | KIF2A Entrez, kinesin heavy chain member 2A | 12255 |-0.151 0.0684 No
Source
DGKH
298 | DGKH Entrez, diacylglycerol kinase, eta 12296 |-0.154 0.0686 No
Source
CD36
299 | CD36 Entrez, | o0 molecule 12379 |-0.158 [0.0663  |No
S — (thrombospondin receptor)
Source
HDAC2
300 | HDAC2 Entrez, histone deacetylase 2 12490 |-0.163 0.0622 No
Source
PRKAR2B | protein kinase,
301 | PRKAR2B | Entrez, cAMP-dependent, regulatory, 12609 |-0.171 0.0576 No
Source type Il, beta
PPP2R5E | protein phosphatase 2,
302 | PPP2R5E | Entrez, regulatory subunit B (B56), 12619 |-0.171 0.0598 No
Source epsilon isoform
NRAS .
303 | NRAS Entrez, neuroblastoma RAS viral (v-1as) | 1,206 | 177 |0.0576 | No
oncogene homolog
Source
PLCG1
304 | PLCG1 Entrez, phospholipase C, gamma 1 12745 |-0.179 0.0576 No
Source
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ITPR2 . . .
305 | ITPR2 Entrez, inositol 1,4,5-triphosphate 12772 |-0.181 [0.0587  |No
receptor, type 2
Source
SLC16A1 | solute carrier family 16, member
306 | SLC16A1 | Entrez, 1 (monocarboxylic acid 12846 |-0.186 0.0569 No
Source transporter 1)
CDh47
307 | CD47 Entrez, CD47 molecule 12905 (-0.190 0.0560 No
Source
CAPZAL capping protein (actin filament)
308| CAPZAL | Entrez, PPImY P 13006 |-0.197 |0.0526  |No
muscle Z-line, alpha 1
Source
DGKA diacylglycerol kinase, alpha
309 | DGKA Entrez, ylgly - ap 13024 |-0.198 [0.0542  |No
80kDa
Source
TGFB3 .
310| TGFB3 | Entrez, ga”Sform'”g growth factor, beta | 15505 | 9200  |0.0552 | No
Source
C1QBP complement component 1
311 |C10BP  |Entrez, P POl 9 113060 [-0.201 |0.0576  |No
subcomponent binding protein
Source
AKT3 v-akt murine thymoma viral
312 | AKT3 Entrez, oncogene homolog 3 (protein 13126 |-0.205 0.0563 No
Source kinase B, gamma)
ANGPT1
313 | ANGPT1 |Entrez, angiopoietin 1 13154 |-0.206 0.0573 No
Source
ABCC4 ATP-binding cassette,
314 | ABCC4 Entrez, sub-family C (CFTR/MRP), 13218 |-0.210 0.0562 No
Source member 4
GNG10 uanine nucleotide bindin
315|GNG10 |Entrez, guani : 9 13231 |-0.211 [0.0581 |No
protein (G protein), gamma 10
Source
316 | RAD51B 13298 |-0.215 0.0568 No
AKAP1 . .
317 | AKAP1  |Entrez, /;k'”ase (PRKA)anchor protein | 150/, | 9218 [0.0567  |No
Source
AK3
318 | AK3 Entrez, adenylate kinase 3 13345 |-0.218 0.0594 No
Source
KIF11
319 | KIF11 Entrez, kinesin family member 11 13361 |-0.219 0.0612 No
Source
PIK3CA . .. .
320 | PIK3CA  |Entrez, phosphoinositide-3-kinase, 13438 |-0.224 [0.0592  |No
catalytic, alpha polypeptide
Source
KCNMB3 | potassium large conductance
321 | KCNMB3 | Entrez, calcium-activated channel, 13458 |-0.226 0.0608 No
Source subfamily M beta member 3
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DOCK10
322 | DOCK10 | Entrez, dedicator of cytokinesis 10 13474 |-0.227 0.0626 No
Source
GNBS uanine nucleotide bindin
323 | GNB5 Entrez, grotein (G protein), beta 59 13499 |-0.228 0.0638 No
Source P P '
RASGRP1 RAS guanyl releasing protein 1
324 | RASGRP1 | Entrez, guany gp 13525 [-0.230 [0.0650  |No
(calcium and DAG-regulated)
Source
HABP4
325 | HABP4 Entrez, hyaluronan binding protein 4 13532 |-0.231 0.0673 No
Source
PIK3R1 . . .
326 | PIK3R1 | Entrez, phosphoinositide-3-kinase, 13664 |-0.240 |0.0620 |No
regulatory subunit 1 (p85 alpha)
Source
RAD51C
327 |RADSIC  |Entrez, | RADS1 homolog C (S. 13681 |-0.241 |0.0637  |No
cerevisiae)
Source
SOD1 superoxide dismutase 1, soluble
328 | SOD1 Entrez, (amyotrophic lateral sclerosis 1 | 13720 |-0.243 0.0640 No
Source (adult))
CAPZAZ capping protein (actin filament)
329|CAPZA2 |Entrez, bping pr 13721 |-0.243 [0.0668 |No
muscle Z-line, alpha 2
Source
MYB v-myb myeloblastosis viral
330 | MYB Entrez, ybmy : 13832 |-0.252 [0.0627  |No
= oncogene homolog (avian)
Source
KIF5B
331 | KIF5B Entrez, kinesin family member 5B 13980 |-0.262 0.0563 No
Source
CBX5
332 | CBX5 Entrez, | CMvomoboxhomolog 5 (HPL 1y 505 | g 579 00448 | No
_ alpha homolog, Drosophila)
Source
KLKB1 0
333 | KLKB1 Entrez, kallikrein B, plasma (Fletcher |1 /519 | 9280  [0.0472  |No
factor) 1
Source
YES1 v-yes-1 Yamaguchi sarcoma
334 | YES1 Entrez, Y 9 14231 |-0.281 [0.0492  |No
viral oncogene homolog 1
Source
PROS1
335 | PROS1 Entrez, protein S (alpha) 14494 |-0.304 0.0358 No
Source
ITGAV integrin, alpha V (vitronectin
336 | ITGAV Entrez, receptor, alpha polypeptide, 14594 |-0.313 0.0324 No
Source antigen CD51)
PPIA eptidylprolyl isomerase A
337| PPIA Entrez, peptidyproly 14754 |-0.329 [0.0253  |No
(cyclophilin A)
Source
CD48
338 | CD48 Entrez, CD48 molecule 14801 |-0.334 0.0252 No
Source
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SLC7A6 solute carrier family 7 (cationic
339 | SLC7A6 Entrez, amino acid transporter, y+ 14845 |-0.339 0.0252 No
Source system), member 6
SERPINEL1 | serpin peptidase inhibitor, clade
340 | SERPINEL1 | Entrez, E (nexin, plasminogen activator | 14865 |-0.340 0.0268 No
Source inhibitor type 1), member 1
DGKE diacylglycerol kinase, epsilon
341 | DGKE Entrez, y'igy &P 14892 |-0.342 |0.0279  |No
64kDa
Source
SLC7A11 | solute carrier family 7, (cationic
342 | SLC7A1l | Entrez, amino acid transporter, y+ 14929 |-0.345 0.0284 No
Source system) member 11
GNG11 nine nucleotide bindin
343|GNG11  |Entrez, guanine nucieotide 9 14983 |-0.351 [0.0278  [No
protein (G protein), gamma 11
Source
PPBP pro-platelet basic protein
344 | PPBP Entrez, (chemokine (C-X-C motif) ligand | 15070 |-0.363 0.0252 No
Source 7
phosphodiesterase 6B,
PDE6B cGMP-specific, rod, beta
345 | PDE6B Entrez, (congenital stationary night 15076 |-0.363 0.0276 No
Source blindness 3, autosomal
dominant)
PRKACB protein kinase
346 | PRKACB | Entrez, CAMP-dependent, catalytic, beta 15132 |-0.371 0.0270 No
Source
GATA2
347 | GATA2 Entrez, GATA binding protein 2 15205 |-0.380 0.0252 No
Source
SIRPG
348 | SIRPG Entrez, signal-regulatory protein gamma | 15255 |-0.386 0.0249 No
Source
P2RY1 urinergic receptor P2Y,
349 [P2RY1  |Entrez, purinerg b ! 15385 |-0.408 |0.0197  |No
G-protein coupled, 1
Source
DOCK9
350 | DOCK9 Entrez, dedicator of cytokinesis 9 15455 |-0.421 0.0182 No
Source
NOS3 nitric oxide synthase 3
351 | NOS3 Entrez, © Sy 15480 |-0.424 [0.0194  |No
R (endothelial cell)
Source
KCNMB4 | potassium large conductance
352 | KCNMB4 | Entrez, calcium-activated channel, 15542 |-0.435 0.0184 No
Source subfamily M, beta member 4
JAM3
353 | JAM3 Entrez, junctional adhesion molecule 3 | 15563 |-0.440 0.0198 No
Source
PDE3B .
354| PDE3B  |Entrez, | Phosphodiesterase 3B, 15629 |-0.454 |0.0185 |No
Source cGMP-inhibited
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KIF5A
355 | KIE5A Entrez, kinesin family member 5A 15698 |-0.471 0.0171 No
Source
HIST1H3E
356 | HIST1H3E | Entrez, histone cluster 1, H3e 15930 |(-0.540 0.0055 No
Source
GNG8 uanine nucleotide bindin
357 | GNG8 Entrez, guani : 9 15954 |-0.549 [0.0068  |No
protein (G protein), gamma 8
Source
HIST2H3D
358 | HIST2H3D | Entrez, histone cluster 2, H3d 16002 |-0.569 0.0066 No
Source
PRKAR1B | protein kinase,
359 | PRKAR1B | Entrez, cAMP-dependent, regulatory, 16134 |-0.630 0.0013 No
Source type |, beta
PRKCA
360 | PRKCA Entrez, protein kinase C, alpha 16164 |-0.652 0.0022 No
Source
SLC7A8 solute carrier family 7 (cationic
361 | SLC7AS8 Entrez, amino acid transporter, y+ 16205 |-0.683 0.0025 No
Source system), member 8
PDE9A
362 | PDE9A Entrez, phosphodiesterase 9A 16307 |-0.764 -0.0010 No
Source
SERPINC1 serpin peptidase inhibitor, clade
363 | SERPINCL | Entrez, pin peptiga : 16367 |-0.838 [-0.0020 |No
C (antithrombin), member 1
Source
GP5
364 | GP5 Entrez, glycoprotein V (platelet) 16387 |-0.876 -0.0004 No
Source
GNAI1 guanine nucleotide binding
365 | GNAI1 Entrez, protein (G protein), alpha 16443 |-0.980 -0.0011 No
Source inhibiting activity polypeptide 1
PRKG2 rotein kinase
366 | PRKG2 Entrez, P ' 16472 |-1.061 -0.0001 No
cGMP-dependent, type Il
Source
GNB3 guanine nucleotide binding
367 | GNB3 Entrez, protein (G protein), beta 16478 |-1.069 0.0023 No
Source polypeptide 3
HIST1H3C
368 | HIST1H3C | Entrez, histone cluster 1, H3c 16575 |-1.782 -0.0009 No
Source
OLR1 oxidised low density lipoprotein
369 | OLR1 Entrez, ISec y lipop 16578 |-1.811 [0.0017  |No
Source (lectin-like) receptor 1
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REACTOME_HEMOSTASIS: Random ES
distribution
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Fig 2: REACTOME_HEMOSTASIS: Random ES distribution
Gene set null distribution of ES for REACTOME_HEMOSTASIS
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Table: GSEA Results Summary

Dataset PARK4_differential_expression_5vs5 20140911
Phenotype NoPhenotypeAvailable

Upregulated in class disease

GeneSet KEGG_LYSOSOME

Enrichment Score (ES) 0.3472282

Normalized Enrichment Score (NES)||4.340293

Nominal p-value 0.0
FDR g-value 0.0
FWER p-Value 0.0

Enrichment plot: KEGG_LYSOSOME
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Fig 1: Enrichment plot: KEGG_LYSOSOME
Profile of the Running ES Score & Positions of GeneSet Members on the Rank
Ordered List

Table: GSEA details [plain text format]

| ” PROBE ” GENE ” GENE_TITLE ”RANK ” RANK ”RUNNING” CORE ”
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IN
SYMBOL GENE METRIC ES ENRICHMENT
SCORE
LIST
CTSE
1 CTSE Entrez, cathepsin E 159 0.770 -0.0010 Yes
Source
ATP6VOC .
2 |ATP6VOC |Entrez,  |ATPase Hrtransporting, |58 o507 | 00087 |Yes
lysosomal 16kDa, VO subunit ¢
Source
APIM2 adaptor-related protein complex
3 |APIM2  |Entrez, P - P P®1431  |0526  |-0.0002 |Yes
1, mu 2 subunit
Source
PSAP prosaposin (variant Gaucher
4 PSAP Entrez, disease and variant 501 0.498 0.0043 Yes
Source metachromatic leukodystrophy)
CTSD thepsin D (I mal rtyl
5 |CTSD Entrez, cathepsin D (lysosomal aspartyl | gae 1 486 00108 | Yes
peptidase)
Source
HYAL1
6 HYAL1 Entrez, hyaluronoglucosaminidase 1 542 0.483 0.0192 Yes
Source
CD68
7 CD68 Entrez, CD68 molecule 548 0.479 0.0275 Yes
Source
CTsSw
8 CTSwW Entrez, cathepsin W (lymphopain) 599 0.463 0.0331 Yes
Source
ATP6VOD1 | ATPase, H+ transporting,
9 | ATP6VOD1 | Entrez, lysosomal 38kDa, VO subunit 699 0.438 0.0357 Yes
Source di
CD63
10 | CD63 Entrez, CD63 molecule 747 0.424 0.0415 Yes
Source
11 |CTSA 807 0.409 0.0465 Yes
MCOLN1
12 |MCOLN1 |Entrez, mucolipin 1 911 0.391 0.0489 Yes
Source
NPC2
13 |NPC2 Entrez, Niemann-Pick disease, type C2 | 919 0.389 0.0571 Yes
Source
TPP1
14 |TPP1 Entrez, tripeptidyl peptidase | 930 0.388 0.0651 Yes
Source
NAGA N-acetylgalactosaminidase
15 | NAGA Entrez, Yl Inicase, 1085 |0.364  |0.0644  |Yes
- alpha-
Source
GLA
16 |GLA Entrez, galactosidase, alpha 1087 0.364 0.0729 Yes
Source
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ACPS acid phosphatase 5, tartrate
17 | ACP5 Entrez, d phosp ’ 1249 [0.340 |0.0718 |Yes
resistant
Source
ABCA2 .
18 |ABCA2  |Entrez,  |A1P:binding cassette, 1259 |0.339  |0.0799 |Yes
sub-family A (ABC1), member 2
Source
CTSB
19 |CTSB Entrez, cathepsin B 1394 0.325 0.0803 Yes
Source
SORT1
20 | SORT1 Entrez, sortilin 1 1423 0.320 0.0873 Yes
Source
GBA lucosidase, beta; acid
21 |GBA Entrez, 9 » Dela, . 1544 [0.310 |0.0886 |Yes
(includes glucosylceramidase)
Source
CTSH
22 |CTSH Entrez, cathepsin H 1573 0.307 0.0955 Yes
Source
GLB1
23 |GLB1 Entrez, galactosidase, beta 1 1735 0.290 0.0944 Yes
Source
PPT1 palmitoyl-protein thioesterase 1
24 | PPT1 Entrez, (ceroid-lipofuscinosis, neuronal | 1863 0.278 0.0953 Yes
Source 1, infantile)
CTSZ
25 |CTSZ Entrez, cathepsin Z 1864 0.278 0.1039 Yes
Source
NPC1
26 |NPC1 Entrez, Niemann-Pick disease, type C1 | 1908 0.274 0.1099 Yes
Source
NEUL sialidase 1 (lysosomal
27 |NEU1 Entrez, at y 1916 |0.273  |0.1181  |Yes
_ sialidase)
Source
LAMP1 lysosomal-associated
28 |LAMP1  |Entrez, Y : 2005 |0.264 |0.1214 |Yes
membrane protein 1
Source
IGF2R . —
29 |IGFE2R  |Entrez, | ™MSulin-like growth factor 2 2050 |0.261 |0.1274  |Yes
receptor
Source
GNS glucosamine (N-acetyl)-
30 |GNS Entrez, 6-sulfatase (Sanfilippo disease |2121 0.255 0.1318 Yes
Source I1ID)
CLN3 ceroid-lipofuscinosis, neuronal
31 |CLN3 Entrez, 3, juvenile (Batten, 2139 0.254 0.1393 Yes
Source Spielmeyer-Vogt disease)
ARSA
32 |ARSA Entrez, arylsulfatase A 2177 0.251 0.1457 Yes
Source
AP1B1 adaptor-related protein complex
33 |AP1B1  |Entrez, P p Pl€X12191 |0.250 [0.1536  |Yes
Source 1, beta 1 subunit
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MAN2B1 mannosidase, alpha, class 2B
34 | MAN2B1 |Entrez, - aipha, " 12209 0.249 0.1611 Yes
member 1
Source
APIML adaptor-related protein complex
35 |APIM1  |Entrez, P =P P 12230 |0.246  [0.1680  |Yes
1, mu 1 subunit
Source
ATP6AP1 .
36 |ATP6AP1 |Entrez, | \1Fase Ht transporting, 2257 |0.244 01756 |Yes
lysosomal accessory protein 1
Source
SLC11A1 |solute carrier family 11 (proton-
37 |SLC11A1 |Entrez, coupled divalent metal ion 2347 0.237 0.1788 Yes
Source transporters), member 1
CTSC
38 |CTSC Entrez, cathepsin C 2381 0.235 0.1854 Yes
Source
IDS iduronate 2-sulfatase (Hunter
39 |IDS Entrez, 2431 0.232 0.1911 Yes
= syndrome)
Source
CTNS
40 |CTNS Entrez, cystinosis, nephropathic 2435 0.232 0.1995 Yes
Source
LAPTM5 lysosomal associated
41 | LAPTM5 Entrez, multispanning membrane 2448 0.231 0.2074 Yes
Source protein 5
GAA glucosidase, alpha; acid
42 | GAA Entrez, (Pompe disease, glycogen 2573 0.222 0.2085 Yes
Source storage disease type Il)
CLTB
43 |CLTB Entrez, clathrin, light chain (Lch) 2661 0.217 0.2119 Yes
Source
ATP6VO0OAlL .
44 | ATP6VOAL |Entrez,  |/\TPaSe, H¥ transporting, 2673 |0.216 |0.2198  |Yes
lysosomal VO subunit al
Source
TCIRG1 T-cell, immune regulator 1,
45 |TCIRG1 Entrez, ATPase, H+ transporting, 2718 0.212 0.2258 Yes
Source lysosomal VO subunit A3
AP3D1 adaptor-related protein complex
46 |AP3D1  |Entrez, P b P 12744 |0210 |0.2329 |Yes
3, delta 1 subunit
Source
47 | PLA2G15 2771 0.208 0.2399 Yes
CTSS
48 |CTSS Entrez, cathepsin S 2847 0.203 0.2440 Yes
Source
ACP2
49 | ACP2 Entrez, acid phosphatase 2, lysosomal | 2925 0.198 0.2479 Yes
Source
galactosamine (N-acetyl)-
GALNS 6-sulfate sulfatase (Morquio
50 | GALNS Entrez, syndrome, 3249 0.179 0.2370 Yes
Source mucopolysaccharidosis type

IVA)
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SGSH N-sulfoglucosamine
51 |SGSH Entrez, 9 . 3275 0.177 0.2441 Yes
sulfohydrolase (sulfamidase)
Source
APAML adaptor-related protein complex
52 |AP4M1  |Entrez, P =P P 13282 0177  [0.2523  |Yes
4, mu 1 subunit
Source
ATP6VOB .
53 |ATP6VOB |Entrez, | /1Fase Hrwansporting,  — apes 19477 02607 | Yes
lysosomal 21kDa, VO subunit b
Source
AP3S2 adaptor-related protein complex
54 |AP3S2  |Entrez, p b Pi13301 [0.171  |0.2631  |Yes
3, sigma 2 subunit
Source
HGSNAT heparan-alpha-glucosaminide
55 |HGSNAT |Entrez, P pha-g 3456 [0.168  |0.2678 | Yes
N-acetyltransferase
Source
CLTA
56 |CLTA Entrez, clathrin, light chain (Lca) 3531 0.164 0.2720 Yes
Source
AP1S1 adaptor-related protein complex
57 |AP1S1  |Entrez, p b P 13652 [0.157  |0.2733  |Yes
1, sigma 1 subunit
Source
GUSB
58 | GUSB Entrez, glucuronidase, beta 4068 0.136 0.2568 Yes
Source
GM2A
59 |GM2A Entrez, GM2 ganglioside activator 4076 0.135 0.2650 Yes
Source
GGA3 golgi associated, gamma
60 | GGA3 Entrez, adaptin ear containing, ARF 4149 0.133 0.2692 Yes
Source binding protein 3
FUCA1
61 | EUCA1 Entrez, fucosidase, alpha-L- 1, tissue 4162 0.131 0.2771 Yes
Source
CLTCL1
62 |CLTCL1 Entrez, clathrin, heavy chain-like 1 4263 0.125 0.2797 Yes
Source
NAGPA N-acetylglucosamine-
63 | NAGPA Entrez, 1-phosphodiester alpha- 4322 0.122 0.2848 Yes
Source N-acetylglucosaminidase
MANBA mannosidase, beta A
64 | MANBA Entrez, ' ' 4343 0.120 0.2922 Yes
lysosomal
Source
HEXA -
65 | HEXA Entrez, hgrozaq;:j”;‘;ase“a'pha 4356 |0.120  |0.3001  |Yes
Source polypep
ATP6V1H |ATPase, H+ transporting,
66 | ATP6V1H |Entrez, lysosomal 50/57kDa, V1 4435 0.116 0.3040 Yes
Source subunit H
GNPTG N-acetylglucosamine-
67 |GNPTG Entrez, 1-phosphate transferase, 4717 0.102 0.2955 Yes
Source gamma subunit
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LAPTM4A lysosomal-associated protein
68 |LAPTM4A |Entrez, Y P 4759 0.100 0.3017 Yes
transmembrane 4 alpha
Source
ARSB
69 | ARSB Entrez, arylsulfatase B 4786 0.099 0.3087 Yes
Source

ASAH1 N-acylsphingosine

70 | ASAH1 Entrez, amidohydrolase (acid 4821 0.097 0.3153 Yes
Source ceramidase) 1
ABCB9 ATP-binding cassette,

71 | ABCB9 Entrez, sub-family B (MDR/TAP), 4856 0.096 0.3218 Yes
Source member 9
LAMP2

lysosomal-associated

72 | LAMP2 Entrez, . 4988 0.089 0.3225 Yes
membrane protein 2
Source
ARSG
73 | ARSG Entrez, arylsulfatase G 5054 0.086 0.3272 Yes
Source
HEXB .
74 | HEXB Entrez, hgfozarg:j”;‘;ase B (beta 5072 |0.085 03348  |Yes
Source polypep
CLTC
75 |CLTC Entrez, clathrin, heavy chain (Hc) 5107 0.084 0.3413 Yes
Source
GGAl golgi associated, gamma
76 | GGAl Entrez, adaptin ear containing, ARF 5153 0.082 0.3472 Yes
Source binding protein 1
AP1G1 adaptor-related protein complex
77 |AP1G1  |Entrez, P Pro Pl€X 15487 |0.067 |0.3357 |No
1, gamma 1 subunit
Source
NAGLU N-acetylglucosaminidase
78 |NAGLU |Entrez, ylgiucosaminidase, 5496 |0.067 |0.3438  |No
alpha- (Sanfilippo disease I1IB)
Source
AP3B1 adaptor-related protein complex
79 |AP3B1  |Entrez, P P Pl€X1eg31  |0.050  [0.3322  |No
3, beta 1 subunit
Source
SCARB2 scavenger receptor class B
80 |SCARB2 |Entrez, 9 P ' |6132 |0.038 |0.3226  |No
Source member 2

SLC17A5 |solute carrier family 17

81 |SLC17A5 |Entrez, (anion/sugar transporter), 6467 0.024 0.3110 No
Source member 5
PPT2

82 |PPT2 Entrez, palmitoyl-protein thioesterase 2 | 6672 |0.014 0.3072 No
Source
IDUA

83 | IDUA Entrez, iduronidase, alpha-L- 6711 0.013 0.3135 No
Source
DNASE2B

84 | DNASEZ2B |Entrez, deoxyribonuclease Il beta 7602 0.000 0.2682 No
Source
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PSAPL1
85 |PSAPL1 Entrez, prosaposin-like 1 8764 0.000 0.2064 No
Source
SUMF1
86 | SUMF1 Entrez, sulfatase modifying factor 1 9346 -0.002 0.1798 No
Source
AP4B1 adaptor-related protein complex
87 |AP4B1  |Entrez, P b Pl€X19g01 |-0.024 [0.1609 |No
4, beta 1 subunit
Source
GALC
88 |GALC Entrez, galactosylceramidase 10041 |-0.036 0.1550 No
Source
MBPR mannose-6-phosphate receptor
89 |M6PR Entrez, . phosp PO 110160 |-0.042 [0.1564  |No
(cation dependent)
Source
SMPD1 Sgglsngr?c:giy:slltgrase 1, acid
90 |SMPD1 |Entrez, |P"O%P . ! 10189 |-0.043 |0.1634  |No
lysosomal (acid
Source : :
sphingomyelinase)
CTSO
91 |CTSO Entrez, cathepsin O 10286 |-0.048 0.1662 No
Source
DNASE2 deoxyribonuclease I
92 |DNASE2 |Entrez, y ' 10318 |-0.050 0.1729 No
lysosomal
Source
AP3M1 adaptor-related protein complex
93 |AP3M1 |Entrez, P =P P 110705 |-0.067 [0.1581  [No
3, mu 1 subunit
Source
LIPA lipase A, lysosomal acid,
94 | LIPA Entrez, cholesterol esterase (Wolman |10936 |-0.079 0.1528 No
Source disease)
GGA2 golgi associated, gamma
95 | GGA2 Entrez, adaptin ear containing, ARF 10978 |-0.081 0.1589 No
Source binding protein 2
CTSK
96 |CTSK Entrez, cathepsin K (pycnodysostosis) |11276 |-0.096 0.1495 No
Source
SLC11A2 |solute carrier family 11 (proton-
97 | SLC11A2 |Entrez, coupled divalent metal ion 11583 |-0.112 0.1396 No
Source transporters), member 2
ATPBV0A2 .
98 | ATP6VOA2 |Entrez,  |ATPase, H+ transporting, 11633 |-0.114 |0.1453  |No
lysosomal VO subunit a2
Source
AGA
99 | AGA Entrez, aspartylglucosaminidase 11696 |-0.118 0.1501 No
Source
GNPTAB | N-acetylglucosamine-
100 | GNPTAB | Entrez, 1-phosphate transferase, alpha | 11871 |-0.129 0.1482 No
Source and beta subunits
101 | MESD8 12315 |-0.155 0.1299 No
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LGMN
102 | LGMN Entrez, legumain 12396 |-0.159 0.1337 No
Source
APAEL adaptor-related protein complex
103|AP4E1  |Entrez, pto pre PleX 110479 |-0.163 [0.1374 |No
4, epsilon 1 subunit
Source
CTSF
104 | CTSF Entrez, cathepsin F 12612 |-0.171 0.1380 No
Source
AP1S2 adaptor-related protein complex
105 | AP1S2 Entrez, P P! PI€X1 13384 |-0.220 |0.0998 |No
1, sigma 2 subunit
Source
AP3S1 adaptor-related protein complex
106 |AP3S1 | Entrez, p b Pl€X 113397 |-0.221 [0.1077  |No
3, sigma 1 subunit
Source
CD164
107 | CD164 Entrez, CD164 molecule, sialomucin 13415 |-0.223 0.1153 No
Source
ENTPD4 ectonucleoside triphosphate
108 |ENTPD4 | Entrez, \ phosp 13791 |-0.248 |0.1012  |No
diphosphohydrolase 4
Source
LAMP3 | | iated
109 | LAMP3  |Entrez, ysosomal-associate 14294 |-0.287 |0.0794 No
membrane protein 3
Source
AP3M2 adaptor-related protein complex
110 |AP3M2 | Entrez, P P PI€X 114308 |-0.294 [0.0818 |No
3, mu 2 subunit
Source
AP1S3 adaptor-related protein complex
111 |AP1S3 | Entrez, p P! PI€X 114885 |-0.342 [0.0609  |No
1, sigma 3 subunit
Source
CLNS ceroid-lipofuscinosis, neuronal
112 | CLN5 Entrez, . P ’ 15019 |-0.356 [0.0615  |No
Source
AP4S1 adaptor-related protein complex
113 | AP4S1 Entrez, P P! PI€X1 15141 |-0.372 |0.0627 |No
4, sigma 1 subunit
Source
LAPTMA8 lysosomal associated protein
114 | LAPTM4B |Entrez, Y P 16297 |-0.757 [0.0013  |No
transmembrane 4 beta
Source
NAPSA
115 | NAPSA Entrez, napsin A aspartic peptidase 16311 |-0.770 0.0091 No
Source
CTSG
116 | CTSG Entrez, cathepsin G 16571 |-1.667 0.0021 No
Source
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KEGG_LYSOSOME: Random ES distribution
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Fig 2: KEGG_LYSOSOME: Random ES distribution
Gene set null distribution of ES for KEGG_LYSOSOME
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Table: GSEA Results Summary

Dataset PARK4_differential_expression_5vs5 20140911

Phenotype NoPhenotypeAvailable

Upregulated in class disease

GeneSet REACTOME_PLATELET_ACTIVATION_SIGNALING_AND_AGGREGATION
Enrichment Score (ES) 0.2664414

[\INolérg)alized Enrichment Score 4.085812

Nominal p-value 0.0

FDR g-value 0.0

FWER p-Value 0.0

Enrichment plot:
REACTOME_PLATELET_ACTIVATION_SIGNALING_A
ND_AGGREGATION

0.25 4
0.20
0.154

0.104

0.05
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'na_pos' (postively correlated)
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0.00 #

Zero cross at 6991

[ 'na |'|eg Inegatwely correlated)
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Rank in Ordered Dataset

Ranked list metric (FreRanked)

Enrichment profile — Hits Ranking metric scores

Fig 1: Enrichment plot:
REACTOME_PLATELET_ACTIVATION_SIGNALING_AND_AGGREGATION
Profile of the Running ES Score & Positions of GeneSet Members on the Rank
Ordered List
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Table: GSEA details [plain text format]

RANK

RANK
GENE IN RUNNING CORE
PROBE SYMBOL GENE_TITLE GENE METRIC ES ENRICHMENT
SCORE
LIST
SERPINGL1 | serpin peptidase inhibitor, clade
1 SERPING1 | Entrez, G (C1 inhibitor), member 1, 46 1.106 0.0032 Yes
Source (angioedema, hereditary)
PDGFA .
> |PDGFA |Entrez, g:athe;et;)‘fer"‘e’et‘? dgero""th factor 1155|0777 |0.0028 | Yes
Source pha polypep
3 POTEM 192 0.726 0.0064 Yes
4 DAGLA 258 0.650 0.0084 Yes
GNG3 uanine nucleotide bindin
5 |GNG3 Entrez, | JoaM ! 9 395 |0541 |0.0062 |Yes
Source protein (G protein), gamma 3

GNA15 guanine nucleotide binding

6 GNA15 Entrez, protein (G protein), alpha 15 (Gq | 435 0.526 0.0098 Yes
Source class)
F2R

coagulation factor Il (thrombin)

7 F2R Entrez,
= receptor

Source

453 0.518 0.0147 Yes

PIK3R3 phosphoinositide-3-kinase,

8 PIK3R3 Entrez, regulatory subunit 3 (p55, 500 0.499 0.0179 Yes
Source gamma)
PSAP prosaposin (variant Gaucher

9 PSAP Entrez, disease and variant 501 0.498 0.0239 Yes
Source metachromatic leukodystrophy)
TGFB1 transforming growth factor, beta

10 |TGFB1 Entrez, 1 (Camurati-Engelmann 544 0.481 0.0273 Yes
Source disease)
TRPC6 transient receptor potential

11 | TRPC6 Entrez, cation channel, subfamily C, 550 0.478 0.0330 Yes
Source member 6
RHOG

ras homolog gene family,

12 |RHOG Entrez, member G (tho G) 579 0.469 0.0373 Yes
Source
ACTN4

13 |ACTN4 Entrez, actinin, alpha 4 596 0.463 0.0423 Yes
Source
F2RL3 . .

14 |F2RL3  |Entez, | COROUIAtionfactorll (thrombin) 1eq7 16438 00422 | Yes

receptor-like 3

Source
GP9

15 [GP9 Entrez, glycoprotein IX (platelet) 698 0.438 0.0482 Yes
Source

FCER1G Fc fragment of IgE, high affinity
16 |ECERI1G Entrez, I, receptor for; gamma 705 0.436 0.0538 Yes
Source polypeptide
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ALDOA aldolase A, fructose-
17 |ALDOA Entrez, . ' 722 0.432 0.0588 Yes
bisphosphate
Source
GNB2 guanine nucleotide binding
18 | GNB2 Entrez, protein (G protein), beta 735 0.427 0.0641 Yes
Source polypeptide 2
CD63
19 |CD63 Entrez, CD63 molecule 747 0.424 0.0694 Yes
Source
SRz | 01 Do i e
20 | SERPINF2 | Entrez, apn P ' PIg 757  |0.422 00749 |Yes
epithelium derived factor),
Source
- member 2
GNAI2 guanine nucleotide binding
21 | GNAI2 Entrez, protein (G protein), alpha 842 0.402 0.0757 Yes
Source inhibiting activity polypeptide 2
SERPINAL1 | serpin peptidase inhibitor, clade
22 | SERPINAL | Entrez, A (alpha-1 antiproteinase, 861 0.399 0.0806 Yes
Source antitrypsin), member 1
SRC v-src sarcoma (Schmidt-Ruppin
23 |SRC Entrez, A-2) viral oncogene homolog 900 0.392 0.0843 Yes
Source (avian)
TLN1
24 | TLN1 Entrez, talin 1 904 0.392 0.0901 Yes
Source
TIMP1 . N
25 | TIMP1 Entrez, I'MP metallopeptidase inhibitor | 5,1 1389 00051 | Yes
Source
PIK3R2 L .
26 |PIK3R2  |Entrez, phosphainositide-3-kinase, 1023 [0.375 |0.0950 | Yes
regulatory subunit 2 (p85 beta)
Source
27 | PIK3R6 1050 (0.371 0.0994 Yes
THBS1
28 | THBS1 Entrez, thrombospondin 1 1091 |0.363 0.1029 Yes
Source
STX4
29 | STX4 Entrez, syntaxin 4 1103 0.360 0.1083 Yes
Source
CLU
30 |CLU Entrez, clusterin 1132 0.356 0.1125 Yes
Source
CSK
31 |CSK Entrez, c-src tyrosine kinase 1136 |0.356 0.1183 Yes
Source
ACTN1
32 |ACTN1 Entrez, actinin, alpha 1 1155 0.354 0.1232 Yes
Source
PRKCD
33 | PRKCD Entrez, protein kinase C, delta 1180 |0.352 0.1278 Yes
Source
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CFL1
34 |CEL1 Entrez, cofilin 1 (non-muscle) 1193 | 0.350 0.1330 Yes
Source
GNGS uanine nucleotide bindin
35 | GNG5 Entrez, grotein G protein) ammgS 1239 |0.342 [0.1363 | Yes
Source P P 'Y
PLEK
36 | PLEK Entrez, pleckstrin 1240 0.341 0.1423 Yes
Source
APBB1IP | amyloid beta (A4) precursor
37 |APBB1IP |Entrez, protein-binding, family B, 1256 |0.339 0.1473 Yes
Source member 1 interacting protein
GP1BB .
38 |GP1BB  |Enrez,  |9COProteinIb (platelet) beta 14,6, 15338 01531 | vVes
polypeptide
Source
ARRB2
39 | ARRB2 Entrez, arrestin, beta 2 1265 |0.338 0.1589 Yes
Source
CcD9
40 |CD9 Entrez, CD9 molecule 1271 |0.337 0.1646 Yes
Source
MAPK3 mitogen-activated protein kinase
41 |MAPK3 |Entrez, 5 9 P 1303 [0.334 |0.1687 |Yes
Source
MGLL
42 | MGLL Entrez, monoglyceride lipase 1315 |0.333 0.1740 Yes
Source
RHOA ras homolog gene famil
43 | RHOA Entrez, 99 Y. 1398 [0.324 |0.1750 |Yes
member A
Source
LYN v-yes-1 Yamaguchi sarcoma
44 |LYN Entrez, Y 9 1480 |0.316 [0.1761 |Yes
P viral related oncogene homolog
Source
PFN1
45 | PEN1 Entrez, profilin 1 1529 (0.312 0.1791 Yes
Source
VAV1
46 | VAV1 Entrez, vav 1 oncogene 1662 |0.296 0.1771 Yes
Source
DGKG diacylglycerol kinase, gamma
47 | DGKG Entrez, ylgly 9 1707 0293  [0.1804  |Yes
90kDa
Source
RAC2 ras-related C3 botulinum toxin
48 | RAC2 Entrez, substrate 2 (rho family, small 1739 |0.289 0.1845 Yes
Source GTP binding protein Rac?2)
Gnara | Sune dudotde brdng
49 |GNGT2 |Entrez, P > protein). g |1894 |0.275 |0.1811 | Yes
transducing activity polypeptide
Source 2
DGKQ . .
50 | DGKQ Entrez, diacylglycerol kinase, theta 2032 |0.262 |0.1788  |Yes

110kDa
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Source
GP1BA .
51 |GP1BA  |Entrez, | 9YCoProteinib (platelen) alpha f,,5q 16560 01844 | VYes
polypeptide
Source
ARRB1
52 | ARRB1 Entrez, arrestin, beta 1 2052 |0.261 0.1897 Yes
Source
PIK3CG S .
53 |PIK3CG |Entrez, phosphoinositide-3-kinase, 2078 |0.258 |0.1941 |Yes
catalytic, gamma polypeptide
Source
GRB2
54 | GRB2 Entrez, | J7OWth factorreceptor-bound 1540, 5555 01008 | Yes
protein 2
Source
WDR1
55 | WDR1 Entrez, WD repeat domain 1 2244 | 0.246 0.1961 Yes
Source
MAPK14 mitogen-activated protein kinase
56 |MAPK14 |Entrez, W 9 P 2321 |0.239 |0.1975 |Yes
Source
GNB1 guanine nucleotide binding
57 | GNB1 Entrez, protein (G protein), beta 2359 |0.236 0.2012 Yes
Source polypeptide 1
PIK3R5 L .
58 |PIK3R5 |Entrez, phosphainositide-3-kinase, 2452 0.230 |0.2016 |Yes
regulatory subunit 5, p101
Source
SYK
59 | SYK Entrez, spleen tyrosine kinase 2472 |0.229 0.2064 Yes
Source
ITGA2B integrin, alpha 2b (platelet
60 |ITGA2B Entrez, glycoprotein Ilb of lib/llla 2504 |0.226 0.2105 Yes
Source complex, antigen CD41)
AKT1 Kt ine th iral
61 | AKT1 Entrez, v-axt murine thymoma vira 2555 [0.223  |0.2135 | Yes
S oncogene homolog 1
ource
PLCG2 hospholipase C, gamma 2
62 |PLCG2  |Entrez, phosphoipase &, g < 2558 |0.223  |0.2194 | Yes
(phosphatidylinositol-specific)
Source
63 | TUBA4A 2571 |0.222 0.2246 Yes
VCL
64 | VCL Entrez, vinculin 2586 |0.222 0.2298 Yes
Source
F8 coagulation factor VIII,
65 |E8 Entrez, procoagulant component 2613 |0.220 0.2342 Yes
Source (hemophilia A)
APOA1
66 | APOAl Entrez, apolipoprotein A-| 2728 |0.212 0.2332 Yes
Source
SPARC secreted protein, acidic
67 | SPARC Entrez, redp ' . 2787 |0.207 0.2357 Yes
Source cysteine-rich (osteonectin)
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SHC1 SHC (Src homology 2 domain
68 | SHC1 Entrez, containing) transforming protein 2825 |0.205 0.2394 Yes
Source 1
CAP1
69 |CAP1 Entrez, g;ic?;igy'?f;ecizcla(s‘:ast) 2879 |0.201 |0.2422  |Yes
Source P y
PRKCZ
70 |PRKCZ Entrez, protein kinase C, zeta 3069 |0.189 0.2367 Yes
Source
RHOB ras homolog gene famil
71 | RHOB Entrez, 99 Y. 3108 |0.186 |0.2403 |Yes
member B
Source
PLA2G4A .
72 | PLA2G4A |Entrez, phospholipase A2, group IVA | 512 1185 |02458 | Yes
(cytosolic, calcium-dependent)
Source
BRPF3 . .
73 |BRPF3  |Entrez, bromodomain and PHDfinger | 5,,, |5 185 02516 | Yes
containing, 3
Source
RAC1 ras-related C3 botulinum toxin
74 | RAC1 Entrez, substrate 1 (rho family, small 3131 |(0.185 0.2571 Yes
Source GTP binding protein Rac1)
PoGra | DA erhed dout e
75 |PDGFB |Entrez, polypeptide ( 3169 |0.183 |0.2608 | Yes
sarcoma viral (v-sis) oncogene
Source
E— homolog)
PFa latelet factor 4 (chemokine
76 | PF4 Entrez, b or ¢ 3573 |0.161 |0.2423  |Yes
(C-X-C motif) ligand 4)
Source
PTPNL rotein tyrosine phosphatase
77 |PTPN1  |Entrez, P y phosp ' |3783 |0.150 |0.2356 | Yes
non-receptor type 1
Source
AKT2 v-akt murine thymoma viral
78 | AKT2 Entrez, Y 3872 |0.146 |0.2362 | Yes
oncogene homolog 2
Source
DGKD diacylglycerol kinase, delta
79 | DGKD Entrez, yigly ’ 3885 |0.145 |0.2415 |Yes
= 130kDa
Source
FYN FYN oncogene related to SRC
80 |FYN Entrez, 9 ' 13968 |0.140 |0.2425  |Yes
= FGR, YES
Source
HSPA5 heat shock 70kDa protein 5
81 | HSPAS Entrez, (glucose-regulated protein, 3978 |0.140 0.2479 Yes
Source 78kDa)
S coagulation factor V
82 |F5 Entrez, gulation tactor 4040 |0.137 |0.2502  |Yes
R (proaccelerin, labile factor)
Source
MAPK1 mitogen-activated protein kinase
83 |MAPK1 |Entrez, X 9 P 4088 |0.135 |0.2533 | Yes
Source
RAF1 . L.
84 | RAF1 Entrez, v-raf-1 murine leukemiaviral | 157 1133 02564 | ves

oncogene homolog 1

30.10.2014 15:49



Details for gene set REACTOME_PLATELET_ACTIVATION_SIGN...

7 of 12

file://ll/server2/shared/Neurogenetik/ProjectsGrantsManuscripts/micro...

Source
LCP2 lymphocyte cytosolic protein 2
85 |LCP2 Entrez, (SH2 domain containing 4164 |0.131 0.2608 Yes
Source leukocyte protein of 76kDa)
F13A1 .
86 |F13A1  |Enwez, | CS029ulationfactor Xl Al 4186 |0.129 |0.2655 | Yes
polypeptide
Source
GNB4 guanine nucleotide binding
87 |GNB4 Entrez, protein (G protein), beta 4270 |0.124 0.2664 Yes
Source polypeptide 4
CALM3 calmodulin 3 (phosphorylase
88 |CALM3 |Entrez, . phosphory 4379 (0119  |0.2659  |No
kinase, delta)
Source
GNAL2 nine nucleotide bindin
89 |GNA12  |Entrez, guanine nucieotice 9 4606 |0.108 |0.2581  |No
protein (G protein) alpha 12
Source
90 |DAGLB 4854 | 0.096 0.2491 No
91 |PRKCB 4969 |0.090 0.2481 No
LAMP2 lysosomal-associated
92 | LAMP2 Entrez, y . 4988 |0.089 0.2530 No
membrane protein 2
Source
PRKCE
93 | PRKCE Entrez, protein kinase C, epsilon 5091 |0.085 0.2528 No
Source
HGF
94 | HGF Enrez, | hePatocyte growth factor 5184 |0.080 |0.2532 |No
P (hepapoietin A; scatter factor)
Source
EGF epidermal growth factor (beta-
95 |EGF Entrez, P g 5247 |0.077 |0.2554  |No
= urogastrone)
Source
VWF
96 | VWF Entrez, von Willebrand factor 5278 |0.076 0.2596 No
Source
ITPR3 N .
97 |ITPR3 Entrez, | noSitol 1.4,5-triphosphate 5312 |0.074 |0.2635 |No
P receptor, type 3
Source
PDPK1 S
98 |PDPK1  |Entrez, | > Phosphoinositide dependent |66 16475 02663  |No
protein kinase-1
Source
PIK3CB . . .
99 |PIK3CB |Entrez, nggp?g'g‘;fg'dgl'g’"g”g‘jg’ 5597 [0.062 |0.2583  |No
Source ytie, polypep
100 | VEGFA 5768 |0.053 0.2540 No
CRK .
101 | CRK Entrez, v-crk sarcoma virus CT10 6145 |0.038 |0.2371  |No
oncogene homolog (avian)
Source
CDC42 L
102|cDc42  |Entrez, | CeN division cycle 42 (GTP 6388 |0.027 |0.2283 |No
Source binding protein, 25kDa)
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YWHAZ girn(f)ll:gox enase/tryptophan
103 | YWHAZ  |Entrez, yo yptop 6567 |0.019 |0.2235 |No
5-monooxygenase activation
Source . .
protein, zeta polypeptide
CALM1 calmodulin 1 (phosphorylase
104 |CALM1  |Entrez, almodulin 1 (phosphorylas 6673 |0.014 |0.2231 |No
kinase, delta)
Source
APP amyloid beta (A4) precursor
105 | APP Entrez, protein (peptidase nexin-Il, 6680 |0.014 0.2287 No
Source Alzheimer disease)
COL1A2
106 | COL1A2 Entrez, collagen, type I, alpha 2 7445 | 0.000 0.1882 No
Source
FGA
107 | EGA Entrez, fibrinogen alpha chain 7690 |0.000 0.1794 No
Source
FGG
108 | EGG Entrez, fibrinogen gamma chain 7697 |0.000 0.1850 No
Source
FIGF c-fos induced growth factor
109 | EIGE Entrez, (vascular endothelial growth 7700 |0.000 0.1909 No
Source factor D)
nary | e dusotde b
110 |GNGT1  |Entrez,  |P > protein), g . |7800 [0.000 |0.1908  |No
transducing activity polypeptide
Source 1
thrombopoietin
THPO (myeloproliferative leukemia
111 | THPO Entrez, virus oncogene ligand, 9148 |0.000 0.1149 No
Source megakaryocyte growth and
development factor)
TRPC7 transient receptor potential
112 | TRPCY Entrez, cation channel, subfamily C, 9203 |0.000 0.1176 No
Source member 7
GNAI3 guanine nucleotide binding
113 | GNAI3 Entrez, protein (G protein), alpha 9393 |-0.003 0.1121 No
Source inhibiting activity polypeptide 3
PRKCQ
114 | PRKCQ Entrez, protein kinase C, theta 9461 |-0.007 0.1140 No
Source
LCK lymphocyte-specific protein
115 | LCK Entrez, ymphocyte-specilic p 9601 |-0.014 |0.1115 |No
tyrosine kinase
Source
ITGB3 . .
116 | ITGB3 | Enwrez, | 'Mt€9rin, beta 3 (platelet 9629 |-0.015 |0.1159  |No
glycoprotein llla, antigen CD61)
Source
VAV3
117 | VAV3 Entrez, vav 3 oncogene 9638 -0.016 0.1214 No
Source
GNA11 guanine nucleotide binding
118 | GNA11 Entrez, protein (G protein), alpha 11 (Gq | 9794 |-0.024 0.1179 No
Source class)
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PTK2
119 | PTK2 Entrez, PTK2 protein tyrosine kinase 2 | 9807 |-0.025 0.1232 No
Source
GNG2 uanine nucleotide bindin
120 | GNG2 Entrez, grotein G protein) ammgz 9972 |-0.033 |0.1192  |No
Source P P 'Y
PRKCH
121 | PRKCH Entrez, protein kinase C, eta 10101 |-0.039 0.1174 No
Source
TMSB4X
122 | TMSB4X Entrez, thymosin, beta 4, X-linked 10115 |-0.039 0.1226 No
Source
TBXA2R
123 | TBXA2R Entrez, thromboxane A2 receptor 10236 |-0.046 0.1213 No
Source
CFD
124 | CFD Entrez, complement factor D (adipsin) 10354 |-0.051 0.1202 No
Source
RASGRP2 RAS guanyl releasing protein 2
125 | RASGRP?2 | Entrez, guany 9p 10458 |-0.056 |0.1199 No
(calcium and DAG-regulated)
Source
SELP lectin P (granule membran
126 | SELP Entrez, selectin P (granule membrane |, 455/5 | o059 |0.1208 | No
protein 140kDa, antigen CD62)
Source
CALU
127 | CALU Entrez, calumenin 10690 |-0.066 0.1179 No
Source
LAT
128 | LAT Entrez, linker for activation of T cells 10811 |-0.073 0.1165 No
Source
RAPGEF3 Rap guanine nucleotide
129 | RAPGEF3 | Entrez, P9 11006 |-0.083 |0.1107 |No
exchange factor (GEF) 3
Source
VEGFB .
130 |VEGFB  |Entrez, | VaScular endothelial growth 11117 |-0.088 |0.1100  |No
factor B
Source
CALM2 calmodulin 2 (phosphorylase
131|CALM2 | Entrez, . phosphory 11147 |-0.089 [0.1143  |No
kinase, delta)
Source
132 | SRGN 11274 |-0.096 0.1126 No
STXBP3
133 | STXBP3 Entrez, syntaxin binding protein 3 11494 |-0.108 0.1052 No
Source
RAP1B
134| RAP1B | Entrez, RAP1B, member of RAS 11505 |-0.108 [0.1106  |No
oncogene family
Source
RAP1A
135 |RAP1A | Entrez, RAPIA, member of RAS 11539 |-0.110 [0.1146  |No
Source oncogene family
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GNG7 uanine nucleotide bindin
136 | GNG7 Entrez, guani : 9 11711 |-0.119 [0.1102  |No
protein (G protein), gamma 7
Source
SOS1 son of sevenless homolog 1
137 | SOS1 Entrez, (Drosophila) 9 11781 |-0.123 0.1120 No
Source P
GNAQ guanine nucleotide binding
138 | GNAQ Entrez, protein (G protein), q 11856 |-0.128 0.1135 No
Source polypeptide
P2RY12 urinergic receptor P2Y,
139 |P2RY12 | Entrez, purinerg P ’ 11915 |-0.131 |0.1159  |No
G-protein coupled, 12
Source
MMRN1
140 | MMRN1 Entrez, multimerin 1 12101 |-0.141 0.1107 No
Source
GNAL3 uanine nucleotide bindin
141|GNA13  |Entrez, guani . 9 12168 |-0.146 |0.1126  |No
protein (G protein), alpha 13
Source
DGKH
142 | DGKH Entrez, diacylglycerol kinase, eta 12296 |-0.154 0.1109 No
Source
CD36
143 | CD36 Entrez, | o0 molecule 12379 |-0.158 [0.1119  |No
(thrombospondin receptor)
Source
ITPR2 . . .
144 | ITPR2 Entrez, | 1OSitol 1.4,5-triphosphate 12772 |-0.181 |0.0940  |No
receptor, type 2
Source
DGKA diacylglycerol kinase, alpha
145 | DGKA Entrez, yligly - ap 13024 |-0.198 [0.0848  |No
80kDa
Source
TGFB3 .
146 | TGFB3 | Entrez, ga”Sform'”g growth factor, beta | 15505 | 9200  0.0890 | No
Source
AKT3 v-akt murine thymoma viral
147 | AKT3 Entrez, oncogene homolog 3 (protein 13126 |-0.205 0.0907 No
Source kinase B, gamma)
ABCC4 ATP-binding cassette,
148 | ABCC4 Entrez, sub-family C (CFTR/MRP), 13218 |-0.210 0.0911 No
Source member 4
GNG10 uanine nucleotide bindin
149|GNG10 | Entrez, guani : 9 13231 [-0.211  [0.0964  |No
S protein (G protein), gamma 10
ource
PIK3CA . .. .
150 | PIK3CA | Entrez, phosphoinositide-3-kinase, 13438 |-0.224 [0.0898  |No
catalytic, alpha polypeptide
Source
GNBS uanine nucleotide bindin
151 | GNB5 Entrez, guani : 9 13499 |-0.228 [0.0922  [No
protein (G protein), beta 5
Source
RASGRP1 RAS guanyl releasing protein 1
152 | RASGRP1 | Entrez, guany g protel 13525 |-0.230 [0.0966  |No
Source (calcium and DAG-regulated)
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HABP4
153 | HABP4 Entrez, hyaluronan binding protein 4 13532 |-0.231 0.1022 No
Source
PIK3R1 L .
154|PIK3R1  |Entrez, | PhoSPhoinositide-3kinase, 13664 |-0.240 |0.1003  |No
regulatory subunit 1 (p85 alpha)
Source
SOD1 superoxide dismutase 1, soluble
155| SOD1 Entrez, (amyotrophic lateral sclerosis 1 |13720 |-0.243 0.1029 No
Source (adult))
PROS1
156 | PROS1 Entrez, protein S (alpha) 14494 |-0.304 0.0619 No
Source
PPIA tidylprolyl isomer A
157 | PPIA Entrez, bepUdylproly! 1Ssomerase 14754 |-0.329 [0.0521  |No
(cyclophilin A)
Source
SERPINEL1 | serpin peptidase inhibitor, clade
158 | SERPINE1 | Entrez, E (nexin, plasminogen activator | 14865 |-0.340 0.0514 No
Source inhibitor type 1), member 1
DGKE diacylglycerol kinase, epsilon
159 | DGKE Entrez, yigly &P 14892 |-0.342 [0.0558  |No
64kDa
Source
GNG11 nine nucleotide bindin
160 | GNG11  |Entrez, guanine nuciteolice 9 14983 |-0.351 [0.0563  |No
protein (G protein), gamma 11
Source
PPBP pro-platelet basic protein
161 | PPBP Entrez, (chemokine (C-X-C motif) ligand | 15070 |-0.363 0.0571 No
Source 7
P2RY1 urinergic receptor P2Y,
162|P2RY1  |Entrez,  |PUMNe'd b ! 15385 |-0.408 |0.0440  |No
G-protein coupled, 1
Source
GNG8 uanine nucleotide bindin
163 | GNG8 Entrez, | -2 ) 9 15954 |-0.549 [0.0154  |No
_ protein (G protein), gamma 8
Source
PRKCA
164 | PRKCA Entrez, protein kinase C, alpha 16164 |-0.652 0.0087 No
Source
GP5
165 | GP5 Entrez, glycoprotein V (platelet) 16387 |-0.876 0.0012 No
Source
GNAI1 guanine nucleotide binding
166 | GNAI1 Entrez, protein (G protein), alpha 16443 |-0.980 0.0038 No
Source inhibiting activity polypeptide 1
GNB3 guanine nucleotide binding
167 | GNB3 Entrez, protein (G protein), beta 16478 |-1.069 0.0077 No
Source polypeptide 3
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Table: GSEA Results Summary

Dataset PARK4_differential_expression_5vs5 20140911
Phenotype NoPhenotypeAvailable

Upregulated in class disease

GeneSet REACTOME_INNATE_IMMUNE_SYSTEM
Enrichment Score (ES) 0.22265689

Normalized Enrichment Score (NES)|[4.0507555

Nominal p-value 0.0
FDR g-value 0.0
FWER p-Value 0.0

Enrichment plot:
REACTOME_INNATE_IMMUNE_SYSTEM
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0.050 |
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Rank in Ordered Dataset

Ranked list metric (PreRanked)

| Enrichment profile — Hits Ranking metric Scoresl

Fig 1: Enrichment plot: REACTOME_INNATE_IMMUNE_SYSTEM
Profile of the Running ES Score & Positions of GeneSet Members on the Rank
Ordered List

Table: GSEA details [plain text format]

| ” PROBE ” GENE ” GENE_TITLE ”RANK” RANK ”RUNNING” CORE ”
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IN
SYMBOL GENE METRIC ES ENRICHMENT
SCORE
LIST
€1QC complement component 1
1 |cioc Entrez, P ponent L4 179 0953 |-0.0008 |Yes
subcomponent, C chain
Source
Cc2
2 c2 Entrez, complement component 2 82 0.935 0.0030 Yes
Source
CFB
3 CEB Entrez, complement factor B 114 0.865 0.0052 Yes
Source
C1QB complement component 1
4 |cioB Entrez, P ponent .4 1441|0790 |0.0076 |Yes
subcomponent, B chain
Source
C1QA complement component 1
5 |C10A Entrez, P ponent >4 1188 0729  |0.0088 |Yes
subcomponent, A chain
Source
C8G complement component 8
6 |CsG Entrez, amf’na o tige : 243  |0.663 |0.0094 |Yes
Source 9 polypep
C3
7 C3 Entrez, complement component 3 311 0.604 0.0094 Yes
Source
CABPA complement component 4
8 |C4BPA Entrez, omp comp 525 |0.490 |0.0003 |Yes
P binding protein, alpha
Source
CD14
9 CD14 Entrez, CD14 molecule 565 0.473 0.0019 Yes
Source
MASP2 mannan-binding lectin serine
10 |MASP2 Entrez, ! 9 715 |0.434 |-0.0032 | Yes
peptidase 2
Source
FOS v-fos FBJ murine
11 |EOS Entrez, osteosarcoma viral oncogene | 800 0.411 -0.0043 Yes
Source homolog
PYCARD .
12 |PYCARD |Entrez, PYD and CARD domain 831 |0404 |-00021 |Yes
containing
Source
UBE2L6 ubiquitin-conjugating enzyme
13 |UBE2L6 |Entrez, q Jugating enzy 868 |0.398 |-0.0003 |Yes
E2L 6
Source
14 |NLRX1 923 0.389 0.0004 Yes
MAP2K3 mitogen-activated protein
15 |MAP2K3 |Entrez, 1rogen-activated protel 1060 |0.369  |-0.0040 | Yes
kinase kinase 3
Source
IKBKG inhibitor of kappa light
16 |IKBKG Entrez, polypeptide gene enhancer in |1161 |0.354 -0.0061 Yes
Source B-cells, kinase gamma
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MYD88 myeloid differentiation primar
17 |MYD88 Entrez, Y pnmary 11168 [0.353  |-0.0024 | Yes
response gene (88)
Source
perzRia | BT PO
18 |PPP2RIA |Entrez, Ty 27, regulatory 1278 |0.336  |-0.0051 | Yes
subunit A (PR 65), alpha
Source .
- isoform
IRF1
19 |IRF1 Entrez, interferon regulatory factor 1 1279 |0.336 -0.0011 Yes
Source
MAPKAPK?2 | mitogen-activated protein
20 | MAPKAPK2? | Entrez, kinase-activated protein 1298 |0.334 0.0018 Yes
Source kinase 2
MAPK3 mitogen-activated protein
21 | MAPK3 Entrez, og P 1303 |0.334 0.0056 Yes
kinase 3
Source
MAPK?7 mit n-activated protein
22 | MAPK? Entrez, 1togen-activated prote 1333 |0.330 |0.0078 |Yes
kinase 7
Source
MAPKAPK3 | mitogen-activated protein
23 | MAPKAPK3 | Entrez, kinase-activated protein 1346 |0.329 0.0111 Yes
Source kinase 3
RPS6KAL ribosomal protein S6 kinase
24 | RPS6KA1 Entrez, P . ’ 1352 0.328 0.0147 Yes
90kDa, polypeptide 1
Source
25 | NLRP3 1374 |0.326 0.0175 Yes
CTSB
26 |CTSB Entrez, cathepsin B 1394 |0.325 0.0203 Yes
Source
UNC93B1
27 |UNC93B1 |Entrez, unc-93 homolog B1 (C. 1459 |0.318 |0.0204 |Yes
elegans)
Source
NFKBIA nuclear factor of kappa light
28 | NEKBIA Entrez, polypeptide gene enhancerin | 1569 |0.308 0.0177 Yes
Source B-cells inhibitor, alpha
MEFV
29 | MERV Entrez, Mediterranean fever 1623 [0.301 0.0185 Yes
Source
coss | D% e, geey
30 | CD55 Entrez, 9 1660 |0.297 0.0203 Yes
E— - complement (Cromer blood
Source
_ group)
CASP9 caspase 9, apoptosis-related
31 |CASP9 Entrez, pase =, apop 1719 |0.291  |0.0207 |Yes
cysteine peptidase
Source
IRF2
32 |IRF2 Entrez, interferon regulatory factor 2 1778 |0.285 0.0212 Yes
Source
CARDI caspase recruitment domain
33 | CARDY Entrez, b U N 11843 0279 |0.0213 |Yes
Source family, member 9
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CASP4 caspase 4, apoptosis-related
34 | CASP4 Entrez, pase 4, apop 1901 |0.275  |0.0218  |Yes
cysteine peptidase
Source
NFKBIB nuclear factor of kappa light
35 | NEKBIB Entrez, polypeptide gene enhancer in {1939 |0.271 0.0235 Yes
Source B-cells inhibitor, beta
TICAML toll-like receptor adaptor
36 |TICAM1 | Entrez, P P 1942 0271  |0.0274  |Yes
molecule 1
Source
P2RX7 urinergic receptor P2X
37 | P2RX7 Entrez, purinergic recep ’ 2007 |0.264 |0.0275  |Yes
ligand-gated ion channel, 7
Source
CR1 complement component
38 |CR1 Entrez, (3b/4b) receptor 1 (Knops 2072 ]0.259 0.0276 Yes
Source blood group)
TLR5
39 |TLR5 Entrez, toll-like receptor 5 2105 |0.256 0.0296 Yes
Source
DNM2
40 |DNM2 Entrez, dynamin 2 2112 | 0.256 0.0333 Yes
Source
MAP2K2 mitogen-activated protein
41 |MAP2K2  |Entrez, yrogen-activated prote 2119 |0.256 |0.0369 | Yes
kinase kinase 2
Source
42 | NLRC4 2126 |0.255 0.0405 Yes
43 |CNPY3 2143 |0.254 0.0435 Yes
IRAKL interleukin-1 receptor-
44 | IRAK1 Entrez, . . P 2148 0.253 0.0473 Yes
E— associated kinase 1
Source
MAPK12 mitogen-activated protein
45 |MAPK12 |Entrez, oy P 2168 [0.252  |0.0501 |Yes
kinase 12
Source
CREBBP - .
46 |CREBBP |Entrez, CREB binding protein 2199 |0.249 |0.0523 |Yes
(Rubinstein-Taybi syndrome)
Source
TLR4
47 |TLR4 Entrez, toll-like receptor 4 2237 |0.246 0.0540 Yes
Source
v-rel reticuloendotheliosis viral
RELA oncogene homolog A, nuclear
48 |RELA Entrez, factor of kappa light 2240 |0.246 0.0579 Yes
Source polypeptide gene enhancer in
B-cells 3, p65 (avian)
JUN
49 | JUN Entrez, jun oncogene 2253 |0.245 0.0612 Yes
Source
IRF7
50 |IRFY Entrez, interferon regulatory factor 7 | 2303 |0.241 0.0622 Yes
Source
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MAPK14 mitogen-activated protein
51 |MAPK14 | Entrez, nog P 2321 |0.239  |0.0652 |Yes
kinase 14
Source
RNF135
52 | RNE135 Entrez, ring finger protein 135 2412 |0.234 0.0636 Yes
Source
ZBP1
53 |ZBP1 Entrez, Z-DNA binding protein 1 2480 |0.228 0.0636 Yes
Source
54 | NLRC5 2538 |0.224 0.0641 Yes
PLCG2 hospholipase C, gamma 2
55 |PLCG2  |Entrez, ~ |PTOSPTIOIPase , aMMa L ' oseg 10223 [0.0669 | Yes
(phosphatidylinositol-specific)
Source
TRIM25
56 | TRIM25 Entrez, tripartite motif-containing 25 2559 |0.223 0.0709 Yes
Source
MAP2KY mitogen-activated protein
57 | MAP2KY7 Entrez, ntogen- P 2604 |0.220 0.0722 Yes
kinase kinase 7
Source
RIPK3 receptor-interacting serine-
58 |RIPK3 Entrez, pror-int 9 2625 |0.219 |0.0750 |Yes
threonine kinase 3
Source
DNM1
59 | DNM1 Entrez, dynamin 1 2645 ]0.218 0.0778 Yes
Source
PRKCSH L
60 |PRKCSH |Entrez, protein kinase C substrate | yeq1 10516 |0.0797 | Yes
80K-H
Source
PANX1
61 | PANX1 Entrez, pannexin 1 2702 |0.214 0.0825 Yes
Source
CTSS
62 | CTSS Entrez, cathepsin S 2847 |0.203 0.0777 Yes
Source
PSTPIP1 proline-serine-threonine
63 | PSTPIP1 Entrez, phosphatase interacting 2867 |0.202 0.0805 Yes
Source protein 1
RIPK1 . .
64 | RIPK1 Entrez, receptor (TNFRSF)-interacting | yaq, 10500 |0.0827 | Yes
serine-threonine kinase 1
Source
TLR1
65 |TLR1 Entrez, toll-like receptor 1 2913 |0.199 0.0858 Yes
Source
TLR9
66 | TLR9 Entrez, toll-like receptor 9 2963 |0.196 0.0868 Yes
Source
UBA52 ubiquitin A-52 residue
67 | UBA52 Entrez, ribosomal protein fusion 2974 |0.195 0.0902 Yes
Source product 1
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PELI3
68 | PELI3 Entrez, pellino homolog 3 (Drosophila) | 2983 | 0.195 0.0937 Yes
Source
RIPK2 receptor-interacting serine-
69 |RIPK2 Entrez, pror-int 9 3030 |0.192 |0.0949  |Yes
threonine kinase 2
Source
PELI2
70 |PELI2 Entrez, pellino homolog 2 (Drosophila) | 3096 |0.187 0.0949 Yes
Source
PPP2R5D | protein phosphatase 2,
71 | PPP2R5D |Entrez, regulatory subunit B (B56), 3189 ]0.182 0.0933 Yes
Source delta isoform
RPS6KA2 ribosomal protein S6 kinase
72 | RPS6KA2 Entrez, P ) ' 3237 (0.180 0.0944 Yes
90kDa, polypeptide 2
Source
NFKB2 nuclear factor of kappa light
73 | NEKB2 Entrez, polypeptide gene enhancer in | 3240 |0.180 0.0983 Yes
Source B-cells 2 (p49/p100)
SIGIRR single immunoglobulin and
74 | SIGIRR Entrez, toll-interleukin 1 receptor (TIR) | 3273 [0.177 0.1004 Yes
Source domain
OTUD5
75 | OTUD5S Entrez, OTU domain containing 5 3435 |[0.169 0.0945 Yes
Source
TXNIP
76 | TXNIP Entrez, thioredoxin interacting protein | 3491 |0.166 0.0951 Yes
Source
DUSP6
77 | DUSP6 Entrez, dual specificity phosphatase 6 | 3497 |0.165 0.0988 Yes
Source
PPP2CB protein phosphatase 2
78 | PPP2CB Entrez, (formerly 2A), catalytic 3527 |0.164 0.1011 Yes
Source subunit, beta isoform
IRAKZ interleukin-1 receptor-
79 | IRAK2 Entrez, . . P 3554 |0.162 0.1035 Yes
E— T associated kinase 2
Source
DUSP3 dual specificity phosphatase 3
80 | DUSP3 Entrez, (vaccinia virus phosphatase 3579 |0.161 0.1060 Yes
Source VH1-related)
UBE2D1 ubiquitin-conjugating enzyme
81 |UBE2D1 Entrez, E2D 1 (UBC4/5 homolog, 3635 |0.158 0.1066 Yes
Source yeast)
TLRS8
82 | TLR8 Entrez, toll-like receptor 8 3722 |0.153 0.1054 Yes
Source
LGALS3 lectin, galactoside-bindin
83 |LGALS3 |Entrez, ' 9 : 9 13779 |0150 |0.1060 |Yes
soluble, 3 (galectin 3)
Source
DAK . .
84 |DAK Entrez, dihydroxyacetone kinase 2| 3955 1146 01049 | Yes
—Source homolog (S. cerevisiae)
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DDX58
85 | DDX58 Entrez, DEAD (Asp-Glu-Ala-Asp) box | 5906 10144 [0.1063 | Yes
polypeptide 58
Source
CASP1 caspase 1, apoptosis-related
86 | CASP1 Entrez, cysteine peptidase (interleukin | 3914 |0.143 0.1099 Yes
Source 1, beta, convertase)
87 | NOD2 3957 0.141 0.1113 Yes
HERC5
88 | HERC5S Entrez, hect domain and RLD 5 3969 |0.140 0.1147 Yes
Source
BTK Bruton agammaglobulinemia
89 |BTK Entrez, N ag: 9 4079 |0.135 |0.1120  |Yes
tyrosine kinase
Source
MAPK1 mit n-activated protein
90 | MAPK1 Entrez, ntogen-activated prote 4088 |0.135 [0.1155 |Yes
kinase 1
Source
91 |NOD1 4174 0.130 0.1143 Yes
CD4
92 |CD4 Entrez, CD4 molecule 4341 |0.121 0.1082 Yes
Source
DDOST dolichyl-
93 | DDOST Entrez, diphosphooligosaccharide- 4352 |0.120 0.1115 Yes
Source protein glycosyltransferase
TRAF6 .
94 | TRAF6 Entrez, TNF receptor-associated 4370 (0119  |0.1145  |Yes
factor 6
Source
EP300
95 | EP300 Entrez, E1A binding protein p300 4377 ]0.119 0.1181 Yes
Source
TIRAP toll-interleukin 1 receptor (TIR)
96 | TIRAP Entrez, domain containing adaptor 4478 |0.114 0.1160 Yes
Source protein
FADD .
97 | FADD Entrez, Fas (TNFRSF6)-associated | 1195 10113 01190 | Yes
= via death domain
Source
CASP8 caspase 8, apoptosis-related
98 | CASPS Entrez, pase o, apop 4542 0110  [0.1202  |Yes
cysteine peptidase
Source
TLR7
99 |TLRY Entrez, toll-like receptor 7 4580 |0.109 0.1220 Yes
Source
MAP2K1 mitogen-activated protein
100 | MAP2K1  |Entrez, 1rtogen-activated protel 4676 |0.104  [0.1202  |Yes
kinase kinase 1
Source
IRAKS interleukin-1 receptor-
101 | IRAK3 Entrez, . . P 4839 0.096 0.1143 Yes
E— = associated kinase 3
Source
CCR2 . .
102 | cCR2 Entrez, chemokine (C-C motif) 4852 |0.096 [0.1175  |Yes
Source receptor 2
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PIN1 rotein (peptidylprolyl cis/trans
103 | PIN1 Entrez, P peptidylproly! CIS/t 4862 |0.095 |0.1210 |Yes
isomerase) NIMA-interacting 1
Source
PCBP2
104 | PCBP2 Entrez, poly(rC) binding protein 2 4922 10.092 0.1214 Yes
Source
ECSIT
105 | ECSIT Entrez, ECSIT homolog (Drosophila) |4968 |0.090 0.1226 Yes
Source
BCL2L1
106 | BCL2L1 Entrez, BCL2-like 1 5148 |0.082 0.1157 Yes
Source
PELI1
107 | PELI1 Entrez, pellino homolog 1 (Drosophila) | 5314 | 0.074 0.1096 Yes
Source
IKBKB inhibitor of kappa light
108 | IKBKB Entrez, polypeptide gene enhancerin |5326 |0.074 0.1129 Yes
Source B-cells, kinase beta
TNFAIP3 tumor necrosis factor, alpha-
109 | TNFAIP3 Entrez, . ; » &P 5417 |0.070 0.1114 Yes
induced protein 3
Source
TLR2
110 | TLR2 Entrez, toll-like receptor 2 5493 |0.067 0.1108 Yes
Source
111 | TAB1 5643 |0.059 0.1057 Yes
IRF3
112 | IRE3 Entrez, interferon regulatory factor 3 5701 |0.056 0.1062 Yes
Source
MAP2KE mitogen-activated protein
113 | MAP2K6 | Entrez, nogen- P 5718 |0.055 |0.1093  |Yes
kinase kinase 6
Source
TLR3
114 | TLR3 Entrez, toll-like receptor 3 5800 |0.052 0.1083 Yes
Source
ELK1
115 | ELK1 Entrez, ELK1, member of ETS 5811 |0.052 |0.1117  |Yes
S — oncogene family
Source
DUSP7
116 | DUSPY Entrez, dual specificity phosphatase 7 | 5812 |0.051 0.1157 Yes
Source
117 | UBAY 5857 |0.050 0.1170 Yes
caspase 2, apoptosis-related
CASP2 cysteine peptidase (neural
118 | CASP2 Entrez, precursor cell expressed, 5926 |0.046 0.1168 Yes
Source developmentally
down-regulated 2)
LY86
119 |LY86 Entrez, lymphocyte antigen 86 6014 |0.043 0.1155 Yes
Source
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MAPK13 mitogen-activated protein
120 | MAPK13 | Entrez, nog P 6044 |0.041 |0.1177  |Yes
kinase 13
Source
TRAF2 .
121 | TRAF2 Entrez, TNF receptor-associated 6167 |0.037 |0.1143  |Yes
factor 2
Source
122 | NLRP1 6315 |0.030 0.1093 Yes
TICAMZ toll-like receptor adaptor
123|TICAM2 | Entrez, P P 6415 |0.026 |0.1072 |Yes
molecule 2
Source
APP amyloid beta (A4) precursor
124 | APP Entrez, protein (peptidase nexin-Il, 6680 |0.014 0.0951 Yes
Source Alzheimer disease)
PPP2CA protein phosphatase 2
125 | PPP2CA Entrez, (formerly 2A), catalytic 6847 |0.007 0.0890 Yes
Source subunit, alpha isoform
MAP2K4 mitogen-activated protein
126 | MAP2K4 | Entrez, nogen- P 6858 |0.007 |0.0923 |Yes
kinase kinase 4
Source
CD180
127 | CD180 Entrez, CD180 molecule 6869 |0.006 0.0957 Yes
Source
TMEM189-
128 —UBE2V1 6970 |0.001 0.0936 Yes
C8A complement component 8
129 | C8A Entrez, o hg e dep ' |7344 |0.000 |0.0748 |Yes
Source pha polypep
c8B complement component 8
130 | C8B Entrez, P -omp : 7345 |0.000 |0.0788 |Yes
P beta polypeptide
Source
CFlI
131 | CFI Entrez, complement factor | 7405 |0.000 0.0792 Yes
Source
DEFB103A
132 | DEFB103A |Entrez, defensin, beta 103A 7551 |0.000 0.0743 Yes
Source
DEFB103B
133 | DEFB103B | Entrez, defensin, beta 103B 7552 10.000 0.0783 Yes
Source
DEFB104A
134 | DEFB104A |Entrez, defensin, beta 104A 7553 |0.000 0.0823 Yes
Source
DEFB104B
135 | DEFB104B |Entrez, defensin, beta 104B 7554 | 0.000 0.0863 Yes
Source
DEFB105A
136 | DEFB105A | Entrez, defensin, beta 105A 7555 | 0.000 0.0903 Yes
Source
DEFB105B
137 | DEFB105B | Entrez, defensin, beta 105B 7556 | 0.000 0.0943 Yes
Source
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138

DEFB106A

DEFB106A
Entrez,

Source

defensin, beta 106A

7557

0.000

0.0983

Yes

139

DEFB106B

DEFB106B
Entrez,

Source

defensin, beta 106B

7558

0.000

0.1023

Yes

140

DEFB107A

DEFB107A
Entrez,

Source

defensin, beta 107A

7559

0.000

0.1063

Yes

141

DEFB107B

DEFB107B
Entrez,

Source

defensin, beta 107B

7560

0.000

0.1103

Yes

142

DEFB108B

DEFB108B
Entrez,

Source

defensin, beta 108B

7561

0.000

0.1143

Yes

143

DEFB110

DEFB110
Entrez,

Source

defensin, beta 110

7562

0.000

0.1183

Yes

144

DEFB112

DEFB112
Entrez,

Source

defensin, beta 112

7563

0.000

0.1223

Yes

145

DEFB113

DEFB113
Entrez,

Source

defensin, beta 113

7564

0.000

0.1263

Yes

146

DEFB114

DEFB114
Entrez,

Source

defensin, beta 114

7565

0.000

0.1303

Yes

147

DEFB115

DEFB115
Entrez,

Source

defensin, beta 115

7566

0.000

0.1343

Yes

148

DEFB116

DEFB116
Entrez,

Source

defensin, beta 116

7567

0.000

0.1383

Yes

149

DEFB118

DEFB118
Entrez,

Source

defensin, beta 118

7568

0.000

0.1423

Yes

150

DEFB119

DEFB119
Entrez,

Source

defensin, beta 119

7569

0.000

0.1463

Yes

151

DEFB121

DEFB121
Entrez,

Source

defensin, beta 121

7570

0.000

0.1503

Yes

152

DEFB123

DEFB123
Entrez,

Source

defensin, beta 123

7571

0.000

0.1543

Yes

153

DEFB125

DEFB125
Entrez,

Source

defensin, beta 125

7572

0.000

0.1583

Yes

154

DEFB126

DEFB126
Entrez,

Source

defensin, beta 126

7573

0.000

0.1623

Yes
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155

DEFB127

DEFB127
Entrez,

Source

defensin, beta 127

7574

0.000

0.1663

Yes

156

DEFB128

DEFB128
Entrez,

Source

defensin, beta 128

7575

0.000

0.1703

Yes

157

DEFB129

DEFB129
Entrez,

Source

defensin, beta 129

7576

0.000

0.1743

Yes

158

DEFB130

DEFB130
Entrez,

Source

defensin, beta 130

7577

0.000

0.1783

Yes

159

DEFB131

DEFB131
Entrez,

Source

defensin, beta 131

7578

0.000

0.1823

Yes

160

DEFB132

7579

0.000

0.1863

Yes

161

DEFB134

DEFB134
Entrez,

Source

7581

0.000

0.1903

Yes

162

DEFB135

7582

0.000

0.1943

Yes

163

DEFB136

DEFB136
Entrez,

Source

7583

0.000

0.1983

Yes

164

DEFB4A

7584

0.000

0.2023

Yes

165

DEFB4B

7585

0.000

0.2063

Yes

166

IENA1

IFNA1
Entrez,
Source

interferon, alpha 1

7906

0.000

0.1907

Yes

167

IENA10

IFNA10
Entrez,

Source

interferon, alpha 10

7907

0.000

0.1947

Yes

168

IENA14

IFNA14
Entrez,

Source

interferon, alpha 14

7909

0.000

0.1987

Yes

169

IENA16

IFNA16
Entrez,

Source

interferon, alpha 16

7910

0.000

0.2027

Yes

170

IENA2

IFNA2
Entrez,
Source

interferon, alpha 2

7911

0.000

0.2067

Yes

171

IENA4

IFNA4
Entrez,
Source

interferon, alpha 4

7912

0.000

0.2107

Yes

172

IENAG

IFNAG6
Entrez,
Source

interferon, alpha 6

7913

0.000

0.2147

Yes

173

IENA7

IFNA7
Entrez,
Source

interferon, alpha 7

7914

0.000

0.2187

Yes
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IFNA8
174 | IENA8 Entrez, interferon, alpha 8 7915 |0.000 0.2227 Yes
Source
MBL2 mannose-binding lectin
175 | MBL2 Entrez, (protein C) 2, soluble (opsonic |8202 |0.000 0.2092 No
Source defect)
SAAL
176 | SAAL Entrez, serum amyloid Al 8920 |0.000 0.1693 No
Source
PIK3C3 . .
177 | PIK3C3 Entrez, phosphoinositide-3-kinase, | 9576 | 5012 101337 |No
class 3
Source
IKBKE inhibitor of kappa light
178 | IKBKE Entrez, polypeptide gene enhancerin |9575 |-0.012 0.1374 No
Source B-cells, kinase epsilon
AGER advanced glycosylation end
179 | AGER Entrez, glycosy 9841 |-0.026 |0.1252  |No
product-specific receptor
Source
TLR6
180 | TLR6 Entrez, toll-like receptor 6 9891 |-0.029 0.1262 No
Source
UBE2D3 ubiquitin-conjugating enzyme
181 | UBE2D3 Entrez, E2D 3 (UBC4/5 homolog, 9995 |-0.034 0.1239 No
Source yeast)
HSP90B1 .
182 | HSP90B1 | Entrez, heat shock protein 90kDabeta | ;15 | 5035 |0.1269 | No
(Grp94), member 1
Source
183 | MEF2C Entrez,  POWPEPIAE 116114 10039  [0.1248  |No
C (myocyte enhancer factor
Source
2C)
184 | MAVS 10136 |-0.040 0.1275 No
PPPZRIB | (i requiator
185| PPP2R1B | Entrez, Ty 2), reguiatory 10247 |-0.046 |0.1248  |No
subunit A (PR 65), beta
Source .
isoform
UBE2D2 ubiquitin-conjugating enzyme
186 | UBE2D2 Entrez, E2D 2 (UBC4/5 homolog, 10340 |-0.051 0.1231 No
Source yeast)
CFH
187 | CEFH Entrez, complement factor H 10352 |-0.051 0.1265 No
Source
CFD
188 | CED Entrez, complement factor D (adipsin) | 10354 |-0.051 0.1304 No
Source
ISG15
189 |1SG15 Entrez, ISG15 ubiquitin-like modifier | 10422 |-0.054 0.1303 No
Source
IFIH1 . . .
190 | IFIH1 Entrez, interferon induced with 10465 |-0.056 [0.1317  |No
Source helicase C domain 1
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MAPK3 mitogen-activated protein
191 | MAPK9 Entrez, nog P 10604 |-0.062 |0.1273  |No
kinase 9
Source
IRAKA interleukin-1 receptor-
192 | IRAK4 Entrez, . . P 10642 |-0.064 0.1290 No
- _ associated kinase 4
Source
TXN
193 | TXN Entrez, thioredoxin 10795 |-0.072 0.1237 No
Source
RPS6KAS ribosomal protein S6 kinase
194 | RPS6KA5S Entrez, P . ’ 10905 |-0.077 0.1211 No
90kDa, polypeptide 5
Source
TRAF3 .
195 | TRAF3 Entrez, TNF receptor-associated 11004 |-0.083 |0.1191 |No
factor 3
Source
MEF2A | ior . nolypeptide
196 | MEF2A Entrez, » POYPEPUCE | 11045 | 0.085 |0.1206  |No
A (myocyte enhancer factor
Source
=== 2A)
CREBL cAMP responsive element
197 | CREB1 Entrez, - P . 11115 |-0.088 0.1204 No
binding protein 1
Source
PIK3R4 . .. .
198 | PIK3R4 Entrez, phosphoinositide-3-kinase, | 1,156 | 5088 |0.1242 | No
regulatory subunit 4, p150
Source
CTSK
199 | CTSK Entrez, cathepsin K (pycnodysostosis) | 11276 |-0.096 0.1187 No
Source
CD46
200 | CD46 Entrez, CD46 molecule, complement | 1,507 | 5097 01221 |No
- regulatory protein
Source
CHUK conserved helix-loop-helix
201 | CHUK Entrez, .. . P 11297 |-0.097 0.1255 No
E— P ubiquitous kinase
Source
RPS6KA3 ribosomal protein S6 kinase
202 | RPS6KA3 | Entrez, P . ' 11380 |-0.101 0.1245 No
90kDa, polypeptide 3
Source
CASP10 caspase 10, apoptosis-related
203|CASP10 | Entrez, pase 11, apop 11594 |-0.112 |0.1155 |No
cysteine peptidase
Source
MAPK11 mitogen-activated protein
204 | MAPK11 Entrez, . 9 P 11601 |-0.112 0.1191 No
kinase 11
Source
205 | UBE2K 11621 |-0.114 0.1220 No
MAPKS mitogen-activated protein
206 | MAPKS Entrez, og valed protel 11676 |-0.117 |0.1227  |No
kinase 8
Source
ZFYVE20 . . .
207 | ZEYVE20 | Entrez, Zinc finger, FYVE domain 11813 |-0.125 |0.1184  |No
Source containing 20
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TANK TRAF family member-

208 | TANK Entrez, . y . 11932 |-0.132 0.1151 No

- - associated NFKB activator

Source
RNF125

209 | RNF125 Entrez, ring finger protein 125 11988 |-0.135 0.1158 No
Source

210 | TAB2 11989 |-0.136 0.1198 No

211 | TAB3 12064 |-0.139 0.1193 No
HSP90AB1 | heat shock protein 90kDa

212 | HSP90AB1 | Entrez, alpha (cytosaolic), class B 12178 |-0.146 0.1163 No
Source member 1
TBK1

213 | TBK1 Entrez, TANK-binding kinase 1 12282 |-0.153 0.1140 No
Source

214 | DHX58 12348 |-0.157 0.1141 No
LGMN

215 | LGMN Entrez, legumain 12396 |-0.159 0.1152 No
Source
DUSP4

216 | DUSP4 Entrez, dual specificity phosphatase 4 | 12832 |-0.185 0.0926 No
Source
ATF1

217 | ATF1 Entrez, activating transcription factor 1 | 12836 |-0.185 0.0964 No
Source
CAPZA1 capping protein (actin

218 | CAPZAl Entrez, filament) muscle Z-line, alpha | 13006 |-0.197 0.0901 No
Source 1
AIM2

219 | AIM2 Entrez, absent in melanoma 2 13109 |-0.204 0.0878 No
Source
UBE2N ubiquitin-conjugating enzyme

220 | UBE2N Entrez, E2N (UBC13 homolog, yeast) 13454 |-0.225 0.0708 No
Source
ATG12

221 | ATG12 Entrez, ATG12 autophagy related 12|, 5575 | g 934 [0.0675 | No
_ homolog (S. cerevisiae)
Source
CCR6 . )

222| CCR6 Entrez, chemokine (C-C motif) 13587 |-0.235 |0.0708  |No

receptor 6

Source
TAX1BP1 .

223| TAX1BP1 |Entrez, Tax1 (human T-cellleukemia |, 5000 | 937 00725 | No

virus type 1) binding protein 1

Source

224 | SIKE1 13719 |-0.243 0.0709 No
CAPZA2 capping protein (actin

225 | CAPZA2 Entrez, filament) muscle Z-line, alpha | 13721 |-0.243 0.0748 No
Source 2
MAP3KY mitogen-activated protein

226 | MAP3K7 | Entrez, Hogen- edp 13808 |-0.250 |0.0735  |No
Source kinase kinase kinase 7

30.10.2014 15:55



Details for gene set REACTOME_INNATE_IMMUNE_SYSTEMI[GSEA] file://///server2/shared/Neurogenetik/ProjectsGrantsManuscripts/micro...

15 of 16

CYLD cylindromatosis (turban tumor
227 | CYLD Entrez, y 14012 |-0.265 0.0651 No
- pr—— syndrome)
Source
C5
228 | C5 Entrez, complement component 5 14053 |-0.268 0.0667 No
Source
ATF2
229 | ATF2 Entrez, activating transcription factor 2 | 14094 |-0.270 0.0682 No
Source
ATG5
230 | ATG5 Entrez, ATGS autophagy related 5 14104 |-0271 |0.0717  |No
homolog (S. cerevisiae)
Source
MAP3K1 mit tivated tei
231 | MAP3K1 |Entrez, nogen-activated protein 14140 |-0.274 |0.0735 |No
kinase kinase kinase 1
Source
BIRC2 .
232 | BIRC2 Entrez, baculoviral IAP repeat- 14301 |-0.287 |0.0678 |No
containing 2
Source
PROS1
233 | PROS1 Entrez, protein S (alpha) 14494 |-0.304 0.0600 No
Source
S100A12 . - .
234|S100A12 | Entrez, iigo calcium binding protein |, 5060 | 362 [0.0200 | No
Source
EEAL early endosome antigen 1
235 | EEAL Entrez, y gen L, 15171 |-0.375 |0.0268  |No
162kD
Source
CaA complement component 4A
236 | C4A Entrez, P P 15335 |-0.399 |0.0208 |No
(Rodgers blood group)
Source
LY96
237 | LY96 Entrez, lymphocyte antigen 96 15348 |-0.402 0.0241 No
Source
TLR10
238 | TLR10 Entrez, toll-like receptor 10 15632 |-0.455 0.0108 No
Source
HMGB1
239 | HMGB1 Entrez, high-mobility group box 1 15709 |-0.473 0.0101 No
Source
1S complement component 1, s
240| C1S Entrez, P P ’ 15778 |-0.491 |0.0100 |No
subcomponent
Source
BIRC3 .
241 | BIRC3 Entrez, baculoviral IAP repeat- 16003 |-0.570 |0.0003  |No
I containing 3
Source
S100B . - .
242 | S100B Entrez, :100 calcium binding protein 1,415 | 5574 00038 | No
Source
243 | CDK1 16162 |-0.651 -0.0013 No
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BCL2
244 | BCL2 Entrez, B-cell CLL/lymphoma 2 16306 |-0.763 -0.0061 No
Source
DEFA5 .
245 | DEFA5 Entrez, defensin, alpha 5, Paneth 16350 |-0.817 |-0.0047 |No
cell-specific
Source
RPS27A
246 | RPS27A Entrez, ribosomal protein S27a 16409 |-0.913 -0.0043 No
Source
C4BPB complement component 4
247 | C4BPB Entrez, . p . P 16453 |-1.009 -0.0029 No
binding protein, beta
Source
DEFA3 . .
248 | DEFA3 Entrez, defensin, alpha 3, neutrophil- | 1 oo | 3 494 [.0.0049 | No
specific
Source
DEFA4
249 | DEFA4 Entrez, defensin, alpha 4, corticostatin | 16563 |-1.588 -0.0015 No
Source
250 | DEFA1B 16592 |-2.342 0.0008 No

REACTOME_INNATE_IMMUNE_SYSTEM: Random
ES distribution
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Fig 2: REACTOME_INNATE_IMMUNE_SYSTEM: Random ES distribution
Gene set null distribution of ES for REACTOME_INNATE_IMMUNE_SYSTEM
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Table: GSEA Results Summary

Dataset PARK4_differential_expression_5vs5 20140911
Phenotype NoPhenotypeAvailable

Upregulated in class disease

GeneSet KEGG_ENDOCYTOSIS

Enrichment Score (ES) 0.27330062

Normalized Enrichment Score (NES)|| 3.9454603

Nominal p-value 0.0
FDR g-value 0.0
FWER p-Value 0.0

Enrichment plot: KEGG_ENDOCYTOSIS

0.2754
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Fig 1: Enrichment plot: KEGG_ENDOCYTOSIS
Profile of the Running ES Score & Positions of GeneSet Members on the Rank
Ordered List

Table: GSEA details [plain text format]

| ” PROBE ” GENE ” GENE_TITLE ” RANK ” RANK ”RUNNING” CORE ”
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IN
SYMBOL GENE METRIC ES ENRICHMENT
SCORE
LIST
FGFR2 ffer syndrome
1 |EGFR2 Entrez, y © 112 0.871 -0.0006 | Yes
Jackson-Weiss syndrome)
Source
HLA-G . -
2 |HLA-G Entrez, HLA-G histocompatibility 1155|5890 00049 | Yes
antigen, class I, G
Source
3 AGAP1 244 0.663 0.0039 Yes
colony stimulating factor 1
CSF1R receptor, formerly
4 CSFI1R Entrez, McDonough feline sarcoma | 327 0.589 0.0051 Yes
Source viral (v-fms) oncogene
homolog
IQSEC2
5 IQSEC2 Entrez, IQ motif and Sec7 domain 2 |445 0.521 0.0042 Yes
Source
F2R coagulation factor Il
6 |F2R Entrez, gual 453 0.518 0.0100 | Yes
(thrombin) receptor
Source
HSPA1A
7 HSPA1A Entrez, heat shock 70kDa protein 1A 473 0.509 0.0151 Yes
Source
8 CXCR1 584 0.467 0.0146 Yes
HLA-C major histocompatibilit
9 |HLA-C Entrez, J patibriity 720 | 0.433 0.0126 | Yes
complex, class |, C
Source
CHMP2A chromatin modifying protein
10 |CHMP2A |Entrez, oA ying p 893  |0.393 0.0084  |Yes
Source
SRC v-src sarcoma (Schmidt-
11 |SRC Entrez, Ruppin A-2) viral oncogene | 900 0.392 0.0142 Yes
Source homolog (avian)
12 | ASAP3 977 0.382 0.0158 Yes
13 |CXCR2 1035 0.372 0.0185 Yes
RAB11FIP5 - .
14 | RABI1FIPS | Entrez, RABLL family interacting 1040 [0.372 00245 |Yes
protein 5 (class I)
Source
HLA-A major histocompatibilit
15 |HLA-A Entrez, J patbriity 1061 | 0.368 0.0295 | Yes
P complex, class I, A
Source
EPN1
16 |EPN1 Entrez, epsin 1 1064 0.368 0.0356 Yes
Source
HLA-B major histocompatibilit
17 |HLAB Entrez, ) hatibriity 1070 |0.367 0.0415 | Yes
Source complex, class |, B

2 of 11
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PARD6G par-6 partitioning defective 6
18 | PARDGEG Entrez, homolog gamma (C. 1088 0.364 0.0467 Yes
Source elegans)
AP2S1 adaptor-related protein
19 | AP2S1 Entrez, comp|ex2 § m‘;lsubumt 1160 |0.354 0.0486  |Yes
Source P »SI9
IL2RB
20 |IL2RB Entrez, interleukin 2 receptor, beta 1205 0.348 0.0521 Yes
Source
AP2A1 adaptor-related protein
21 | AP2A1 Entrez, P P . |1250 |0.340 0.0556  |Yes
complex 2, alpha 1 subunit
Source
ARRB2
22 | ARRB2 Entrez, arrestin, beta 2 1265 0.338 0.0610 Yes
Source
RAB5C
23 | RAB5C Entrez, RABSC, member RAS 1280 |0.336 0.0664 | Yes
oncogene family
Source
ADRB2 adrenergic, beta-2-, receptor
24 | ADRB2 Entrez, gic,  TECEPIOL | 1095 [0.334 0.0717  |Yes
surface
Source
LDLR low density lipoprotein
25 |LDLR Entrez, receptor (familial 1311 0.333 0.0770 Yes
Source hypercholesterolemia)
GRK4 G protein-coupled receptor
26 | GRK4 Entrez, > P P P 1363 |0.327 0.0801 |Yes
kinase 4
Source
CHMP6 chromatin modifying protein
27 |CHMP6  |Entrez, . ying p 1368 |0.327 0.0861 |Yes
Source
28 | ARAP1 1389 0.325 0.0911 Yes
PIP5K1C phosphatidylinositol-
29 | PIP5K1C |Entrez, 4-phosphate 5-kinase, type |, | 1498 0.314 0.0907 Yes
Source gamma
EHD1
30 |EHD1 Entrez, EH-domain containing 1 1594 0.305 0.0912 Yes
Source
IQSEC1
31 |IQSEC1 Entrez, IQ motif and Sec7 domain 1 | 1628 0.300 0.0954 Yes
Source
VPS37B acuolar protein sorting 37
32 |VPS37B  |Entrez, vacuiolar protein sorting 1631 | 0.300 0.1015 |Yes
homolog B (S. cerevisiae)
Source
HLA-F major histocompatibilit
33 |HLA-F Entrez, J patibriity 1670 |0.296 0.1054  |Yes
= complex, class |, F
Source
PARD3 . .
34 |PARD3 Entrez, par-3 partitioning defective 3 | qaq | g4 0.1105  |Yes
Source homolog (C. elegans)
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RAB11B
35 |RAB1IB |Entrez, RABILB, member RAS 1808 | 0.282 0.1095  |Yes
oncogene family
Source
HLA-E major histocompatibilit
36 |HLA-E Entrez, J hatibriity 1823 |0.281 0.1149 Yes
complex, class I, E
Source
AP2M1 adaptor-related protein
37 | AP2M1 Entrez, P P . 1836 | 0.280 0.1204  |Yes
complex 2, mu 1 subunit
Source
VPS37C vacuolar protein sorting 37
38 |VPS37C  |Entrez, P ng 1850 |0.279 0.1258 | Yes
homolog C (S. cerevisiae)
Source
SH3GL1
39 | SH3GL1 Entrez, SH3-domain GRB2-like 1 1902 0.275 0.1289 Yes
Source
40 | ARAP3 1949 0.270 0.1323 Yes
ARRB1
41 |ARRB1 Entrez, arrestin, beta 1 2052 0.261 0.1323 Yes
Source
DAB2 disabled homolog 2,
42 | DAB2 Entrez, mitogen-responsive 2089 0.257 0.1363 Yes
Source phosphoprotein (Drosophila)
DNM2
43 | DNM2 Entrez, dynamin 2 2112 0.256 0.1412 Yes
Source
ADRBK1 adrenergic, beta, receptor
44 |ADRBK1 |Entrez, \ gic, beta, recep 2259 | 0.244 0.1385  |Yes
kinase 1
Source
PLD2
45 |PLD2 Entrez, phospholipase D2 2299 0.241 0.1424 Yes
Source
GRK6 G protein-coupled receptor
46 | GRK6 Entrez, P P P 2366 | 0.236 0.1446  |Yes
kinase 6
Source
CCR5 . .
47 |ccRrs Entrez, chemokine (C-C motif) 2369 |0.236  |0.1507  |Yes
- receptor 5
Source
vPS28 vacuolar protein sorting 28
48 |vPS28 Entrez, P ring 2447 |0.231 0.1522  |Yes
homolog (S. cerevisiae)
Source
GIT1 G protein-coupled receptor
49 |GIT1 Entrez, > protein-coup P 2498 | 0.227 0.1554  |Yes
kinase interactor 1
Source
SH3KBP1 L .
50 | SH3KBP1 |Entrez, SH3-domain kinase binding | 55, | 557 0.1614  |Yes
protein 1
Source
CHMP4B chromatin modifying protein
51 |CHMP4B |Entrez, i ying p 2592 | 0.221 0.1622  |Yes
Source
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RAB5B
52 |RAB5B  |Entrez, RABSB, member RAS 2641 |0.218  [0.1655 |Yes
oncogene family
Source
DNM1
53 |DNM1 Entrez, dynamin 1 2645 0.218 0.1715 Yes
Source
CLTB
54 |CLTB Entrez, clathrin, light chain (Lcb) 2661 0.217 0.1768 Yes
Source
RAB11FIP1 I .
55 | RABLLFIP1 |Entrez, RABLL family interacting 2765 |0.208  |0.1768 | Yes
protein 1 (class I)
Source
56 | AGAP2 2875 0.202 0.1763 Yes
57 | ACAP1 2924 0.198 0.1796 Yes
ARF6
58 | ARF6 Entrez, ADP-ribosylation factor 6 2958 0.196 0.1838 Yes
Source
HGS hepatocyte growth factor-
59 | HGS Entrez, regulated tyrosine kinase 3006 0.193 0.1872 Yes
Source substrate
60 | ASAP1 3046 0.191 0.1910 Yes
PRKCZ
61 | PRKCZ Entrez, protein kinase C, zeta 3069 0.189 0.1959 Yes
Source
RAB31
62 |RAB31 Entrez, RAB31, member RAS 3187 [0.182  |0.1950  |Yes
oncogene family
Source
HSPA2
63 | HSPA2 Entrez, heat shock 70kDa protein 2 | 3205 0.181 0.2002 Yes
Source
GRKS G protein-coupled receptor
64 | GRK5 Entrez, ’ P P P 3233 |0.180  [0.2048  |Yes
kinase 5
Source
TSG101
65 |TSG101 Entrez, tumor susceptibility gene 101 | 3360 0.173 0.2033 Yes
Source
EPN2
66 | EPN2 Entrez, epsin 2 3422 0.170 0.2058 Yes
Source
HRAS v-Ha-ras Harvey rat sarcoma
67 |HRAS Entrez, . y 3429 |0.170  [0.2116  |Yes
viral oncogene homolog
Source
68 | SMAP2 3452 0.168 0.2165 Yes
PIP5K1B phosphatidylinositol-
69 | PIP5K1B Entrez, 4-phosphate 5-kinase, type |, | 3477 0.167 0.2213 Yes
Source beta
CLTA
70 | CLTA Entrez, clathrin, light chain (Lca) 3531 0.164 0.2243 Yes
Source
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SNF8 SNF8, ESCRT-II complex
71 | SNE8 Entrez, subunit, homolog (S. 3709 0.154 0.2197 Yes
Source cerevisiae)
SMURF1 . L
72 | SMURF1 |Entrez, Sr'\gg'ijnfipea‘;'gcfe’ ubiquitin | 2056 | 0.148 0.2187  |Yes
Source P 9
SH3GLB1 . .
73 |SH3GLB1 |Entrez, SH3-domain GRB2-like 3835 | 0.147 0.2246 | Yes
endophilin B1
Source
PARDGA . .
74 |PARD6A | Entrez, par-6 partitioning defective 6 | 5o, |5 145 102281 | Yes
homolog alpha (C.elegans)
Source
CBL Cas-Br-M (murine) ecotropic
75 | CBL Entrez, retroviral transforming 3887 0.145 0.2340 Yes
Source sequence
GIT2 G protein-coupled receptor
76 | GIT2 Entrez, > prote b P 3894 |0.144  |0.2398 |Yes
kinase interactor 2
Source
EHD4
77 | EHD4 Entrez, EH-domain containing 4 3964 0.141 0.2418 Yes
Source
78 | ARFGAP?2 4069 0.136 0.2417 Yes
ARFGAP3 . .
79 | AREGAP3 |Entrez, ADP-ribosylation factor 4070 0136  |0.2479  |Yes
GTPase activating protein 3
Source
NEDDA4L neural precursor cell
80 | NEDDA4L Entrez, expressed, developmentally |4110 0.134 0.2518 Yes
Source down-regulated 4-like
CLTCL1
81 |CLTCL1 Entrez, clathrin, heavy chain-like 1 4263 0.125 0.2487 Yes
Source
TRAF6 .
82 |TRAE6  |Entrez, TNF receptor-associated | 070 10119 [0.2485 | Yes
factor 6
Source
HSPAG6 .
83 |HSPA6 | Entrez, heat shock 70kDaprotein 6 | 1y 19118 02530  |Yes
(HSP70B")
Source
RAB11FIP3 - .
84 | RAB1LFIP3|Entrez, RABLI family interacting 4456 | 0.115 0.2558 | Yes
protein 3 (class II)
Source
IL2RG interleukin 2 receptor,
85 |IL2RG Entrez, gamma (severe combined 4493 0.113 0.2598 Yes
Source immunodeficiency)
RAB11FIP4 . .
86 | RABI1FIP4 | Entrez, RABLI family interacting 4538 |0.111 02634  |Yes
protein 4 (class Il)
Source
ARFGAP1 . .
87 | AREGAP1 |Entrez, ADP-ribosylation factor 4574 0109  |0.2675 |Yes
Source GTPase activating protein 1
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AP2B1 adaptor-related protein
88 | AP2B1 Entrez, b P . 4858 |0.095 0.2565 | Yes
complex 2, beta 1 subunit
Source
RUFY1 .
89 |RUFY1 Entrez, S;’:'ai:: FI VE domain 5017 | 0.088 0.2531  |Yes
Source 9
CLTC
90 |CLTC Entrez, clathrin, heavy chain (Hc) 5107 0.084 0.2539 Yes
Source
RNF41
91 |RNF41 Entrez, ring finger protein 41 5163 0.081 0.2567 Yes
Source
SH3GLB2 . .
92 | SH3GLB2 |Entrez, SH3-domain GRB2-like 5183 [0.080  |0.2618  |Yes
endophilin B2
Source
EGF .
93 |EGF Entrez, epidermal growth factor 5247 |0.077 0.2642 | Yes
(beta-urogastrone)
Source
CBLB Cas-Br-M (murine) ecotropic
94 | CBLB Entrez, retroviral transforming 5277 0.076 0.2686 Yes
Source sequence b
HSPA1L .
95 |HSPAIL |Entrez, gﬁit:hoc" 7OkDaprotein | aea o072 |0.2697  |Yes
Source
PSD4 . .
96 |PsD4 Entrez, pleckstrin and Sec7 domain | g /o, 19070 |02722  |VYes
containing 4
Source
97 | ARAP2 5713 0.055 0.2609 Yes
PLD1 .
98 |PLD1 Entrez, phospholipase D1, . |5720 |0.055 0.2668 | Yes
phosphatidylcholine-specific
Source
AP2A2 adaptor-related protein
99 | AP2A2 Entrez, P P _ |s852 |0.050 0.2650 | Yes
S complex 2, alpha 2 subunit
ource
VPS4A vacuolar protein sorting 4
100 | VPS4A Entrez, P ng 5878 | 0.049 0.2697 | Yes
homolog A (S. cerevisiae)
Source
101 | ACAP3 5922 0.047 0.2733 Yes
CDC42 L
102|CDCa2  |Entrez, ~ |CeldVisioncycle 42 (GTP | oo 10057 02512 |No
binding protein, 25kDa)
Source
RAB11A
103| RAB11A  |Entrez, RABLIA, member RAS 6608 | 0.017 0.2441  |No
oncogene family
Source
CHMP4A chromatin modifying protein
104 | CHMP4A |Entrez, A ying p 6766 | 0.011 0.2408  |No
Source
SMAP1 stromal membrane-
105 | SMAP1 Entrez, . . 6768 0.010 0.2469 No
Source associated protein 1
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ITCH itchy homolog E3 ubiquitin
106 | ITCH Entrez, y homolog q 6977 |0.001  |0.2405  [No
protein ligase (mouse)
Source
CBLC Cas-Br-M (murine) ecotropic
107 | CBLC Entrez, retroviral transforming 7367 0.000 0.2231 No
Source sequence ¢
SH3GL2
108 | SH3GL2 Entrez, SH3-domain GRB2-like 2 8952 0.000 0.1330 No
Source
ADRBK2 adrenergic, beta, receptor
109 | ADRBK2 | Entrez, . gic, beta, recep 9349 |-0.002 [0.1151  |No
kinase 2
Source
CXCR4 . .
110 |CXCR4  |Entrez, chemokine (C-X-C motif) 9373 |-0.003 [0.1199  |No
receptor 4
Source
STAMBP
111 | STAMBP Entrez, STAM binding protein 9413 -0.004 0.1237 No
Source
CHMP2B chromatin modifying protein
112 |CHMP2B  |Entrez, B yingp 9476 |-0.007 |0.1262  |No
Source
RAB5A
113 |RABSA  |Entrez, | ADoA MeMbErRAS 9558 |-0.012 |0.1275  |No
oncogene family
Source
PIP5K1A phosphatidylinositol-
114 | PIP5K1A Entrez, 4-phosphate 5-kinase, type I, | 9610 -0.015 0.1306 No
Source alpha
EPS15 epidermal growth factor
115 | EPS15 Entrez, receptor pathway substrate | 9630 -0.015 0.1356 No
Source 15
VPS25 vacuolar protein sorting 25
116 | VPS25 Entrez, b ring 9669 |-0.018 [0.1395 |No
homolog (S. cerevisiae)
Source
117 | VPS45 9689 -0.019 0.1446 No
VPS3/D vacuolar protein sorting 37
118 | VPS37D  |Entrez, P ng 9786 |-0.024 |0.1450  [No
homolog D (S. cerevisiae)
Source
VPSA4B vacuolar protein sorting 4
119 |VPS4B  |Entrez, P n9 9960 [-0.033  [0.1407  [No
homolog B (S. cerevisiae)
Source
CHMP1B chromatin modifying protein
120 | CHMP1B |Entrez, s yingp 10306 [-0.049 |0.1259  |No
Source
STAM2 signal transducing adaptor
121 | STAM2 Entrez, molecule (SH3 domain and | 10472 |-0.056 0.1221 No
Source ITAM motif) 2
EHD3
122 | EHD3 Entrez, EH-domain containing 3 10661 |-0.065 0.1168 No
Source
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SMURF2 . L
123 SMURF2 | Entrez, SMAD specific E3 ubiquitin |1 1766 | 0067 |0.1204 | No
protein ligase 2
Source
124 | PIP4K2B 10770 |-0.071 0.1228 No
HSPAS8
125 | HSPAS8 Entrez, heat shock 70kDa protein 8 |10850 |-0.075 0.1242 No
Source
USP8
126 | USP8 Entrez, ubiquitin specific peptidase 8 | 10883 |-0.076 0.1284 No
Source
127 | CHMP3 11075 |-0.086 0.1230 No
128 | VTAL 11119 -0.088 0.1266 No
RAB22A
129 | RAB22A  |Entrez, RAB22A, member RAS 11149 |-0.089 |0.1311 No
oncogene family
Source
STAM signal transducing adaptor
130 | STAM Entrez, molecule (SH3 domain and 11228 |-0.094 0.1325 No
Source ITAM motif) 1
131 | ASAP2 11271 |-0.096 0.1362 No
TFRC transferrin receptor (p90
132 | TERC Entrez, pror (p=5, 11301 [-0.098 |0.1406  |No
CD71)
Source
133 | ACAP2 11500 |-0.108 0.1348 No
PDCD6IP rogrammed cell death 6
134 | PDCD6IP | Entrez, program . 11605 [-0.113  |0.1347 |No
interacting protein
Source
ZFYVE20 . . .
135| ZEYVE20 | Entrez, zincfinger, FYVE domain | 17415 | 9195 (01283 | No
containing 20
Source
IGF1R . -
136 | IGF1R Entrez, insulin-ike growth factor 1| 15576 | 153 |0.1064  |No
= receptor
Source
VPS37A vacuolar protein sorting 37
137|VPS37A  |Entrez, P g 12298 |-0.154 |0.1114 No
homolog A (S. cerevisiae)
Source
NEDDA4 neural precursor cell
138 | NEDDA4 Entrez, expressed, developmentally |12641 |-0.174 0.0968 No
Source down-regulated 4
DNM1L
139 | DNM1L Entrez, dynamin 1-like 12738 |-0.179 0.0972 No
Source
MDM2 Mdm?2, transformed 3T3 cell
140 | MDM2 Entrez, double minute 2, p53 binding | 12873 |-0.188 0.0952 No
Source protein (mouse)
HSPA1B
141 | HSPA1B Entrez, heat shock 70kDa protein 1B | 12990 |-0.196 0.0944 No
Source
RABEP1 .
142 |RABEP1 |Entrez, rabaptin, RAB GTPase 12996 [-0.196 |0.1003  |No
Source binding effector protein 1
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143 | PIKFYVE 13496 |-0.228 0.0762 No
RAB4A
144|RAB4A  |Entrez, | RAB4A MemberRAS 13500 |-0.228  [0.0822  |No
oncogene family
Source
fms-related tyrosine kinase 1
FLT1 (vascular endothelial growth
145 | FLT1 Entrez, grow 13931 |-0.259 0.0623 No
factor/vascular permeability
Source
factor receptor)
PRKCI
146 | PRKCI Entrez, protein kinase C, iota 13949 |-0.260 0.0674 No
Source
DNM3
147 | DNM3 Entrez, dynamin 3 14335 |-0.290 0.0502 No
Source
VPS36 vacuolar protein sorting 36
148 | VPS36 Entrez, P 9 14437 |-0.298 0.0503 No
(yeast)
Source
IL2ZRA
149 | IL2RA Entrez, interleukin 2 receptor, alpha | 14596 |-0.313 0.0469 No
Source
CHMPS chromatin modifying protein
150 |CHMP5 | Entrez, c ying p 14860 [-0.340  |0.0371  |No
Source
DNAJC6
151|DNAJC6 | Entrez, DnaJ (Hsp40) homolog, 15164 |-0.374 |0.0249  |No
subfamily C, member 6
Source
EEAL early endosome antigen 1
152 | EEAL Entrez, y gen L 115171 |-0375  [0.0308  [No
162kD
Source
KIT v-kit Hardy-Zuckerman 4
153 | KIT Entrez, feline sarcoma viral 15276 |-0.389 0.0306 No
Source oncogene homolog
PARDGB e .
154 | PARD6B | Entrez, par-6 partitioning defective 6 | | o410 | 398 |0.0344  |No
homolog beta (C. elegans)
Source
NTRK1 neurotrophic tyrosine kinase
155 |NTRK1  |Entrez, phicty ' [15422 |-0.414 |0.0343  |No
receptor, type 1
Source
WWP1 . -
156 | WWP1 | Entrez, WW domain containing B3 |15 0>5 | 5414 [0.0405  |No
ubiquitin protein ligase 1
Source
RAB11FIP2 . .
157 | RABL1FIP2 | Entrez, RABLL family interacting 15441 |-0.417 |0.0457  |No
protein 2 (class I)
Source
LDLRAP1 low density lipoprotein
158 | LDLRAP1 |Entrez, y lipoprotein 15583 |-0.444  |0.0433  |No
receptor adaptor protein 1
Source
PSD . .
159 | PSD Entrez, pleckstrin and Sec7 domain | 1765 | 5486 |0.0387  |No
Source containing
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ADRB1

160 | ADRB1 Entrez, adrenergic, beta-1-, receptor | 15782 |-0.493 0.0438 No
Source
FGFR4 .

161|FGFR4  |Entrez, | lDroblast growth factor 15003 [-0.529  [0.0427  |No
Source receptor 4

KEGG_ENDOCYTOSIS: Random ES distribution
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Table: GSEA Results Summary

Dataset PARK4_differential_expression_5vs5 20140911
Phenotype NoPhenotypeAvailable

Upregulated in class disease

GeneSet KEGG_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY
Enrichment Score (ES) 0.29090896

Normalized Enrichment Score (NES)||3.3466032

Nominal p-value 0.0
FDR g-value 0.0
FWER p-Value 0.0

Enrichment plot:
KEGG_TOLL_LIKE_RECEPTOR_SIGNALING_PATHW
AY
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Fig 1: Enrichment plot: KEGG_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY
Profile of the Running ES Score & Positions of GeneSet Members on the Rank
Ordered List

Table: GSEA details [plain text format]
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IN
SYMBOL GENE METRIC ES ENRICHMENT
SCORE
LIST
SPP1 secreted phosphoprotein 1
1 |SPP1 Entrez, (osteopontin, bone sialoprotein I, |23 1.289 0.0092 Yes
Source early T-lymphocyte activation 1)
CCL5
2 |CCL5 Entrez, chemokine (C-C motif) ligand 5 186 0.730 0.0101 Yes
Source
CCL4
3 |CCL4 Entrez, chemokine (C-C motif) ligand 4 334 0.581 0.0118 Yes
Source
PIK3R3 phosphoinositide-3-kinase,
4 |PIK3R3 |Entrez, regulatory subunit 3 (p55, 500 0.499 0.0125 Yes
Source gamma)
CD14
5 |CD14 Entrez, CD14 molecule 565 0.473 0.0192 Yes
Source
CXCL9
6 |CXCL9 |Entrez, chemokine (C-X-C motif) ligand 9 | 594 0.464 0.0282 Yes
Source
CCL3
7 |CCL3 Entrez, chemokine (C-C motif) ligand 3 664 0.444 0.0346 Yes
Source
FOS v-fos FBJ murine osteosarcoma
8 |EOS Entrez, . 800 0.411 0.0371 Yes
viral oncogene homolog
Source
PIK3R2 o .
9 |PIK3R2 |Entrez, |PhOSPhoinositide-3-kinase, 1023 |0.375 0.0343  |Yes
regulatory subunit 2 (p85 beta)
Source
MAP2K3 mitogen-activated protein kinase
10 | MAP2K3 | Entrez, oy P 1060  |0.369 0.0427  |Yes
kinase 3
Source
IKBKG inhibitor of kappa light
11 | IKBKG | Entrez, polypeptide gene enhancer in 1161 0.354 0.0473 Yes
Source B-cells, kinase gamma
MYD88 myeloid differentiation primar
12 |MYD88 |Entrez, y primary 11168 |0.353 0.0576  |Yes
response gene (88)
Source
MAPK3 mitogen-activated protein kinase
13| MAPK3 |Entrez, |3 g P 1303 |0.334 0.0601  |Yes
Source
IRF5
14| IRF5 Entrez, interferon regulatory factor 5 1356 0.328 0.0676 Yes
Source
NFKBIA | nuclear factor of kappa light
15 | NEKBIA | Entrez, polypeptide gene enhancer in 1569 0.308 0.0654 Yes
Source B-cells inhibitor, alpha
IL1B
16 |1L1B Entrez, interleukin 1, beta 1606 0.303 0.0739 Yes
Source
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TICAM1 toll-like receptor adaptor molecule
17 | TICAM1 |Entrez, |4 P P 1942  |0.271 0.0642 | Yes
Source
PIK3CG . .. .
18 | PIK3CG |Entrez, | PhOSPhoinositide-3-kinase, 2078  |0.258 0.0667  |Yes
catalytic, gamma polypeptide
Source
TLR5
19| TLR5 Entrez, toll-like receptor 5 2105 0.256 0.0757 Yes
Source
TOLLIP
20 |TOLLIP | Entrez, toll interacting protein 2109 0.256 0.0862 Yes
Source
MAP2K2 mit tivated tein ki
21 | MAP2K?2 | Entrez, nogen-activaled protein Kinase | 119 |0.256 0.0963  |Yes
kinase 2
Source
IRAKL interleukin-1 receptor-associated
22 | IRAK1 Entrez, . P 2148 0.253 0.1052 Yes
kinase 1
Source
MAPK12 mitogen-activated protein kinase
23|MAPK12 | Entrez, |7, 9 P 2168  |0.252 0.1147 Yes
Source
TLR4
24 | TLR4 Entrez, toll-like receptor 4 2237 0.246 0.1212 Yes
Source
v-rel reticuloendotheliosis viral
RELA oncogene homolog A, nuclear
25| RELA Entrez, factor of kappa light polypeptide | 2240 0.246 0.1318 Yes
Source gene enhancer in B-cells 3, p65
(avian)
JUN
26 | JUN Entrez, jun oncogene 2253 0.245 0.1417 Yes
Source
CD86
27 | CD86 Entrez, CD86 molecule 2281 0.243 0.1507 Yes
Source
IRF7
28 | IRF7 Entrez, interferon regulatory factor 7 2303 0.241 0.1600 Yes
Source
MAPK14 mitogen-activated protein kinase
29 |MAPK14 |Entrez, |7, 9 P 2321 |0.239 0.1696  |Yes
Source
PIK3R5 . .. .
30 | PIK3R5 |Entrez, | PhOSPhoinositide-3-kinase, 2452 [0.230 0.1724  |Yes
regulatory subunit 5, p101
Source
AKTL v-akt murine thymoma viral
31|AKTL |Entrez, Y 2555  |0.223 0.1769 | Yes
oncogene homolog 1
Source
MAP2K7 mitogen-activated protein kinase
32 | MAP2K? | Entrez, "og P 2604 |0.220 0.1846  |Yes
Source kinase 7
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PIK3CD hosphoinositide-3-kinase
33| PIK3CD |Entrez, EatalStic olta balemtide 2766 0208  |0.1855 |Yes
Source ’ Polypep
RIPK1 . .
34|RIPK1 |Entrez, |16CPIOr (TNFRSF)-nteracting 15097 19500 |0.1883 | Yes
serine-threonine kinase 1
Source
TLR1
35|TLR1 Entrez, toll-like receptor 1 2913 0.199 0.1980 Yes
Source
TLR9
36 | TLR9 Entrez, toll-like receptor 9 2963 0.196 0.2057 Yes
Source
RAC1 ras-related C3 botulinum toxin
37 |RAC1 Entrez, substrate 1 (rho family, small 3131 0.185 0.2062 Yes
Source GTP binding protein Rac1)
TNF .
38|TNE  |Entrez, | WUMmOr necrosis factor (TNF 3266 |0.178 02087  |Yes
superfamily, member 2)
Source
IFNAR1 .
39|IENARL |Entrez, | Mterferon (alpha, beta and 3272 |0.177 0.2190 Yes
omega) receptor 1
Source
STATL ignal transd r and activator of
40 |STAT1 |Entrez, |>9nd& 'ransducerand aclivaiorot | sgg, 10,161 0.2108 | Yes
transcription 1, 91kDa
Source
TLR8
41 |TLRS8 Entrez, toll-like receptor 8 3722 0.153 0.2132 Yes
Source
AKT2 v-akt murine thymoma viral
42| AKT2 | Entrez, Y 3872 |0.146 0.2148  |Yes
oncogene homolog 2
Source
MAPK1 mitogen-activated protein kinase
43|MAPK1 |Entrez, |7 9 P 4088 |0.135 0.2124  |Yes
Source
TRAF6
44 | TRAF6 | Entrez, TNF receptor-associated factor 6 | 4370 0.119 0.2060 Yes
Source
TIRAP toll-interleukin 1 receptor (TIR)
45 | TIRAP Entrez, domain containing adaptor 4478 0.114 0.2102 Yes
Source protein
FADD . .
46|FADD  |Entrez, |7 25 (TNFRSF6)-associatedvia | o5 | 193 02198 | Yes
death domain
Source
CASP8 caspase 8, apoptosis-related
47| CASP8 |Entrez, Pase o, apop 4542 |0.110 0.2277 | Yes
cysteine peptidase
Source
TLR7
48 | TLRY Entrez, toll-like receptor 7 4580 0.109 0.2361 Yes
Source
MAP2K1 mitogen-activated protein kinase
49 | MAP2K1 | Entrez, nog valed protein ki 4676  |0.104 0.2410  |Yes
Source kinase 1
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MAP3KS mitogen-activated protein kinase
50 | MAP3K8 | Entrez, . 9 . P 5008 0.088 0.2316 Yes
kinase kinase 8
Source
IKBKB inhibitor of kappa light
51 |IKBKB | Entrez, polypeptide gene enhancer in 5326 0.074 0.2230 Yes
Source B-cells, kinase beta
TLR2
52 |TLR2 Entrez, toll-like receptor 2 5493 0.067 0.2236 Yes
Source
NFKB1 nuclear factor of kappa light
53| NEKB1 |Entrez, polypeptide gene enhancer in 5575 0.062 0.2293 Yes
Source B-cells 1 (p105)
PIK3CB o .
54 | PIK3CB | Entrez, Ezfjst?g'g‘je‘:ﬁ;'d?":”;jg’ 5597 | 0.062 0.2387  |Yes
Source ’ polypep
55| TAB1 5643 0.059 0.2466 Yes
IFNAR2 .
56 | IENAR2 | Entrez, | Mterferon (alpha, beta and 5692 | 0.056 02544  |Yes
omega) receptor 2
Source
IRF3
57| IRE3 Entrez, interferon regulatory factor 3 5701 0.056 0.2645 Yes
Source
MAP2KG mitogen-activated protein kinase
58 | MAP2K6 | Entrez, 1og P 5718  |0.055 0.2742 | Yes
kinase 6
Source
TLR3
59 | TLR3 Entrez, toll-like receptor 3 5800 0.052 0.2799 Yes
Source
MAPK13 mitogen-activated protein kinase
60 | MAPK13 | Entrez, |7y 9 P 6044  |0.041 0.2758  |Yes
Source
TICAM2 toll-like receptor adaptor molecule
61| TICAM2 |Entrez, |, P P 6415  |0.026 0.2641  |Yes
Source
MAP2K4 mitogen-activated protein kinase
62 | MAP2K4 | Entrez, nog P 6858  |0.007 0.2479  |Yes
kinase 4
Source
IFNA1
63 | IENA1 Entrez, interferon, alpha 1 7906 0.000 0.1952 Yes
Source
IFNA10
64 | IENA1O |Entrez, interferon, alpha 10 7907 0.000 0.2058 Yes
Source
IFNA13
65| IENA13 | Entrez, interferon, alpha 13 7908 0.000 0.2164 Yes
Source
IFNA14
66 | IENA14 | Entrez, interferon, alpha 14 7909 0.000 0.2271 Yes
Source
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IFNA16
67 |IENA16 | Entrez, interferon, alpha 16 7910 0.000 0.2377 Yes
Source
IFNA2
68 | IENA2 Entrez, interferon, alpha 2 7911 0.000 0.2484 Yes
Source
IFNA4
69 | IENA4 Entrez, interferon, alpha 4 7912 0.000 0.2590 Yes
Source
IFNAG
70 | IENAG Entrez, interferon, alpha 6 7913 0.000 0.2696 Yes
Source
IFNA7
71| IENAY Entrez, interferon, alpha 7 7914 0.000 0.2803 Yes
Source
IFNAS
72 | IENA8 Entrez, interferon, alpha 8 7915 0.000 0.2909 Yes
Source
CD80
73| CD80 Entrez, CD80 molecule 9507 -0.009 0.2052 No
Source
interleukin 12A (natural killer cell
IL12A stimulatory factor 1, cytotoxic
74|IL12A  |Entrez, 'y &Y 9567 |-0012  |0.2123  |No
lymphocyte maturation factor 1,
Source
= p35)
IKBKE inhibitor of kappa light
75 | IKBKE | Entrez, polypeptide gene enhancer in 9575 -0.012 0.2225 No
Source B-cells, kinase epsilon
TLR6
76 | TLR6 Entrez, toll-like receptor 6 9891 -0.029 0.2140 No
Source
MAPK3 mitogen-activated protein kinase
77|MAPK9 |Entrez, | g 9 P 10604 |-0.062  |0.1816  |No
Source
IRAKA interleukin-1 receptor-associated
78|IRAK4 |Entrez, . P 10642 |-0.064  |0.1899 No
kinase 4
Source
TRAF3
79 | TRAF3 | Entrez, TNF receptor-associated factor 3 | 11004 -0.083 0.1787 No
Source
CTSK
80| CTSK Entrez, cathepsin K (pycnodysostosis) 11276 -0.096 0.1730 No
Source
CHUK conserved helix-loop-heli
81|CHUK |Entrez, nServea NetX-oop-hetix 11297 |-0097  |0.1824  |No
ubiquitous kinase
Source
MAPKI11 mitogen-activated protein kinase
82 | MAPK11 | Entrez, |7 9 P 11601 |-0.112 0.1747  |No
Source
MAPKS . . I
83 | MAPKS | Entrez, mitogen-activated protein kinase 11676  |-0.117 0.1808 No

8
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Source
CD40
84(CD40  |Entrez, | D40 molecule, TNFreceplor 141967 |.9134 (01739 |No
superfamily member 5
Source
85 | TAB2 11989 |-0.136 0.1833 No
TBK1
86 | TBK1 Entrez, TANK-binding kinase 1 12282 |-0.153 0.1762 No
Source
AKT3 v-akt murine thymoma viral
87 | AKT3 Entrez, oncogene homolog 3 (protein 13126 |-0.205 0.1358 No
Source kinase B, gamma)
PIK3CA . . .
88 | PIK3CA | Entrez, ng;&?g'g?sgfej'kgifgé 13438 |-0.224  |0.1276 No
Source » aipha polypep
PIK3R1 . . .
89|PIK3R1 |Entrez, | PPosphoinositide-3-kinase, 13664 |-0.240 0.1246 No
regulatory subunit 1 (p85 alpha)
Source
MAP3KY mitogen-activated protein kinase
90 | MAP3K7 | Entrez, . 9 . P 13808 |-0.250 0.1266 No
kinase kinase 7
Source
CXCL10 . -
91|CXCL10 |Entrez, igemo"'”e (C-X-Cmotijligand | 15150 | 0370  |0.0578  [No
Source
IL8
92 |1L8 Entrez, interleukin 8 15242 |-0.385 0.0611 No
Source
LY96
93 |LY96 Entrez, lymphocyte antigen 96 15348 |-0.402 0.0654 No
Source
IL6
94 |1L6 Entrez, interleukin 6 (interferon, beta 2) 16483 |-1.093 0.0074 No
Source
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KEGG _TOLL LIKE_ RECEPTOR_SIGNALING_PATHW
AY: Random ES distribution
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Fig 2. KEGG_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY: Random ES
distribution
Gene set null distribution of ES for KEGG_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY
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Table: GSEA Results Summary

Dataset PARK4_differential_expression_5vs5 20140911

Phenotype NoPhenotypeAvailable

Upregulated in class disease

GeneSet REACTOME_METABOLISM_OF_LIPIDS_AND_LIPOPROTEINS
Enrichment Score (ES) 0.14163479

Normalized Enrichment Score (NES)||3.3185751

Nominal p-value 0.0
FDR g-value 0.0
FWER p-Value 0.0

Enrichment plot:
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Fig 1: Enrichment plot: REACTOME_METABOLISM_OF_LIPIDS_AND_LIPOPROTEINS
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RANK

RANK
GENE IN RUNNING CORE
PROBE SYMBOL GENE_TITLE GENE METRIC ES ENRICHMENT
SCORE
LIST

PLTP

1 PLTP Entrez, phospholipid transfer protein 92 0.915 -0.0032 Yes
Source
CTGF

2 CTGFE Entrez, connective tissue growth factor | 145 0.782 -0.0039 Yes
Source

3 | SRD5A3 206 0.712 -0.0052 Yes
CETP cholesteryl ester transfer

4 |CETP Entrez, Stery 227 0.680 -0.0039 Yes

protein, plasma

Source
HSD17B3 .

5 |HSD17B3 |Entrez, hydroxysteroid (17-beta) 233 |0.673 |-0.0018 |Yes

dehydrogenase 3

Source
PLA2G2D

6 PLA2G2D Entrez, phospholipase A2, group IID 283 0.626 -0.0023 Yes
Source
FADS2

7 FADS2 Entrez, fatty acid desaturase 2 352 0.567 -0.0040 Yes
Source
ABCC3 ATP-binding cassette,

8 | ABCC3 Entrez, sub-family C (CFTR/MRP), 386 0.545 -0.0036 Yes
Source member 3
BMP1

9 BMP1 Entrez, bone morphogenetic protein1 | 419 0.534 -0.0031 Yes
Source
PRKACG protein kinase,

10 |PRKACG Entrez, cAMP-dependent, catalytic, 484 0.504 -0.0046 Yes
Source gamma

11 |GPAT2 498 0.499 -0.0029 Yes
PIK3R3 phosphoinositide-3-kinase,

12 | PIK3R3 Entrez, regulatory subunit 3 (p55, 500 0.499 -0.0005 Yes
Source gamma)
PSAP prosaposin (variant Gaucher

13 |PSAP Entrez, disease and variant 501 0.498 0.0020 Yes
Source metachromatic leukodystrophy)
FADS1

14 |FADS1 Entrez, fatty acid desaturase 1 554 0.477 0.0013 Yes
Source
RXRA

15 |RXRA Entrez, retinoid X receptor, alpha 567 0.473 0.0030 Yes
Source

16 | MBOATY 588 0.466 0.0042 Yes
AGPAT2 1-acylglycerol-3-phosphate

17 | AGPAT2 Entrez, O-acyltransferase 2 630 0.452 0.0042 Yes
Source (lysophosphatidic acid
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HSD3B7 hydroxy-delta-5-steroid
18 | HSD3BY Entrez, dehydrogenase, 3 beta- and 656 0.445 0.0051 Yes
Source steroid delta-isomerase 7
PLD4 hospholipase D famil
19 |PLD4 Entrez, Phospholipas Y. 693 |0.439 |0.0054 |Yes
member 4
Source
20 |LPCAT1 710 0.434 0.0069 Yes
SCARBL scavenger receptor class B
21 |SCARB1 |Entrez, 9 P ' |753  |0.423 |0.0067 |Yes
member 1
Source
22 |CTSA 807 0.409 0.0059 Yes
PRKACA protein kinase,
23 | PRKACA Entrez, cAMP-dependent, catalytic, 812 0.408 0.0082 Yes
Source alpha
DGAT2 diacylglycerol
24 | DGAT2 Entrez, O-acyltransferase homolog 2 814 0.407 0.0106 Yes
Source (mouse)
ABCG1 ATP-binding cassette,
25 | ABCG1 Entrez, sub-family G (WHITE), member | 998 0.380 0.0018 Yes
Source 1
26 |PLA2G16 1003 |0.379 0.0040 Yes
SMPD3 sﬁrc])?gr?org?/:sl;![graseS neutral
27 | sMPD3 Entrez, phosp ! 1020 |0.376 |0.0055 |Yes
membrane (neutral
Source . .
sphingomyelinase II)
PIK3R2 L .
28 | PIK3R2 Entrez, phosphoinositide-3-kinase, 1023 |0.375 |0.0078 |Yes
regulatory subunit 2 (p85 beta)
Source
ARF3
29 |ARF3 Entrez, ADP-ribosylation factor 3 1032 |0.373 0.0098 Yes
Source
30 | PIK3R6 1050 |0.371 0.0112 Yes
GLA
31 |GLA Entrez, galactosidase, alpha 1087 |0.364 0.0115 Yes
Source
sceaTa | Leyeers st
32 |AGPAT4 |Entrez, y ase s 1095 |0.362 |0.0135 |Yes
(lysophosphatidic acid
Source
acyltransferase, delta)
MED25 mediator of RNA polymerase |l
33 | MED25 Entrez, transcription, subunit 25 1107 |0.359 0.0153 Yes
Source homolog (S. cerevisiae)
ACSL1 .
34 | ACSLL Entrez, acyl-CoA synthetase long-chain | 1155|5357 |0.0168 | Yes
family member 1
Source
TEAD2
35 | TEAD2 Entrez, TEA domain family member 2 | 1131 |0.356 0.0189 Yes
Source
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NCOR2
36 |NCOR2 Entrez, nuclear receptor co-repressor 2 | 1156 | 0.354 0.0199 Yes
Source
CRAT
37 | CRAT Entrez, carnitine acetyltransferase 1172 | 0.352 0.0215 Yes
Source
PPP1CA . .
38 |PPPICA |Entrez, protein phosphatase 1, catalytic | 1197|5349 [0.0225 | Yes
subunit, alpha isoform
Source
PHOSPHO1
39 | PHOSPHOL1 | Entrez, phosphatase, orphan 1 1226 [0.344 0.0232 Yes
Source
PLD3 hospholi D famil
40 |PLD3 Entrez, phospholipase L family, 1302 |0.334 [0.0211 |Yes
member 3
Source
LDLR low density lipoprotein receptor
41 |LDLR Entrez, Ensity 1Ibop POOr 11311 0333 |0.0230  |Yes
(familial hypercholesterolemia)
Source
MGLL
42 | MGLL Entrez, monoglyceride lipase 1315 |0.333 0.0253 Yes
Source
ABCD1 -
43 | ABCD1 Entrez, ATP-binding cassette, 1364 |0.327 |0.0248 |Yes
sub-family D (ALD), member 1
Source
DEGS2 degenerative spermatocyte
44 | DEGS2 Entrez, homolog 2, lipid desaturase 1471 |0.316 0.0208 Yes
Source (Drosophila)
PIP5K1C phosphatidylinositol-
45 | PIP5K1C Entrez, 4-phosphate 5-kinase, type |, 1498 |0.314 0.0216 Yes
Source gamma
ABHDS abhydrolase domain containin
46 | ABHDS Entrez, . y 911508 |0.313 [0.0236 |Yes
Source
GBA lucosidase, beta; acid
47 |GBA Entrez, 9 » Dela, . 1544 |0.310 |0.0239  |Yes
= (includes glucosylceramidase)
Source
TBL1X
48 | TBL1X Entrez, transducin (beta)-like 1X-linked | 1567 |0.308 0.0250 Yes
Source
49 | MED16 1580 |0.307 0.0267 Yes
LIPC
50 |LIPC Entrez, lipase, hepatic 1591 |0.306 0.0286 Yes
Source
51 |LPCAT3 1630 |[0.300 0.0287 Yes
INPPL1 inositol polyphosphate
52 | INPPL1 Entrez, polyphosp 1669 |0.296 [0.0288 | Yes
phosphatase-like 1
Source
SLC25A1 solute carrier family 25
53 | SLC25A1 Entrez, (mitochondrial carrier; citrate 1687 |[0.294 0.0303 Yes
Source transporter), member 1

4 of 25
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GLB1
54 | GLB1 Entrez, galactosidase, beta 1 1735 |0.290 0.0298 Yes
Source
55 | INPP5K 1740 |0.289 0.0321 Yes
SPHK1
56 | SPHK1 Entrez, sphingosine kinase 1 1776 |0.285 0.0324 Yes
Source
MVD .
57 |MVD Entrez, mevalonate (diphospho) 1792 |0.283 |0.0339  |Yes
decarboxylase
Source
ARF1
58 | ARF1 Entrez, ADP-ribosylation factor 1 1857 |0.278 0.0325 Yes
Source
SLC44A2 lut rrier family 44
59 |SLC44A2 |Entrez, Solute carrier tamily 42, 1896 |0.275 |0.0326 | Yes
member 2
Source
NEUL sialidase 1 (lysosomal
60 | NEU1 Entrez, at y 1916 |0.273  [0.0339  |Yes
sialidase)
Source
61 | MED15 1964 |0.269 0.0335 Yes
MED12 mediator of RNA polymerase |l
62 | MED12 Entrez, transcription, subunit 12 2046 |0.262 0.0309 Yes
Source homolog (S. cerevisiae)
PIK3CG L .
63 |PIK3CG  |Entrez, phosphoinositide-3-kinase, 2078 |0.258 |0.0315 | Yes
catalytic, gamma polypeptide
Source
ARSA
64 | ARSA Entrez, arylsulfatase A 2177 |0.251 0.0279 Yes
Source
CREBBP . .
65 |CREBBP |Entrez, CREB binding protein 2109 |0.249 |0.0291  |Yes
(Rubinstein-Taybi syndrome)
Source
66 | MTMR14 2251 [0.245 0.0284 Yes
CDIPT CDP-diacylglycerol--inositol
67 | CDIPT Entrez, 3-phosphatidyltransferase 2267 |0.244 0.0300 Yes
Source (phosphatidylinositol synthase)
SLC27A1 . .
68 |SLC27A1 |Entrez, solute carvier family 27 (fatty 1,575 15543 00322 | vYes
acid transporter), member 1
Source
PIHB | tarate A-dicxygenase
69 | P4HB Entrez, xogiu 10Xyg 2287 |0.242 |0.0338 |Yes
(proline 4-hydroxylase), beta
Source .
polypeptide
PLD2
70 |PLD2 Entrez, phospholipase D2 2299 |0.241 0.0356 Yes
Source
GBA2
71 | GBA2 Entrez, glucosidase, beta (bile acid) 2 | 2327 |0.238 0.0364 Yes
Source
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AGPAT3 1-acylglycerol-3-phosphate
72 |AGPAT3  |Entrez, yigly Pnosp 2346 |0.237 |0.0378 |Yes
O-acyltransferase 3
Source
PIK3R5 L .
73 | PIK3R5 Entrez, fgoj‘;rt‘;'”Zi'tt)'gﬁi't?’ék'”fgi’ 2452 |0.230 |0.0338  |Yes
Source 9 y P
PCCA ropionyl Coenzyme A
74 | PCCA Entrez, propiony Y . |2464 [0.230 |0.0356 |Yes
carboxylase, alpha polypeptide
Source
CHPT1
75 | CHPT1 Entrez, choline phosphotransferase 1 | 2497 |0.227 0.0361 Yes
Source
ACOX1 I-Coenzyme A oxid 1
76 | ACOX1 Entrez, acyl-.oenzyme A oXidase L. 15507 |0.226 |0.0380 | Yes
palmitoyl
Source
sceaTs | SIOYcerorphosae
77 | AGPAT1 Entrez, y - . 2525 [0.225 0.0394 Yes
(lysophosphatidic acid
Source
acyltransferase, alpha)
78 | PI4K2A 2546 |0.224 0.0407 Yes
CPT2
79 |CPT2 Entrez, carnitine palmitoyltransferase Il | 2550 |0.224 0.0430 Yes
Source
PCYTI1B hosphate cytidylyltransferase
80 |PCYT1B  |Entrez, phosphate cytayly 2553 |0.223 |0.0453 | Yes
1, choline, beta
Source
81 |TECR 2590 [0.221 0.0456 Yes
82 | MED24 2611 |0.220 0.0468 Yes
PNPLA2 atatin-like phospholipase
83 |PNPLA? |Entrez, patatin-ike phospholip 2616 |0.220 |0.0490 |Yes
domain containing 2
Source
ELOVL1 elongation of very long chain
84 |ELOVL1 Entrez, fatty acids (FEN1/Elo2, 2683 |0.216 0.0474 Yes
Source SURA4/Elo3, yeast)-like 1
MTMR3
85 | MTMR3 Entrez, myotubularin related protein 3 |2684 |0.215 0.0499 Yes
Source
APOA1l
86 | APOA1 Entrez, apolipoprotein A-I 2728 |0.212 0.0497 Yes
Source
PIK3CD L .
87 |PIK3CD  |Entrez, EZ;S&TS'Z‘;Tt'gd‘;?"k;”i‘izz 2766 |0.208 |0.0499  |Yes
Source ' polypep
CSNK1G2
88 | CSNK1G2 |Entrez, casein kinase 1, gamma 2 2832 |0.204 0.0484 Yes
Source
89 |CERS2 2850 [0.203 0.0498 Yes
PTDSS2
90 |PTDSS2 Entrez, phosphatidylserine synthase 2 | 2898 |0.200 0.0494 Yes
Source
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PGS1 hosphatidylglycerophosphate
91 |PGS1 Entrez, phosphatidylglycerophosp 2909 |0.199 |0.0513 |Yes
synthase 1
Source
ELOVLG | o on of long chain ft
92 |ELOVL6 |Entrez, N9 9 Y l2015 |0.198 [0.0534 |Yes
Source acids (FEN1/Elo2,
I SURA4/Elo3-like, yeast)
SGPL1 sphingosine-1-phosphate lyase
93 | SGPL1 Entrez, 1p 9 PhoSphate vase | 5903 [0.198  |0.0555 | Yes
Source
NSDHL .
94 | NSDHL Entrez, NAD(P) dependent steroid 3020 (0192 [0.0520 |Yes
dehydrogenase-like
Source
LCAT lecithin-cholesterol
95 | LCAT Entrez, 3039 |0.191 0.0534 Yes
B pr—— acyltransferase
Source
HSD11B1 .
96 |HSD11B1 |Entrez, hydroxysteroid (1-beta) 3060 [0.189 |0.0546  |Yes
dehydrogenase 1
Source
STS steroid sulfatase (microsomal)
97 |STS Entrez, : " |3066 |0.189 0.0568 Yes
— P arylsulfatase C, isozyme S
Source
PLA2G4A .
98 | PLA2G4A |Entrez, phospholipase A2, group IVA 1112 15 185 00562 | Yes
(cytosolic, calcium-dependent)
Source
NCOA1
99 |NCOA1 Entrez, nuclear receptor coactivator 1 | 3149 |0.184 0.0567 Yes
Source
sMARCDS | i dopandent
100 | SMARCD3 | Entrez, ; p 3151 |0.184 0.0592 Yes
Source regulator of chromatin,
= subfamily d, member 3
101 | LPCAT4 3173 |0.183 0.0603 Yes
DGAT1 diacylglycerol
102 | DGAT1 Entrez, O-acyltransferase homolog 1 3177 |0.183 0.0626 Yes
Source (mouse)
ACAAL :Eert);;r?szi?az;/? f EA eroxisomal
103| ACAAL Entrez, y P 3207 |0.181 |0.0633 |Yes
3-oxoacyl-Coenzyme A
Source .
- thiolase)
104 | PLBD1 3218 |0.181 0.0652 Yes
CAVL caveolin 1, caveolae protein
105 | CAV1 Entrez, ’ Protein, 13705 |0.180 [0.0673 |Yes
22kDa
Source
PPAP2B . .
106 | PPAP2B | Entrez, phosphatidic acid phosphatase | 564 |5 177 00671 | Yes
type 2B
Source
PNPLA3 atatin-like phospholipase
107 | PNPLA3 | Entrez, patatin-ike phospholip 3286 |0.177 |0.0686 |Yes
Source domain containing 3
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NCOA®6
108 | NCOAG6 Entrez, nuclear receptor coactivator 6 3311 |0.176 0.0696 Yes
Source
GRHL1
109 | GRHL1 Entrez, grainyhead-like 1 (Drosophila) [3324 |0.175 0.0713 Yes
Source
DECR1 .
110 | DECR1 Entrez, 2,4-dienoyl CoAreductase 1, | 5305 1174 [0.0721 | Yes
mitochondrial
Source
ACLY
111 | ACLY Entrez, ATP citrate lyase 3380 |0.172 0.0729 Yes
Source
112 | PI4KA 3428 [0.170 0.0725 Yes
PIP5K1B phosphatidylinositol-
113 | PIP5K1B Entrez, 4-phosphate 5-kinase, type |, 3477 |0.167 0.0720 Yes
Source beta
VAC14
114 | VAC14 Entrez, Vacl4 homolog (S. cerevisiae) |3487 |0.166 0.0739 Yes
Source
farnesyl diphosphate synthase
FDPS (farnesyl pyrophosphate
115 | EDPS Entrez, synthetase, 3525 |0.164 0.0741 Yes
Source dimethylallyltranstransferase,
geranyltranstransferase)
116 | AGPAT9 3568 |0.162 0.0740 Yes
ACSL5 .
117 | ACSL5 Entrez, acyl-CoA synthetase long-chain | 3574 16 156 |0.0697 | Yes
family member 5
Source
DHCR24
118 |DHCR24 | Entrez, 24-dehydrocholesterol 3686 |0.155 |0.0718 | Yes
reductase
Source
MVK mevalonate kinase (mevalonic
119 | MVK Entrez, o 3713 |0.154 0.0727 Yes
aciduria)
Source
SPHK2
120 | SPHK2 Entrez, sphingosine kinase 2 3776 |0.150 0.0713 Yes
Source
G0S2
121 | GOS2 Entrez, GO0/G1switch 2 3787 |0.150 0.0732 Yes
Source
PCYTIA hosphate cytidylyltransferase
122 |PCYTIA  |Entrez, phospnate cyrayly 3832 [0.147 |0.0729 | Yes
1, choline, alpha
Source
IDH1 L
123 | IDH1 Entrez, isocitrate dehydrogenase 1| 3957 19147 |0.0752 | Yes
- (NADP+), soluble
Source
124 | MED20 3896 |0.144 0.0741 Yes
hydroxyacyl-Coenzyme A
HADHB dehydrogenase/3-ketoacyl-
125 | HADHB gntrez, Coenzyme A thiolase/enoyl- 3911 |0.143 0.0757 Yes
ource

Coenzyme A hydratase
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sphingomyelin

SMPD4 hosphodiesterase 4, neutral
126 | SMPD4 Entrez, PRosp ’ 3912 [0.143 |0.0781 |Yes
Source membrane (neutral
=o0uree sphingomyelinase-3)
MED18 mediator of RNA polymerase |l
127 | MED18 Entrez, transcription, subunit 18 3982 |0.140 0.0764 Yes
Source homolog (S. cerevisiae)
ESRRA
128 | ESRRA Entrez, estrogen-related receptor alpha | 4008 |0.139 0.0773 Yes
Source
PCCB ropionyl Coenzyme A
129 | PCCB Entrez, propiony Y . 4025 [0.138 |0.0788 |Yes
carboxylase, beta polypeptide
Source
GM2A
130 | GM2A Entrez, GM2 ganglioside activator 4076 |0.135 0.0782 Yes
Source
131 | FAR2 4105 |0.134 0.0789 Yes
ETNK2
132 | ETNK2 Entrez, ethanolamine kinase 2 4116 |0.134 0.0808 Yes
Source
CPT1B carnitine palmitoyltransferase
133 | CPT1B Entrez, paimitoy 4156 |0.132 |0.0808 |Yes
1B (muscle)
Source
proopiomelanocortin
(adrenocorticotropin/
POMC beta-lipotropin/ alpha-
134 | POMC Entrez, melanocyte stimulating 4177 10.130 0.0821 Yes
Source hormone/ beta-melanocyte
stimulating hormone/
beta-endorphin)
ACOX3 acyl-Coenzyme A oxidase 3
135 | ACOX3 Entrez, y y ' |4219 |0.127 |0.0820 |Yes
pristanoyl
Source
MBOAT1 membrane bound
136 | MBOAT1 Entrez, O-acyltransferase domain 4226 |0.127 0.0841 Yes
Source containing 1
PCYT2 .
137 | PCYT2 Entrez, phosphate cytidylyltransferase | 5,/ 15150 00794 | ves
2, ethanolamine
Source
LSS lanosterol synthase
138 | LSS Entrez, (2,3-oxidosqualene-lanosterol |4345 |0.120 0.0819 Yes
Source cyclase)
HEXA -
139 | HEXA Entrez, hgrosea'z:j”;‘;ase“a'pha 4356 [0.120 |0.0837 |Yes
Source polypep
SPTLC2 seri Imitovlt ;
140|SPTLC2  |Entrez, IN€ paimitoyliransterase, - 4355 10119 [0.0857 | Yes
Source long chain base subunit 2
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EP300
141 | EP300 Entrez, E1A binding protein p300 4377 |0.119 0.0875 Yes
Source
MED8 mediator of RNA polymerase Il
142 | MEDS8 Entrez, transcription, subunit 8 4430 |0.117 0.0868 Yes
Source homolog (S. cerevisiae)
ECHS1
143 | ECHS1 Entrez, enoyl Coenzyme A hydratase, | /oo |15 [00873 | Yes
short chain, 1, mitochondrial
Source
GK
144 | GK Entrez, glycerol kinase 4464 |0.115 0.0897 Yes
Source
CYP27B1 .
145| CYP27B1 | Entrez, cytochrome PA450, family 27, | 4535 10191 [0.0881 | Yes
subfamily B, polypeptide 1
Source
146 | LPCAT2 4544 10.110 0.0899 Yes
SREBFL sterol regulatory element
147 | SREBF1  |Entrez, erol reguiatory € 4554 [0.110  |0.0918 |Yes
binding transcription factor 1
Source
MBOAT2 membrane bound
148 | MBOAT?2 Entrez, O-acyltransferase domain 4568 [0.110 0.0935 Yes
Source containing 2
149 | P14KB 4569 |0.109 0.0959 Yes
EBP emopamil binding protein
150 | EBP Entrez, par gp 4592 |0.108 [0.0971  |Yes
(sterol isomerase)
Source
FASN
151 | EASN Entrez, fatty acid synthase 4594 |0.108 0.0995 Yes
Source
152 | CERS5 4660 |0.105 0.0979 Yes
153 | MED13L 4671 |0.105 0.0998 Yes
154 | PIP4K2A 4683 |0.104 0.1016 Yes
hydroxyacyl-Coenzyme A
HADHA | e A thiciaselenoy-
155 | HADHA Entrez, y y 4754 0101  |0.0997 | Yes
Coenzyme A hydratase
Source . . .
(trifunctional protein), alpha
subunit
PMVK
156 | PMVK Entrez, phosphomevalonate kinase 4780 |0.099 0.1007 Yes
Source
ARSB
157 | ARSB Entrez, arylsulfatase B 4786 |0.099 0.1028 Yes
Source
CHKA
158 | CHKA Entrez, choline kinase alpha 4806 |0.098 0.1041 Yes
Source
ASAH1 N-acylsphingosine
159 | ASAH1 Entrez, amidohydrolase (acid 4821 |0.097 0.1058 Yes
Source ceramidase) 1
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ALASI aminolevulinate, delta-
160 | ALAS1 Entrez, ' ' 4882 |0.094 0.1045 Yes
synthase 1
Source
SMPD2 Srf)]glsngf?ongl?/:slltgrasez neutral
161 | SMPD2 Entrez, Pnosp ! 4933 [0.092 [0.1039 |Yes
membrane (neutral
Source : :
sphingomyelinase)
ACADVL acyl-Coenzyme A
162 | ACADVL Entrez, dehydrogenase, very long 4939 |0.092 0.1061 Yes
Source chain
SREBF2 sterol regulatory element
163 | SREBF2  |Entrez, erol reguiatory € 4951 [0.091 |0.1079 |Yes
binding transcription factor 2
Source
164 | MED29 5023 |0.088 0.1060 Yes
HDAC3
165 | HDAC3 Entrez, histone deacetylase 3 5028 |0.088 0.1082 Yes
Source
ARSG
166 | ARSG Entrez, arylsulfatase G 5054 |0.086 0.1091 Yes
Source
HEXB -
167 | HEXB Entrez, hgfozar;:j”;‘;aseB(beta 5072 [0.085 |0.1106 | Yes
Source polypep
CDs1 CDP-diacylglycerol synthase
168 | CDS1 Entrez, (phosphatidate 5084 |0.085 0.1124 Yes
Source cytidylyltransferase) 1
169 | CERS4 5119 |0.083 0.1127 Yes
170 | ECI1 5121 |0.083 0.1152 Yes
ACADS acyl-Coenzyme A
171 | ACADS Entrez, dehydrogenase, C-2 to C-3 5217 |0.078 0.1118 Yes
Source short chain
HSD17B1 .
172 | HSD17B1 |Entrez, hydroxysteroid (17-beta) 5265 [0.076 |0.1113  |Yes
dehydrogenase 1
Source
INPPSE inositol polyphosphate-
173|INPPSE | Entrez, POyPRosp 5273 |0.076 |0.1134 | Yes
5-phosphatase, 72 kDa
Source
NFYA nuclear transcription factor Y,
174 | NEYA Entrez, P ' 5295 |0.075 0.1146 Yes
alpha
Source
PEMT . .
175 | PEMT Entrez, phosphatidylethanolamine 5309 [0.074 |0.1162  |Yes
P N-methyltransferase
Source
HSD17B4 .
176 | HSD17B4 | Entrez, hydroxysteroid (17-beta) 5329 |0.074 |0.1175 |Yes
dehydrogenase 4
Source
PIK3C2B . . .
177 | PIK3C2B | Entrez, phosphoinositide-3-kinase, 5344 |0.073 |0.1191 |Yes
Source class 2, beta polypeptide
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SIN3B .
178 | SIN3B Entrez, SINS homolog B, transcription 15,56 10970 |0.1166 | Yes
regulator (yeast)
Source
HMGCL 2::1y§trho>I(yangrh )I/l-Coenz me A
179 | HMGCL Entrez, \yase yiglutary y 5482 |0.067 |0.1157  |Yes
Source (hydroxymethylglutaricaciduria)
180 | CDK19 5488 |0.067 0.1179 Yes
ACOT8
181 | ACOTS Entrez, acyl-CoA thioesterase 8 5499 |0.066 0.1197 Yes
Source
182 | MED22 5525 |0.065 0.1207 Yes
183 | PLIN2 5532 |0.065 0.1228 Yes
oS | e
184|ELOVL5  |Entrez, ng 9 Y |5533 |0.065 [0.1252 |Yes
Source acids (FEN1/Elo2,
E— SURA4/Elo3-like, yeast)
DEGS1 degenerative spermatocyte
185 | DEGS1 Entrez, homolog 1, lipid desaturase 5558 |0.063 0.1262 Yes
Source (Drosophila)
PIK3CB . .. .
186 | PIK3CB Entrez, Eztojst?g"E)Zf;'dif'z'”g‘jj 5597 |0.062 |0.1264 |Yes
Source ’ polypep
187 | ACER3 5612 |0.061 0.1280 Yes
PLD1 .
188 | PLD1 Entrez, phospholipase DI, _ |5720 |0.055 |0.1238 |Yes
phosphatidylcholine-specific
Source
TXNRD1
189 | TXNRD1 Entrez, thioredoxin reductase 1 5745 |0.054 0.1248 Yes
Source
PHYH
190 | PHYH Entrez, phytanoyl-CoA 2-hydroxylase |5750 |0.054 0.1271 Yes
Source
ACSL4 .
191 | ACSL4 Entrez, acyl-CoA synthetase long-chain | .76 |5 053 01284  |Ves
_ family member 4
Source
VAPA VAMP (vesicle-associated
192 | VAPA Entrez, membrane protein)-associated |5833 |0.050 0.1270 Yes
Source protein A, 33kDa
193 | FIG4 5873 |0.049 0.1271 Yes
FDFT1 farnesyl-diphosphate
194 | FDFT1 Entrez, yl-ciphosp 5931 |0.046 |0.1260 |Yes
farnesyltransferase 1
Source
HSD17B12 .
195 | HSD17B12 |Entrez, hydroxysteroid (17-beta) 5958 |0.045 |0.1269 |Yes
dehydrogenase 12
Source
196 | MED26 6078 |[0.040 0.1220 Yes
FHL2
197 | EHL2 Entrez, four and a half LIM domains 2 | 6084 |0.040 0.1242 Yes
Source
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GLIPR1 GLI pathogenesis-related 1
198|GLIPR1 | Entrez, -+ pathog 6087 |0.040 |0.1266 |Yes
(glioma)
Source
TRIB3
199 | TRIB3 Entrez, tribbles homolog 3 (Drosophila) | 6112 |0.039 0.1276 Yes
Source
sceate | Laiaeeo s roserae
200 | AGPAT6 Entrez, Y - . 6155 |0.038 0.1274 Yes
(lysophosphatidic acid
Source
acyltransferase, zeta)
PPARA eroxisome proliferative
201 | PPARA Entrez, per P 6160 |0.038 |0.1297 |Yes
activated receptor, alpha
Source
SGPP2 sphingosine-1-phosphate
202 | SGPP2 Entrez, pAing Phosp 6172 |0.037 |0.1315 |Yes
phosphotase 2
Source
NCOR1
203 | NCOR1 Entrez, nuclear receptor co-repressor 1 | 6174 |0.037 0.1339 Yes
Source
GPD2 glycerol-3-phosphate
204 | GPD2 Entrez, dehydrogenase 2 6241 |0.034 0.1323 Yes
Source (mitochondrial)
NRF1
205 | NRF1 Entrez, nuclear respiratory factor 1 6269 |0.032 0.1331 Yes
Source
ACACB acetyl-Coenzyme A
206 | ACACB Entrez, y Y 6278 [0.032 |0.1351 |Yes
carboxylase beta
Source
207 | MED27 6286 |0.032 0.1371 Yes
SIN3A -
208 | SIN3A Entrez, SINS homolog A, transcription | ga6g 1031 (01383 | Yes
= regulator (yeast)
Source
CHKB
209 | CHKB Entrez, choline kinase beta 6345 |0.029 0.1385 Yes
Source
SLC25A20 | solute carrier family 25
210 | SLC25A20 | Entrez, (carnitine/acylcarnitine 6384 |0.027 0.1387 Yes
Source translocase), member 20
TAZ tafazzin (cardiomyopathy;,
211 | TAZ Entrez, dilated 3A (X-linked); g0 10006 01394 | Yes
= endocardial fibroelastosis 2;
Source
Barth syndrome)
PPMIL rotein phosphatase 1
212 | PPMIL Entrez, P phospn 6479 |0.023 |0.1379 |Yes
(formerly 2C)-like
Source
STARD5
213 | STARDS Entrez, START domain containing 5 6512 |0.022 0.1384 Yes
Source
CPTIA carnitine palmitoyltransferase
214 | CPT1A Entrez, . P Y 6542 |0.020 0.1391 Yes
Source 1A (liver)
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215 | PLIN1 6597 |0.017 0.1382 Yes
PLA2G4AC phospholipase A2, group IVC
216 | PLA2G4C | Entrez, (cytosolic, calcium- 6609 |0.017 0.1400 Yes
Source independent)
MED9 mediator of RNA polymerase Il
217 | MED9 Entrez, transcription, subunit 9 6626 [0.016 0.1415 Yes
Source homolog (S. cerevisiae)
SYNJ1
218 | SYNJ1 Entrez, synaptojanin 1 6667 |0.014 0.1415 Yes
Source
LPGAT1 lysophosphatidylglycerol
219 |LPGAT1  |Entrez, ysopnosphaticy’gly 6706 |0.013 |0.1416 |Yes
acyltransferase 1
Source
SPTLCL rin Imitoyltransfer
220 | SPTLC1  |Entrez, Serine paimitoyltransterase, 6803 [0.009 |0.1382 |No
long chain base subunit 1
Source
PLA2G6 phospholipase A2, group VI
221 | PLA2G6 Entrez, (cytosolic, calcium- 6889 |0.005 0.1354 No
Source independent)
ABCG5 ATP-binding cassette,
222 | ABCG5 Entrez, sub-family G (WHITE), member | 6997 |0.000 0.1313 No
Source 5 (sterolin 1)
ABCGS8 ATP-binding cassette,
223 | ABCGS8 Entrez, sub-family G (WHITE), member | 6998 | 0.000 0.1338 No
Source 8 (sterolin 2)
ACADL acyl-Coenzyme A
224 | ACADL Entrez, y Y . 7101 |0.000 |0.1299  |No
dehydrogenase, long chain
Source
AGT angiotensinogen (serpin
225 | AGT Entrez, peptidase inhibitor, clade A, 7126 |0.000 0.1309 No
Source member 8)
iy | S sducse raniy
226 | AKR1D1 Entrez, ) 7136 |0.000 0.1329 No
4-3-ketosteroid-5-beta-
Source
reductase)
ANKRD1 ankyrin repeat domain 1
227 | ANKRD1 | Entrez, yrin rep 7194 |0.000 |0.1318 |No
(cardiac muscle)
Source
APOC3
228 | APOC3 Entrez, apolipoprotein C-lII 7219 |0.000 0.1328 No
Source
ARSE arylsulfatase E
229 | ARSE Entrez, y . 7226 |0.000 0.1349 No
(chondrodysplasia punctata 1)
Source
CGA lycoprotein hormones, alpha
230 | CGA Entrez, glycoprotel - &P 7406 |0.000 |0.1263 |No
- polypeptide
Source
CH25H
231 | CH25H Entrez, cholesterol 25-hydroxylase 7412 |0.000 0.1285 No
Source
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CHAT
232 | CHAT Entrez, choline acetyltransferase 7413 |0.000 0.1310 No
Source
CLPS
233 | CLPS Entrez, colipase, pancreatic 7431 |0.000 0.1324 No
Source
CYP11B2 .
234|CYP11B2 |Entrez, cytochrome P450, family 11, | 2000 |5 500 01290 | No
subfamily B, polypeptide 2
Source
CYP39A1 .
235| CYP39A1 | Entrez, cytochrome P450, family 39, | o000 15000 01312 |No
subfamily A, polypeptide 1
Source
CYP4A11 .
236 | CYP4A11l |Entrez, cytochrome P4S0, family 4, | 255, 15500 01337 |No
subfamily A, polypeptide 11
Source
GC roup-specific component
237|GC Entrez, group-specilic componel 7776 |0.000 |0.1213  |No
Source (vitamin D binding protein)

HMGCS2 3-hydroxy-3-methylglutaryl-

238 | HMGCS2 Entrez, Coenzyme A synthase 2 7867 |0.000 0.1182 No
Source (mitochondrial)
HSD3B1 hydroxy-delta-5-steroid

239 | HSD3B1 Entrez, dehydrogenase, 3 beta- and 7886 |0.000 0.1195 No
Source steroid delta-isomerase 1

HSD3B2 hydroxy-delta-5-steroid

240 | HSD3B2 Entrez, dehydrogenase, 3 beta- and 7887 |0.000 0.1220 No
Source steroid delta-isomerase 2
LRP2

low density lipoprotein-related

241 | LRP2 Entrez, . 8154 |0.000 0.1081 No
protein 2
Source
NEU2
242 | NEU2 Entrez, sialidase 2 (cytosolic sialidase) |8271 |0.000 0.1034 No
Source
PIK3C2G L .
243 | PIK3C2G | Entrez, phosphoinositide-3-kinase, 8674 |0.000 |0.0811 |No
class 2, gamma polypeptide
Source
PLA2G2E
244 | PLA2G2E Entrez, phospholipase A2, group IIE 8680 |0.000 0.0832 No
Source
PLA2G3
245 | PLA2G3 Entrez, phospholipase A2, group llI 8681 |0.000 0.0857 No
Source
PLA2G4D .
246 | PLA2GAD | Entrez, phospholipase A2, group VD | geas 10000 |0.0882  |No
(cytosolic)
Source
PNLIP
247 | PNLIP Entrez, pancreatic lipase 8690 |0.000 0.0902 No
Source
PRKAAZ2 L .
248 | PRKAA2 | Entrez, protein kinase, AMP-activated, | o735 | 000 |0.0898  |No
Source alpha 2 catalytic subunit
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SLC10A2 solute carrier family 10
249 | SLC10A2 Entrez, (sodium/bile acid cotransporter |8959 |0.000 0.0787 No
Source family), member 2
SLCO1B1 solute carrier organic anion
250 | SLCO1B1 |Entrez, 9 8993 |0.000 0.0791 No
transporter family, member 1B1
Source
SLCO1B3 solute carrier organic anion
251 | SLCO1B3 |Entrez, 9 8994 |0.000 0.0816 No
transporter family, member 1B3
Source
SULT2A1 iull;ost(r)'ollirgszgase family,
252 | SULT2A1 Entrez, Y Y 9090 |0.000 0.0782 No
Source dehydroepiandrosterone
= (DHEA)-preferring, member 1
UGT1A9
253 | UGT1A9 | Entrez, UDP glucuronosyltransferase 1 | o575 000 |0.0720  |No
family, polypeptide A9
Source
SUMF1
254 | SUMF1 Entrez, sulfatase modifying factor 1 9346 |-0.002 |0.0675 No
Source
CDSs2 CDP-diacylglycerol synthase
255 | CDS2 Entrez, (phosphatidate 9387 |[-0.003 |0.0675 No
Source cytidylyltransferase) 2
256 | MED14 9438 |[-0.005 |0.0669 No
AKR1B1 .
257| AKR1B1 | Entrez, aldo-keto reductase family 1, —|q//5 | 006 |0.0688  |No
member B1 (aldose reductase)
Source
CERK
258 | CERK Entrez, ceramide kinase 9463 |-0.007 0.0704 No
Source
ACACA acetyl-Coenzyme A
259 | ACACA Entrez, y y 9530 |-0.011 |0.0688  |No
carboxylase alpha
Source
260 | MED17 9531 |-0.011 |0.0713 No
PIK3C3 L .
261 | PIK3C3 Entrez, phosphoinositide-3-kinase, 9570 |-0.012 |0.0714  |No
class 3
Source
NCOA2
262 | NCOA2 Entrez, nuclear receptor coactivator2 | 9623 |[-0.015 |0.0707 No
Source
CYP51A1 .
263 | CYP51A1 | Entrez, cytochrome P450, family 51, | o005 | 015 |0.0727  |No
subfamily A, polypeptide 1
Source
Srosws | Sepe s
264 |SRD5AL | Entrez, pha polypep 9686 |-0.019 |0.0719 |No
Source alpha-steroid delta
= 4-dehydrogenase alpha 1)
DHCRY
265 | DHCRY Entrez, 7-dehydrocholesterol reductase 9705 |-0.020 |0.0732 No
Source
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ELOVL4 elongation of very long chain
266 | ELOVLA4 Entrez, fatty acids (FEN1/Elo2, 9710 |[-0.020 |0.0755 No
Source SURA4/El03, yeast)-like 4
PITPNB e
267 |PITPNB | Entrez, phosphatidylinositol transfer —1g71, | 000 |0.0779  |No
protein, beta
Source
ELOVL7 ELOVL family member 7,
268 | ELOVLY Entrez, elongation of long chain fatty 9743 |-0.022 |0.0785 No
Source acids (yeast)
PEXIIA eroxisomal biogenesis factor
269 | PEX11A  |Entrez, ElA 9 9751 |-0.022 |0.0805 |No
Source
ACSL3 ;
270 | ACSL3 Entrez, acyl-CoA synthetase long-chain | go66 | 505 [0.0797 | No
family member 3
Source
HMGCR
271|HMGCR | Entrez, 3-hydroxy-3-methylglutaryl- | ga20- | 5 508 |0.0780 | No
Coenzyme A reductase
Source
272 | MED30 9898 |(-0.030 |0.0791 No
OSBP
273 | OSBP Entrez, oxysterol binding protein 9990 |-0.034 |0.0759 No
Source
STARD4 . -
274| STARD4 | Entrez, START domain containing 4, | gq99 | 9034 |0.0779  |No
sterol regulated
Source
PPARGCI1B | peroxisome proliferative
275 | PPARGCI1B | Entrez, activated receptor, gamma, 10000 |-0.034 |0.0804 No
Source coactivator 1, beta
LPIN2
276 | LPIN2 Entrez, lipin 2 10006 |[-0.035 |0.0826 No
Source
277 | SGMS2 10034 |-0.036 |0.0834 No
GALC
278 | GALC Entrez, galactosylceramidase 10041 [-0.036 |0.0855 No
Source
MTMR4
279 | MTMR4 Entrez, myotubularin related protein 4 | 10065 |-0.037 |0.0865 No
Source
PTDSS1
280 | PTDSS1 Entrez, phosphatidylserine synthase 1 | 10091 |-0.038 |0.0875 No
Source
VAPB VAMP (vesicle-associated
281 | VAPB Entrez, membrane protein)-associated |10131 [-0.040 |0.0875 No
Source protein B and C
282 | MED1 10155 |-0.041 0.0886 No
ARNTL aryl hydrocarbon receptor
283 | ARNTL Entrez, iy P 10176 |-0.043 |0.0898  |No
Source nuclear translocator-like
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SMPD1 Srr)]r(;lsngr?ongl?/:sl!tgrase 1, acid
284 | SMPD1 Entrez, phosp : ’ 10189 |-0.043 |0.0916  |No
lysosomal (acid
Source . )
= sphingomyelinase)
TEAD3
285 | TEAD3 Entrez, TEA domain family member 3 | 10277 |-0.048 |0.0887 No
Source
MTMR1
286 | MTMR1 Entrez, myotubularin related protein 1 | 10278 [-0.048 |0.0911 No
Source
HSD17B7 .
287 | HSD17B7 | Entrez, hydroxysteroid (17-beta) 10280 |-0.048 |0.0936  |No
dehydrogenase 7
Source
TIAM2 T-cell lymphoma invasion and
288 | TIAM2 Entrez, ymp 10315 |-0.049 [0.0939  |No
metastasis 2
Source
TM7SF2 transmembrane 7 rfamil
289 | TM7SF2 | Entrez, ansmembrane 7 supernamily 110485 |.0.057 [0.0860  |No
member 2
Source
PRKAG2 N .
290 | PRKAG2 | Entrez, protein kinase, AMP-activated, |, o4 | 058 |0.0870 | No
gamma 2 non-catalytic subunit
Source
NEU3 sialidase 3 (membrane
291 | NEU3 Entrez, - 10533 |-0.059 0.0881 No
— E— sialidase)
Source
MEDG6 mediator of RNA polymerase |l
292 | MED6 Entrez, transcription, subunit 6 10618 |-0.063 0.0854 No
Source homolog (S. cerevisiae)
SUMF2
293 | SUME2 Entrez, sulfatase modifying factor 2 10633 [-0.064 |0.0870 No
Source
HACL1
294 | HACL1 Entrez, 2-hydroxyacyl-CoA lyase 1 10674 |-0.066 |0.0870 No
Source
NCOA3
295 | NCOA3 Entrez, nuclear receptor coactivator 3 | 10681 |-0.066 0.0891 No
Source
AMACR
296 | AMACR Entrez, alpha-methylacyl-CoA 10750 |-0.069 [0.0874  |No
racemase
Source
297 | PIP4K2B 10770 |-0.071 0.0887 No
PTEN phosphatase and tensin
298 | PTEN Entrez, homolog (mutated in multiple 10821 |-0.073 0.0881 No
Source advanced cancers 1)
299 | SGMS1 10864 |-0.075 0.0880 No
MED19 mediator of RNA polymerase |l
300 | MED19 Entrez, transcription, subunit 19 11055 |-0.085 |0.0787 No
Source homolog (S. cerevisiae)
CYP2R1 .
301|CYP2R1  |Entrez, cytochrome P450, family 2, 11078 |-0.086 |0.0798  |No
Source subfamily R, polypeptide 1
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LBR
302 | LBR Entrez, lamin B receptor 11103 |-0.087 |0.0808 No
Source
PIK3R4 L .
303 | PIK3R4 Entrez, fgoj‘;rt‘;'”Zi'tt)'gﬁiﬁk'”fgg’ 11120 |-0.088 |0.0823 |No
Source 9 y P
ABCAl ATP-binding cassette,
304 | ABCA1 Entrez, sub-family A (ABC1), member |11138 |-0.089 0.0837 No
Source 1
IDI1 isopentenyl-diphosphate delta
305 | IDI1 Entrez, sopentenyl-diphosp 11155 |-0.090 |0.0852  |No
isomerase 1
Source
TNFRSF21 ¢ is fact ¢
306 | TNFRSF21 |Entrez, UMOT NECTOSIS 1aclorreceplor 141157 | 0.090 |0.0876  [No
superfamily, member 21
Source
SQLE
307 | SQLE Entrez, squalene epoxidase 11171 |-0.091 |0.0893 No
Source
COL4A3BP |collagen, type IV, alpha 3
308 | COL4A3BP | Entrez, (Goodpasture antigen) binding |11189 |-0.092 0.0907 No
Source protein
RORA
309 | RORA Entrez, RAR-related orphan receptor A | 11319 |-0.098 |0.0852 No
Source
MED11 mediator of RNA polymerase |l
310 | MED11 Entrez, transcription, subunit 11 11385 [-0.101 0.0837 No
Source homolog (S. cerevisiae)
MTMR6
311 | MTMR6 Entrez, myotubularin related protein 6 | 11547 |-0.110 0.0762 No
Source
RDH11 .
312 | RDH11 Entrez, retinol dehydrogenase 11 11578 |-0.112 |0.0769  |No
_ (all-trans/9-cis/11-cis)
Source
Suzsary | Ste e 2
313 | SLC25A17 | Entrez, : ' . 111619 |-0.114 |0.0769 No
Source peroxisomal membrane protein,
= 34kDa), member 17
314 | GPCPD1 11672 |-0.117 0.0761 No
ABCB4 ATP-binding cassette,
315 | ABCB4 Entrez, sub-family B (MDR/TAP), 11694 |-0.118 0.0773 No
Source member 4
LIPE
316 | LIPE Entrez, lipase, hormone-sensitive 11722 |-0.120 |0.0781 No
Source
MED31 mediator of RNA polymerase |l
317 | MED31 Entrez, transcription, subunit 31 11749 |-0.121 |0.0790 No
Source homolog (S. cerevisiae)
GNPAT lyceronephosphate
318 | GNPAT Entrez, gy PRosp 11822 |-0.125 |0.0770  |No
O-acyltransferase
Source
319 | KDSR 11847 |-0.127 |0.0780 No
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CROT
320 | CROT Entrez, carnitine O-octanoyltransferase | 11875 |-0.129 0.0788 No
Source
321 | FAR1 11908 |-0.131 0.0793 No
322 | ACER2 11959 [-0.134 0.0787 No
ELOVL3 elongation of very long chain
323 | ELOVL3 Entrez, fatty acids (FEN1/Elo2, 12016 |-0.137 0.0777 No
Source SURA4/El03, yeast)-like 3
GGPS1 eranylgeranyl diphosphate
324 | GGPS1 Entrez, geranyigeranyl diphosp 12056 |-0.139 [0.0778  |No
synthase 1
Source
AGPS alkylglycerone phosphate
325 | AGPS Entrez, Yigly phosp 12095 |-0.141 [0.0779  |No
synthase
Source
MED4 mediator of RNA polymerase |l
326 | MED4 Entrez, transcription, subunit 4 12134 |-0.144 0.0781 No
Source homolog (S. cerevisiae)
SCP2
327 | SCP2 Entrez, sterol carrier protein 2 12142 |-0.144 |0.0801 No
Source
MED10 mediator of RNA polymerase |l
328 | MED10 Entrez, transcription, subunit 10 12283 | -0.153 0.0739 No
Source homolog (NUT2, S. cerevisiae)
MTMR2
329 | MTMR2 Entrez, myotubularin related protein 2 | 12359 |-0.157 |0.0718 No
Source
SAR1B
330 | SAR1B Entrez, SAR1 gene homolog B (S. 12363 |-0.157 |0.0741  |No
cerevisiae)
Source
CD36

331|CD36 Entrez, CD36 molecule 12379 |-0.158 |0.0756  |No
(thrombospondin receptor)

Source
LGMN
332 | LGMN Entrez, legumain 12396 |-0.159 0.0771 No
Source
MUT
333 | MUT Entrez, methylmalonyl Coenzyme A | 1104 | 0164 |0.0736  |No
- mutase
Source
ACATL | e 1
334 | ACAT1 Entrez, Y 12579 |-0.169 0.0709 No
S _ (acetoacetyl Coenzyme A
Source .
E— thiolase)
HADH
335 | HADH Entrez, hydroxyacyl-Coenzyme A 12672 |-0.175 |0.0677  |No
dehydrogenase
Source
336 | MSMO1 12775 |-0.181 0.0639 No
CEPT1

337 | CEPT1 Entrez, choline/ethanolamine 12806 |-0.183  |0.0645 No
Source phosphotransferase 1
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CDK8
338 | CDK8 Entrez, cyclin-dependent kinase 8 12874 |-0.188 |0.0628 No
Source
MTM1
339 | MTM1 Entrez, myotubularin 1 12939 |-0.192 0.0614 No
Source
PPP1CC . .
340 |PPPICC  |Entrez, protein phosphatase 1, catalytic | ) 1514 | 5198 [0.0590 | No
subunit, gamma isoform
Source
SLCA4AL solute carrier family 44
341 | SLC44A1 Entrez, y 4% 13088 |-0.203 0.0572 No
member 1
Source
LPIN1
342 | LPIN1 Entrez, lipin 1 13169 |-0.207 0.0548 No
Source
343 | MED23 13176 |-0.207 0.0569 No
CLOCK
344 | CLOCK Entrez, clock homolog (mouse) 13323 |-0.217 |0.0503 No
Source
345 | LCLAT1 13332 |-0.217 0.0523 No
GPDI1L lycerol-3-phosphate
346 | GPD1L Entrez, gy phospha 13408 |-0.222 [0.0502  |No
dehydrogenase 1-like
Source
PIK3CA . . .
347 | PIK3CA Entrez, phosphoinositide-3-kinase, 13438 |-0.224 |0.0509  |No
catalytic, alpha polypeptide
Source
GPD1 lycerol-3-phosphate
348 | GPD1 Entrez, gy phosp 13482 |-0.227 [0.0507  |No
I — dehydrogenase 1 (soluble)
Source
349 | PIKFYVE 13496 |-0.228 0.0524 No
SACM1L .
350| SACMIL  |Entrez, SACI suppressor of actin 13513 |-0.229 |0.0538  |No
mutations 1-like (yeast)
Source
OCRL oculocerebrorenal syndrome of
351 | OCRL Entrez, y 13543 |-0.231 [0.0545  |No
- Lowe
Source
PNPLAS atatin-like phospholipase
352 | PNPLA8 | Entrez, patatin-iike phospholip 13593 |-0.236 [0.0540  |No
domain containing 8
Source
SLC27A5 . .
353| SLC27A5 | Entrez, solute carrier family 27 (fatty | 1560, | 536 |0.0558 | No
acid transporter), member 5
Source
354 | TGS1 13608 |-0.236 0.0581 No
355 | EPT1 13617 |-0.237 0.0601 No
PIK3R1 phosphoinositide-3-kinase,
356 | PIK3R1 Entrez, regulatory subunit 1 (p85 13664 |-0.240 |0.0597 No
Source alpha)
PRKAB2 L .
357 | PRKAB2 | Entrez, protein kinase, AMP-activated, | )527, | 5547 00556 | No
Source beta 2 non-catalytic subunit
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BDH1 3-hydroxybutyrate
358 | BDH1 Entrez, ydroxybuty 13799 |-0.249 [0.0565 |No
dehydrogenase, type 1
Source
HMGCS1 3-hydroxy-3-methylglutaryl-
359 | HMGCS1 Entrez, Coenzyme A synthase 1 13881 |-0.255 0.0540 No
Source (soluble)
Pl4K2B - . .
360 | PI4K2B Entrez, phosphatidylinositol 4-kinase | 5095 | 5056 [0.0559 | No
type 2 beta
Source
361 | ACER1 13894 |-0.256 0.0582 No
SYNJ2
362 | SYNJ2 Entrez, synaptojanin 2 14025 |-0.266 |0.0527 No
Source
363 | MEDY 14031 |-0.266 0.0549 No
CYP27A1 .
364| CYP27A1 | Entrez, cytochrome PAS0, family 27, | 1 \ha8 | 9270 [0.0539 | No
subfamily A, polypeptide 1
Source
ME1 .
365 | ME1 Entrez, malic enzyme 1, NADP(+)- 14157 |-0.276 [0.0522  |No
dependent, cytosolic
Source
TBL1XR1 . . .
366 | TBLIXR1 |Entrez, transducin (beta)-like 1X-linked |1 /105 1 0577 00531 [No
receptor 1
Source
PPP1CB . .
367|PPPICB | Entrez, protein phosphatase 1, catalytic |, 46 | g 287 |0.0516  |No
subunit, beta isoform
Source
SGPP1 sphingosine-1-phosphate
368 | SGPP1 Entrez, phing phosp 14249 |-0.282 [0.0541  |No
phosphatase 1
Source
CRLS1
369 | CRLS1 Entrez, cardiolipin synthase 1 14285 |-0.286 |0.0544 No
Source
370 | MED21 14400 |-0.294 0.0498 No
GPAM lycerol-3-phosphate
371 | GPAM Entrez, gy phospha 14418 |-0.296 |0.0513  |No
- acyltransferase, mitochondrial
Source
LHB luteinizing hormone beta
372 |LHB Entrez, 9 14484 |-0.303 [0.0497  |No
= polypeptide
Source
PIK3C2A . .. .
373| PIK3C2A | Entrez, phosphoinositide-3-kinase, 14551 |-0.309 |0.0481  |No
class 2, alpha polypeptide
Source
SLC27A2 . .
374|SLC27A2 | Entrez, solute carrier family 27 (fatty | 1 598 | 9313 [0.0478  |No
acid transporter), member 2
Source
HSPG2 heparan sulfate proteoglycan 2
375 | HSPG2 Entrez, P proteogly 14828 |-0.337 [0.0361  |No
Source (perlecan)
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1-acylglycerol-3-phosphate

AGPATS O-acyltransferase 5
376 | AGPAT5 Entrez, Y - . 14867 |-0.340 0.0362 No
(lysophosphatidic acid
Source s
= acyltransferase, epsilon)
ARSK
377 | ARSK Entrez, arylsulfatase family, member K | 14897 |-0.343 | 0.0369 No
Source
SLCA4A3 lut rrier family 44
378 | SLC44A3 | Entrez, Solute carrier tamily 42, 14968 |-0.349 [0.0351  |No
member 3
Source
ETNK1
379 | ETNK1 Entrez, ethanolamine kinase 1 15083 | -0.364 0.0305 No
Source
MCEE
380 | MCEE Entrez, methylmalonyl CoA epimerase | 15097 |-0.367 |0.0322 No
Source
PRKACB protein kinase,
381 | PRKACB Entrez, cAMP-dependent, catalytic, 15132 |-0.371 0.0326 No
Source beta
ACADM acyl-Coenzyme A
382 | ACADM Entrez, dehydrogenase, C-4 to C-12 15263 |-0.387 |0.0270 No
Source straight chain
FABP6 L . .
383 | FABPG Entrez, fatty acid binding protein 6, ileal | o551 | (5 390 [0.0285 | No
(gastrotropin)
Source
CUBN cubilin (intrinsic factor-
384 | CUBN Entrez, ) 15293 |-0.392 0.0302 No
— - cobalamin receptor)
Source
UGCG .
385 | UGCG Entrez, UDP-glucose ceramide 15307 |-0.396 [0.0319  |No
P glucosyltransferase
Source
386 | PLD6 15316 |-0.397 0.0339 No
NR1D1 nuclear receptor subfamily 1
387 | NR1D1 Entrez, P Y& 115321 |-0.398 |0.0361 |No
group D, member 1
Source
PPAP2A . .
388 |PPAP2A  |Entrez, phosphatidic acid phosphatase | 15054 | 5414 [0.0323 | No
type 2A
Source
OXCT1
389 | OXCT1 Entrez, 3-oxoacid CoA transferase 1 15439 | -0.417 0.0339 No
Source
AMN
390 | AMN Entrez, amnionless homolog (mouse) | 15518 [-0.428 |0.0316 No
Source
ACHE .
391 | ACHE Entrez, acetylcholinesterase (Ytblood | 1006, | g 439 [0.0315  |No
= group)
Source
PLA2G12A
392 | PLA2G12A | Entrez, phospholipase A2, group XIIA | 15571 |-0.442 |0.0334 No
Source
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LDLRAP1 low density lipoprotein receptor
393 |LDLRAP1 |Entrez, y lipop PIOr | 15583 |-0.444 |0.0352 |No
adaptor protein 1
Source
394 | CERS6 15590 |-0.446 0.0373 No
APOE
395 | APOE Entrez, apolipoprotein E 15705 |-0.473 0.0327 No
Source
NFYB nuclear transcription factor Y,
396 | NFYB Entrez, bota P ' 115872 |-0521 [0.0249  |No
Source
ACSL6 :
397 | ACSL6 Entrez, acyl-CoA synthetase long-chain | 1 oo, | 541 00238 |No
family member 6
Source
CCNC
398 | CCNC Entrez, cyclin C 15976 |-0.557 0.0236 No
Source
LPL
399 | LPL Entrez, lipoprotein lipase 16025 [-0.580 |0.0231 No
Source
400 | CERS3 16072 |-0.598 0.0227 No
INPP4B inositol polyphosphate-
401 | INPP4B Entrez, polyphosp 16146 |-0.640 |0.0207  |No
4-phosphatase, type Il, 105kDa
Source
IDI2 isopentenyl-diphosphate delta
402 | IDI2 Entrez, Isopentenyl-diphosp 16163 |-0.652 [0.0222  |No
- isomerase 2
Source
LPIN3
403 | LPIN3 Entrez, lipin 3 16359 |-0.827 0.0126 No
Source
NPAS2
404 | NPAS2 Entrez, neuronal PAS domain protein 2 | 16567 |-1.644 | 0.0023 No
Source
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REACTOME_METABOLISM_OF_LIPIDS_AND_LIPOP
ROTEINS: Random ES distribution
170
160 A
150 \
140
130
120
110 | t 1
100 f \
T 90
Ly
o 20
70
&0 .
S0
ELE ’
20
20
104
o : B ; ; Sets with pos scofes: 52% : : |
-0.100 -0.075 -0.050 -0.025 0.000 0.025 0.050 0.075 0.10
ES
Fig 2: REACTOME_METABOLISM_OF_LIPIDS_AND_LIPOPROTEINS: Random ES
distribution
Gene set null distribution of ES for
REACTOME_METABOLISM_OF_LIPIDS_AND_LIPOPROTEINS

25 of 25 30.10.2014 15:58



Details for gene set EXTRACELLULAR_REGION[GSEA] file://///server2/shared/Neurogenetik/ProjectsGrantsManuscripts/microar...

Table: GSEA Results Summary

Dataset PARK4_differential_expression 5vs5 20140911
Phenotype NoPhenotypeAvailable

Upregulated in class disease

GeneSet EXTRACELLULAR_REGION

Enrichment Score (ES) 0.14901806

Normalized Enrichment Score (NES) ||2.909486

Nominal p-value 0.0

FDR g-value 0.0

FWER p-Value 0.0

Enrichment plot: EXTRACELLULAR_REGION
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0,125

0.100 4
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Rank in Ordered Dataset
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| Enrichment profile — Hits Ranking metric scaresl

Fig 1. Enrichment plot: EXTRACELLULAR_REGION
Profile of the Running ES Score & Positions of GeneSet Members on the Rank Ordered
List
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PROBE

GENE
SYMBOL

GENE_TITLE

RANK
IN
GENE
LIST

RANK
METRIC
SCORE

RUNNING
ES

CORE
ENRICHMENT

PCSK1N

PCSKI1N
Entrez,

Source

proprotein convertase
subtilisin/kexin type 1 inhibitor

1.628

0.0030

Yes

GPX3
Entrez,
Source

glutathione peroxidase 3 (plasma)

39

1.145

0.0046

Yes

EFNA5
Entrez,
Source

ephrin-A5

49

1.093

0.0076

Yes

Cc2
Entrez,
Source

complement component 2

82

0.935

0.0091

Yes

PLTP

PLTP
Entrez,
Source

phospholipid transfer protein

92

0.915

0.0120

Yes

SFTPD

SFTPD
Entrez,

Source

surfactant, puimonary-associated
protein D

98

0.901

0.0152

Yes

CXCL2

CXCL2
Entrez,
Source

chemokine (C-X-C motif) ligand 2

128

0.812

0.0169

Yes

ClQB
Entrez,
Source

complement component 1, q
subcomponent, B chain

141

0.790

0.0197

Yes

CTGFE

CTGF
Entrez,
Source

connective tissue growth factor

145

0.782

0.0230

Yes

10

COL13A1

COL13A1
Entrez,

Source

collagen, type XllI, alpha 1

187

0.730

0.0239

Yes

11

Cl1QA
Entrez,
Source

complement component 1, q
subcomponent, A chain

188

0.729

0.0274

Yes

12

EREG
Entrez,
Source

epiregulin

216

0.696

0.0292

Yes

13

IL27
Entrez,
Source

interleukin 27

222

0.685

0.0324

Yes

14

CETP

CETP
Entrez,
Source

cholesteryl ester transfer protein,
plasma

227

0.680

0.0357

Yes
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ORM2

15 |ORM2 Entrez, orosomucoid 2 242 0.663 0.0383 Yes
Source
PTGDS .

16 |PTGDS |Entrez, prostaglandin D2 synthase 21kDa | 561 15649 |0.0407  |VYes

(brain)

Source
DKK3 .

17 | DKK3 Entrez, dickkopf homolog 3 (Xenopus 271 |0.638  |0.0436 |Yes

laevis)

Source
MMP9 matrix metallopeptidase 9

18 | MMP9 Entrez, (gelatinase B, 92kDa gelatinase, 280 0.633 0.0466 Yes
Source 92kDa type IV collagenase)
PLA2G2D

19 |PLA2G2D |Entrez, phospholipase A2, group 11D 283 0.626 0.0500 Yes
Source
IL5RA

20 |IL5RA Entrez, interleukin 5 receptor, alpha 323 0.592 0.0511 Yes
Source
CCL4

21 |CCL4 Entrez, chemokine (C-C motif) ligand 4 334 0.581 0.0539 Yes
Source
GSN

22 SN Entrez, gelsolin (amyloidosis, Finnish type) | 355 0.567 0.0562 Yes
Source
GNLY

23 | GNLY Entrez, granulysin 375 0.553 0.0585 Yes
Source
PROK2

24 | PROK2 Entrez, prokineticin 2 394 0.541 0.0609 Yes
Source
SECTM1

25 | SECTM1 Entrez, secreted and transmembrane 1 425 0.530 0.0625 Yes
Source
IFI30 interferon, gamma-inducible protein

26 |IF130 Entrez, 20 9 P 458  |0.516  [0.0641 |Yes
Source
CABP4

27 | CABP4 Entrez, calcium binding protein 4 465 0.513 0.0672 Yes
Source
ECM1

28 |ECM1 Entrez, extracellular matrix protein 1 488 0.502 0.0693 Yes
Source
PSAP prosaposin (variant Gaucher

29 |PSAP Entrez, disease and variant metachromatic | 501 0.498 0.0721 Yes
Source leukodystrophy)
LYz

30 |Lyz Entrez, lysozyme (renal amyloidosis) 519 0.492 0.0745 Yes
Source
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HYAL1
31 |HYAL1 Entrez, hyaluronoglucosaminidase 1 542 0.483 0.0766 Yes
Source
TGFB1 .
32 |TGFBL  |Entrez, transforming growth factor, betal f5,, 1491 00801 | Yes
(Camurati-Engelmann disease)
Source
CDA
33 |CDA Entrez, cytidine deaminase 545 0.480 0.0835 Yes
Source
LAMB2
34 | LAMB2 Entrez, laminin, beta 2 (laminin S) 568 0.472 0.0857 Yes
Source
CXCL9
35 | CXCL9 Entrez, chemokine (C-X-C motif) ligand 9 | 594 0.464 0.0876 Yes
Source
EMILIN2
36 | EMILIN2 Entrez, elastin microfibril interfacer 2 621 0.455 0.0895 Yes
Source
SLIT1
37 |SLIT1 Entrez, slit homolog 1 (Drosophila) 645 0.449 0.0916 Yes
Source
ADM
38 |ADM Entrez, adrenomedullin 666 0.444 0.0939 Yes
Source
cRoEz e e
39 |ERBB2 Entrez, o9 g4 755  |0.422  |0.0920 |Yes
neuro/glioblastoma derived
Source .
oncogene homolog (avian)
CHI3L1 . . .
40 |CHIBLL  |Entrez, | Chitinase 3ike 1 (cartilage 784  |0.415  |0.0937 |Yes
glycoprotein-39)
Source
AMH
41 | AMH Entrez, anti-Mullerian hormone 793 0.414 0.0967 Yes
Source
ILIRN
42 |IL1IRN Entrez, interleukin 1 receptor antagonist 797 0.413 0.1000 Yes
Source
TGFBI .
43 |TGFBI Entrez, transforming growth factor, 830 |0.404 [0.1015 |Yes
beta-induced, 68kDa
Source
RNH1
44 | RNH1 Entrez, ribonuclease/angiogenin inhibitor 1 | 858 0.400 0.1034 Yes
Source
SERPINAL1 |serpin peptidase inhibitor, clade A
45 | SERPINA1 |Entrez, (alpha-1 antiproteinase, 861 0.399 0.1067 Yes
Source antitrypsin), member 1
SGCA sarcoglycan, alpha (50kDa
46 | SGCA Entrez, dystrophin-associated 883 0.395 0.1089 Yes
Source glycoprotein)
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APOL1
47 |APOL1 Entrez, apolipoprotein L, 1 897 0.392 0.1116 Yes
Source
HBEGF Lo .
48 |HBEGF  |Entrez, heparin-binding EGF-like growth 1 594 15395 |0.1150  |Ves
factor
Source
ORM1
49 |ORM1 Entrez, orosomucoid 1 1039 0.372 0.1100 Yes
Source
PLA2G7 phospholipase A2, group VII
50 |PLA2GY Entrez, (platelet-activating factor 1065 0.368 0.1120 Yes
Source acetylhydrolase, plasma)
CTF1
51 |CTF1 Entrez, cardiotrophin 1 1078 0.365 0.1147 Yes
Source
GLA
52 |GLA Entrez, galactosidase, alpha 1087 0.364 0.1177 Yes
Source
CHAD
53 |CHAD Entrez, chondroadherin 1090 0.363 0.1211 Yes
Source
TCN2 transcobalamin Il; macrocytic
54 | TCN2 Entrez, ; ' y 1254 0.339 0.1146 Yes
anemia
Source
RNPEP arginyl aminopeptidase
55 |RNPEP  |Entrez, giny! aminopep 1294 [0.334  |0.1157 |Yes
(aminopeptidase B)
Source
CFP
56 |CFEP Entrez, complement factor properdin 1319 |0.332 0.1177 Yes
Source
RTN3
57 |RTN3 Entrez, reticulon 3 1386 0.325 0.1171 Yes
Source
COL7A1 collagen, type VI, alpha 1
58 |COL7A1 Entrez, (epidermolysis bullosa, dystrophic, | 1396 0.324 0.1200 Yes
Source dominant and recessive)
NUCB1
59 |NUCB1 Entrez, nucleobindin 1 1441 0.319 0.1208 Yes
Source
EGFL7
60 |EGFL7Y Entrez, EGF-like-domain, multiple 7 1460 |0.317 0.1232 Yes
Source
LTBP4 .
61 |LTBP4 Entrez, latent transforming growth factor | 1457 19314 |0.1245  |Yes
beta binding protein 4
Source
62 SOXx1 1515 0.313 0.1269 Yes
LOXL3
63 |LOXL3 Entrez, lysyl oxidase-like 3 1579 0.307 0.1266 Yes
Source
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VTN
64 |VIN Entrez, vitronectin 1596 0.305 0.1291 Yes
Source
IL1B
65 |IL1B Entrez, interleukin 1, beta 1606 0.303 0.1320 Yes
Source
RNASE6
66 | RNASE6 Entrez, ribonuclease, RNase A family, k6 | 1610 0.303 0.1353 Yes
Source
CXCL1 chemokine (C-X-C motif) ligand 1
67 |CXCL1 Entrez, (melanoma growth stimulating 1624 0.301 0.1380 Yes
Source activity, alpha)
RAB35
68 |RAB35 | Entrez, RAB35, member RAS oncogene | 15/5  |9998 01404 | Yes
family
Source
INSL3
69 |INSL3 Entrez, insulin-like 3 (Leydig cell) 1709 |0.293 0.1399 Yes
Source
PVR
70 |PVR Entrez, poliovirus receptor 1722 0.291 0.1426 Yes
Source
LTBP2 .
71 |LTBP2 Entrez, latent transforming growth factor | 125 |5 590 01457  |ves
beta binding protein 2
Source
MGP
72 | MGP Entrez, matrix Gla protein 1751 0.287 0.1479 Yes
Source
SPINT1 . . — .
73 |SPINT1  |Entrez, serine peptidase inhibitor, Kunitz | 1291 19584 |0.1400  |vYes
type 1
Source
PPT1 palmitoyl-protein thioesterase 1
74 |PPT1 Entrez, (ceroid-lipofuscinosis, neuronal 1, |1863 0.278 0.1482 No
Source infantile)
HPX
75 |HPX Entrez, hemopexin 1948 0.270 0.1465 No
Source
OSM
76 |OSM Entrez, oncostatin M 2285 0.242 0.1294 No
Source
COPA coatomer protein complex, subunit
77 |COPA Entrez, P piex, 2426 |0.232  |0.1243  |No
alpha
Source
RNASET2
78 |RNASET2 |Entrez, ribonuclease T2 2490 0.228 0.1239 No
Source
FXYD6 . S
79 |EXYD6 Entrez, FXYD domain containing ion 2601 |0.215  |0.1151  |No
Source transport regulator 6
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ANG angiogenin, ribonuclease, RNase A
80 |ANG Entrez, glogenin, ’ 2703 |0.214  |0.1180  |No
family, 5
Source
APOA1
81 |APOAl Entrez, apolipoprotein A-1 2728 0.212 0.1200 No
Source
IL32
82 |1L32 Entrez, interleukin 32 2768 0.208 0.1211 No
Source
LCAT
83 |LCAT Entrez, lecithin-cholesterol acyltransferase | 3039 0.191 0.1080 No
Source
CTRL
84 |CTRL Entrez, chymotrypsin-like 3142 0.184 0.1052 No
Source
THBS4
85 |THB34 Entrez, thrombospondin 4 3163 0.183 0.1075 No
Source
SPN
86 | SPN Entrez, sialophorin (leukosialin, CD43) 3179 0.183 0.1101 No
Source
APOA1BP
87 | APOAI1BP |Entrez, apolipoprotein A-l binding protein | 3313 0.176 0.1054 No
Source
FSTL3 o
88 |ESTL3 Entrez, folistatin-like 3 (secreted 3315 |0.176  |0.1088  |No
glycoprotein)
Source
CRLF1
89 |CRLF1 Entrez, cytokine receptor-like factor 1 3433 0.169 0.1051 No
Source
IL15
90 |IL15 Entrez, interleukin 15 3665 0.157 0.0945 No
Source
COL9A2
91 |COL9A2 Entrez, collagen, type IX, alpha 2 3742 0.152 0.0933 No
Source
MIA
92 |MIA Entrez, melanoma inhibitory activity 3813 0.149 0.0925 No
Source
PRG? proteoglyf:an 2, bone_ marrow
93 | PRG2 Entrez, (natural killer cell activator, 3923 |0.143  |0.0893  |No
eosinophil granule major basic
Source )
protein)
INHBB - .
94 |INHBB Entrez, '”Ql'b'r;’ ?fjth(aCt'V'” ABbeta o947 |0.142  [0.0914 |No
Source polypep
ATRN
95 |ATRN Entrez, attractin 4018 0.138 0.0906 No
Source
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IL18BP
96 |IL18BP Entrez, interleukin 18 binding protein 4182 0.130 0.0841 No
Source
F13A1 .
97 |F13A1 Entrez, coagulation factor Xll, Al 4186 |0.129  [0.0874 |No
polypeptide
Source
HDGF .
98 | HDGE Entrez, hepatoma-derived growth factor | 555 |5 156  |0.0899  |No
(high-mobility group protein 1-like)
Source
CHI3L2
99 | CHI3L2 Entrez, chitinase 3-like 2 4233 0.126 0.0916 No
Source
IL18 interleukin 18 (interferon-gamma-
100 |1L18 Entrez, . . 9 4372 0.119 0.0866 No
— Er—— inducing factor)
Source
YARS
101 | YARS Entrez, tyrosyl-tRNA synthetase 4427 0.117 0.0868 No
Source
IL6R
102 | IL6R Entrez, interleukin 6 receptor 4506 0.112 0.0855 No
Source
EFEMP2 o
103 | EEEMP2 | Entrez, EGF-containing fibulin-like 4519 (0112 |0.0882  |No
extracellular matrix protein 2
Source
ADAMTS13 . .
104 | ADAMTS13 | Entrez, ADAM metallopeptidase with 4630 |0.106  |0.0850 |No
thrombospondin type 1 motif, 13
Source
GPC1
105 | GPC1 Entrez, glypican 1 4728 0.102 0.0825 No
Source
C190RF24 chromosome 19 open readin
106 | C190rf24  |Entrez, P 9 4902 |0.093  |0.0754 |No
frame 24
Source
107 | PRADC1 4956 0.091 0.0756 No
SPINT2 . . N .
108|SPINT2 | Entrez, serine peptidase inhibitor, Kunitz | 516 1 0gg |0.0755  |No
type, 2
Source
109 | VCAN 5027 0.088 0.0784 No
PLA2G4B .
110 | PLA2G4B | Entrez, phospholipase A2, group IVB 5275 |0.076  |0.0667 |No
(cytosolic)
Source
VWEF
111 | VWE Entrez, von Willebrand factor 5278 0.076 0.0701 No
Source
SDF2
112 | SDF2 Entrez, stromal cell-derived factor 2 5287 0.075 0.0731 No
Source
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MFNG
113 | MENG Entrez, manic fringe homolog (Drosophila) |5311 0.074 0.0751 No
Source
114 | PLIN2 5532 0.065 0.0651 No
COLQ collagen-like tail subunit (single
115 | COLQ Entrez, strand of homotrimer) of 5544 0.064 0.0680 No
Source asymmetric acetylcholinesterase
IMPG2 interphotoreceptor matrix
116 | IMPG2 Entrez, P P 5571 |0.063  |0.0698  |No
proteoglycan 2
Source
IFNAR2 .
117 | IENAR2 | Entrez, interferon (alpha, beta and omega) | seq, |6 056 [0.0660  |No
receptor 2
Source
118 | VEGFA 5768 0.053 0.0649 No
IK .
119 | IK Entrez, :IK cytokine, dowr-regulator of HLA | 52q5 1 050 0.0669 | No
Source
SNTB2 syntrophin, beta 2 (dystrophin-
120 | SNTB2 Entrez, associated protein Al, 59kDa, 6102 0.039 0.0515 No
Source basic component 2)
FGL2
121 |EGL2 Entrez, fibrinogen-like 2 6105 0.039 0.0549 No
Source
SPG7 spastic paraplegia 7, paraplegin
122 | SPG7 Entrez, (pure and complicated autosomal | 6125 0.039 0.0572 No
Source recessive)
TNFAIP2 tumor necrosis factor, alpha-
123 | TNFAIP2 Entrez, . ; - alp 6350 0.029 0.0469 No
induced protein 2
Source
PRR4
124 | PRR4 Entrez, proline rich 4 (lacrimal) 6557 0.019 0.0378 No
Source
SGCE
125 | SGCE Entrez, sarcoglycan, epsilon 6559 0.019 0.0412 No
Source
APP amyloid beta (A4) precursor
126 | APP Entrez, protein (peptidase nexin-II, 6680 0.014 0.0373 No
Source Alzheimer disease)
IL16 interleukin 16 (lymphocyte
127 | 1L16 Entrez, 6844 0.007 0.0308 No
— R chemoattractant factor)
Source
IL17C
128 | IL17C Entrez, interleukin 17C 6862 0.007 0.0333 No
Source
AFM
129 | AFM Entrez, afamin 7121 0.000 0.0210 No
Source
130 | AMTN 7187 0.000 0.0205 No
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131

ANGPTL3

ANGPTL3
Entrez,

Source

angiopoietin-like 3

7191

0.000

0.0238

No

132

APCS
Entrez,
Source

amyloid P component, serum

7215

0.000

0.0258

No

133

7258

0.000

0.0267

No

134

C8A
Entrez,
Source

complement component 8, alpha
polypeptide

7344

0.000

0.0250

No

135

CALCA

CALCA
Entrez,

Source

calcitonir/calcitonin-related
polypeptide, alpha

7359

0.000

0.0276

No

136

CARTPT

CARTPT
Entrez,

Source

CART prepropeptide

7363

0.000

0.0309

No

137

CAV3

CAV3
Entrez,
Source

caveolin 3

7366

0.000

0.0343

No

138

CCL13

CCL13
Entrez,

Source

chemokine (C-C motif) ligand 13

7381

0.000

0.0369

No

139

COL1A2

COL1A2
Entrez,

Source

collagen, type |, alpha 2

7445

0.000

0.0366

No

140

COL3A1

COL3A1
Entrez,

Source

collagen, type lll, alpha 1 (Ehlers-
Danlos syndrome type 1V,
autosomal dominant)

7446

0.000

0.0400

No

141

CPAl

CPAl1
Entrez,
Source

carboxypeptidase Al (pancreatic)

7450

0.000

0.0433

No

142

CPN1

CPN1
Entrez,
Source

carboxypeptidase N, polypeptide
1, 50kD

7452

0.000

0.0468

No

143

DMBT1

DMBT1
Entrez,

Source

deleted in malignant brain tumors 1

7594

0.000

0.0416

No

144

DMP1
Entrez,
Source

dentin matrix acidic phosphoprotein

7596

0.000

0.0450

No

145

DSPP
Entrez,
Source

dentin sialophosphoprotein

7611

0.000

0.0477

No

146

FGA
Entrez,
Source

fibrinogen alpha chain

7690

0.000

0.0464

No

147

FGF10

FGF10
Entrez,

Source

fibroblast growth factor 10

7691

0.000

0.0499

No
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FGF3 fibroblast growth factor 3 (murine
148 | EGE3 Entrez, mammary tumor virus integration | 7693 0.000 0.0533 No
Source site (v-int-2) oncogene homolog)
FGF4 fibroblast growth factor 4 (heparin
149 | EGF4 Entrez, secretory transforming protein 1, 7694 0.000 0.0568 No
Source Kaposi sarcoma oncogene)
FGF5
150 | EGF5 Entrez, fibroblast growth factor 5 7695 0.000 0.0602 No
Source
FGF6
151 | FGF6 Entrez, fibroblast growth factor 6 7696 0.000 0.0637 No
Source
FGG
152 | EGG Entrez, fibrinogen gamma chain 7697 0.000 0.0672 No
Source
FIGF c-fos induced growth factor
153 | FIGF Entrez, (vascular endothelial growth factor | 7700 0.000 0.0706 No
Source D)
GDNF lial cell derived neurotrophic
154 | GDNF Entrez, 9 P 7781 |0.000  |0.0692 |No
factor
Source
GREM1 gremlin 1, cysteine knot
155 | GREM1 Entrez, superfamily, homolog (Xenopus 7830 0.000 0.0697 No
Source laevis)
GRP
156 | GRP Entrez, gastrin-releasing peptide 7832 0.000 0.0731 No
Source
IFNA7
157 | IENA7 Entrez, interferon, alpha 7 7914 0.000 0.0716 No
Source
IGFBP1 L .
158 | IGFBPL  |Entrez, insulir-like growth factor binding | 7955 |9 000 [0.0748 | No
protein 1
Source
IL13RA2
159 | IL13RA2 Entrez, interleukin 13 receptor, alpha 2 7943 0.000 0.0770 No
Source
IL17A
160 | IL17A Entrez, interleukin 17A 7944 0.000 0.0804 No
Source
IL3 interleukin 3 (colony-stimulatin
161 |IL3 Entrez, . Y 9 7950 0.000 0.0836 No
factor, multiple)
Source
162 | IL36B 7952 0.000 0.0870 No
IL9R
163 | IL9R Entrez, interleukin 9 receptor 7957 |0.000 0.0903 No
Source
KLK13
164 | KLK13 Entrez, kallikrein 13 8009 0.000 0.0906 No
Source
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KLK4 kallikrein 4 (prostase, enamel
165 | KLK4 Entrez, ) P ' 8011 0.000 0.0941 No
matrix, prostate)
Source
KLK5
166 | KLK5 Entrez, kallikrein 5 8012 0.000 0.0975 No
Source
KLK6
167 | KLK6 Entrez, kallikrein 6 (neurosin, zyme) 8013 0.000 0.1010 No
Source
KLK8
168 | KLK8 Entrez, kallikrein 8 (neuropsin/ovasin) 8015 0.000 0.1045 No
Source
LALBA
169 | LALBA Entrez, lactalbumin, alpha- 8115 0.000 0.1019 No
Source
LGALS7 . . -
170 | LGALS7 | Entrez, lectin, galactoside-binding, soluble, | 5137 15000 |0.1041  |No
7 (galectin 7)
Source
MBL2 - . .
171 | MBL2 Entrez, mannose-binding lectin (protein C) | 5505 15000 |0.1036  |No
2, soluble (opsonic defect)
Source
MEPE matrix, extracellular
172 | MEPE Entrez, phosphoglycoprotein with ASARM | 8209 0.000 0.1067 No
Source motif (bone)
MMP10 . .
173|MMP10 | Entrez, matrix metallopeptidase 10 8213 |0.000  |0.1100  |No
(stromelysin 2)
Source
MMP13 . .
174|MMP13  |Entrez, matrix metallopeptidase 13 8214 [0.000 |0.1135 |No
(collagenase 3)
Source
MMP20 . .
175 MMP20 | Entrez, matrix metallopeptidase 20 8215 |0.000 |0.1170  |No
(enamelysin)
Source
MSMB
176 | MSMB Entrez, microseminoprotein, beta- 8234 0.000 0.1194 No
Source
MYOC .
177|MYOC  |Entrez, myocilin, trabecular meshwork 1565 15900 01212 |No
inducible glucocorticoid response
Source
NPPB
178 | NPPB Entrez, natriuretic peptide precursor B 8304 |0.000 0.1222 No
Source
OPTC
179 |OPTC Entrez, opticin 8338 0.000 0.1237 No
Source
PCSK2 roprotein convertase
180 | PCSK2 Entrez, propro’ein cc 8664 |0.000  [0.1072  |No
Source subtilisin/kexin type 2
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PLA2G2E
181 | PLA2G2E | Entrez, phospholipase A2, group IIE 8680 0.000 0.1098 No
Source
PLA2G3
182 | PLA2G3 Entrez, phospholipase A2, group Il 8681 0.000 0.1133 No
Source
PLA2R1 .
183 | PLA2R1 | Entrez, phospholipase A2 receptor 1, 8684 |0.000 |0.1166 |No
180kDa
Source
PTN pleiotrophin (heparin binding
184 | PTN Entrez, growth factor 8, neurite growth- 8778 0.000 0.1144 No
Source promoting factor 1)
REG3A
185 | REG3A Entrez, regenerating islet-derived 3 alpha | 8803 0.000 0.1164 No
Source
SCGBID1 secretoglobin, family 1D, member
186 | SCGBID1 |Entrez, : globin, tamily 1L, 8925 |0.000 [0.1125 [No
Source
SCGB1D2 secretoglobin, family 1D, member
187 | SCGB1D2 |Entrez, 5 9 ' y 2 8926 0.000 0.1160 No
Source
SERPINAS | serpin peptidase inhibitor, clade A
188 | SERPINAS | Entrez, (alpha-1 antiproteinase, 8942 0.000 0.1186 No
Source antitrypsin), member 5
SERPINA7 | serpin peptidase inhibitor, clade A
189 | SERPINA7 | Entrez, (alpha-1 antiproteinase, 8943 0.000 0.1220 No
Source antitrypsin), member 7
SMR3A submaxillary gland androgen
190 | SMR3A Entrez, regulated protein 3 homolog A 9005 0.000 0.1218 No
Source (mouse)
SMR3B submaxillary gland androgen
191 | SMR3B Entrez, regulated protein 3 homolog B 9006 0.000 0.1253 No
Source (mouse)
SNTG1
192 | SNTG1 Entrez, syntrophin, gamma 1 9007 0.000 0.1288 No
Source
SST
193 | SST Entrez, somatostatin 9070 0.000 0.1284 No
Source
tachykinin, precursor 1 (substance
TAC1 K, substance P, neurokinin 1,
194 | TAC1 Entrez, neurokinin 2, neuromedin L, 9103 0.000 0.1300 No
Source neurokinin alpha, neuropeptide K,
neuropeptide gamma)
TINAG
195 | TINAG Entrez, tubulointerstitial nephritis antigen 9150 |0.000 0.1306 No
Source
VWC2 . .
196 | VWC2 Entrez, von Willebrand factor C domain 1957, 10 000 |0.1266 | No
Source containing 2
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uTSs2
197 | UTS2 Entrez, urotensin 2 9397 -0.004 0.1226 No
Source
AKR1B1 .
198 |AKR1B1  |Entrez, aldo-keto reductase family 1, 9448 |-0.006 |0.1230 |No
member B1 (aldose reductase)
Source
LGALS8 . . .
199 | LGALS8 | Entrez, lectin, galactoside-binding, soluble, | o456 | 5007 |0.1255 |No
8 (galectin 8)
Source
PNOC
200 | PNOC Entrez, prepronociceptin 9496 -0.009 0.1272 No
Source
DST
201 | DST Entrez, dystonin 9522 -0.010 0.1291 No
Source
interleukin 12A (natural killer cell
IL12A stimulatory factor 1, cytotoxic
202 | IL12A Entrez, Y i’ % 9567 -0.012 0.1299 No
lymphocyte maturation factor 1,
Source
p35)
MIF macrophage migration inhibitory
203 | MIE Entrez, factor (glycosylation-inhibiting 9690 -0.019 0.1259 No
Source factor)
GHRL
204 | GHRL Entrez, ghrelin/obestatin preprohormone 9863 -0.028 0.1189 No
Source
CCL2
205 | CCL2 Entrez, chemokine (C-C motif) ligand 2 9994 -0.034 0.1144 No
Source
UTPI11L .
206 |UTPLIL  |Entrez, | O1PiL-like, U3 small nucleolar 155043 | 9036 |0.1240  |No
ribonucleoprotein, (yeast)
Source
CKLF
207 | CKLE Entrez, chemokine-like factor 10072 |-0.037 0.1167 No
Source
SGCB sarcoglycan, beta (43kDa
208 | SGCB Entrez, dystrophin-associated 10112 |-0.039 0.1178 No
Source glycoprotein)
CFH
209 | CFH Entrez, complement factor H 10352 |-0.051 0.1066 No
Source
210 | AGRN 10573 |-0.061 0.0966 No
TNXB
211 | TNXB Entrez, tenascin XB 10639 |-0.064 0.0961 No
Source
COL18A1
212 | COL18A1 |Entrez, collagen, type XVIII, alpha 1 11156 |-0.090 0.0680 No
Source
213 | SRGN 11274 |-0.096 0.0643 No
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TFRC
214 | TERC Entrez, transferrin receptor (p90, CD71) 11301 |-0.098 0.0662 No
Source
DNASE1
215 | DNASE1 Entrez, deoxyribonuclease | 11312 |-0.098 0.0691 No
Source
LIPE
216 | LIPE Entrez, lipase, hormone-sensitive 11722 |-0.120 0.0475 No
Source
SNTB1 syntrophin, beta 1 (dystrophin-
217 | SNTB1 Entrez, associated protein Al, 59kDa, 11757 |-0.122 0.0489 No
Source basic component 1)
218 | KDSR 11847 |-0.127 0.0469 No
219 | ERAP1 11900 |-0.130 0.0472 No
LAMAZ laminin, alpha 2 (merosin
220 | LAMA2 Entrez, » &P ' 11916 |-0.131 0.0498 No
congenital muscular dystrophy)
Source
A1BG
221 | A1BG Entrez, alpha-1-B glycoprotein 11927 |-0.132 0.0527 No
Source
LOXL1
222 | LOXL1 Entrez, lysyl oxidase-like 1 11983 |-0.135 0.0528 No
Source
SFN
223 | SEN Entrez, stratifin 12259 |-0.152 0.0394 No
Source
LGALS3BP lectin, galactoside-binding, soluble
224 | LGALS3BP | Entrez, in, 9 . 9 ' 112260 |-0.152 0.0429 No
3 binding protein
Source
MATN1
225 | MATN1 Entrez, matrilin 1, cartilage matrix protein | 12647 |-0.174 0.0227 No
Source
AGGF1 . . .
226 | AGGE1 | Entrez, angiogenic factor with G patchand | 1,20, | 5180 |0.0197  |No
FHA domains 1
Source
PTX3 entraxin-related gene, rapidl
227 | PTX3 Entrez, b gene, rapidly 12815 |-0.184 |0.0195 |No
induced by IL-1 beta
Source
ASIP agouti signaling protein, nonagouti
228 | ASIP Entrez, gout signaling protein, honag 12817 |-0.184 |0.0229  |No
homolog (mouse)
Source
ADAMTS5 | ADAM metallopeptidase with
229 | ADAMTS5 | Entrez, thrombospondin type 1 motif, 5 12850 |-0.186 0.0245 No
Source (aggrecanase-2)
MMP11 matrix metallopeptidase 11
230 | MMP11  |Entrez, atlopep 12872 |-0.188 |0.0267  |No
Source (stromelysin 3)
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PI3 . N . .
231 | PI3 Entrez, peptidase inhibitor 3, skin-derived 13180 |-0.208 0.0113 No
R (SKALP)
Source
ERBB2IP
232 | ERBB2IP | Entrez, erbb2 interacting protein 13222 |-0.210 0.0123 No
Source
DGCR6 DiGeorge syndrome critical region
233|DGCR6  |Entrez, 9e sy gon 113207 |.0.210 |0.0155 |No
gene 6
Source
SMC3 structural maintenance of
234 | SMC3 Entrez, 13299 |-0.215 0.0147 No
_ — chromosomes 3
Source
IDE
235|IDE Entrez, insulin-degrading enzyme 13455 |-0.225 0.0087 No
Source
LOXL2
236 | LOXL2 Entrez, lysyl oxidase-like 2 13619 |-0.237 0.0022 No
Source
LAMC1 laminin, gamma 1 (formerl
237 | LAMC1 Entrez, ' 9 y 13710 |-0.243  |0.0001  |No
LAMB2)
Source
SOD1 superoxide dismutase 1, soluble
238 | SOD1 Entrez, (amyotrophic lateral sclerosis 1 13720 |-0.243 0.0031 No
Source (adult))
fms-related tyrosine kinase 1
FLTL (vascular endothelial growth
239 | FLT1 Entrez, grow 13931 |-0.259 -0.0063 No
E— E— factor/vascular permeability factor
Source
E— receptor)
RNASE?2 ribonuclease, RNase A family, 2
240 | RNASE2 Entrez, (liver, eosinophil-derived 13975 |-0.262 -0.0055 No
Source neurotoxin)
C5
241 C5 Entrez, complement component 5 14053 |-0.268 -0.0067 No
Source
CCL20
242 | CCL20 Entrez, chemokine (C-C motif) ligand 20 14153 |-0.275 -0.0093 No
Source
KL
243 | KL Entrez, klotho 14165 |-0.276 -0.0065 No
Source
FGF9 . .
244 | FGF9 Entrez, fibroblast growth factor 9 (glia- 114178 | 0277  |-00037 |No
activating factor)
Source
245 | EKTN 14198 |-0.278 -0.0014 No
ATG4C
246 | ATG4C Entrez, ATG4 autophagy related 4 14204 |-0.279 |0.0018  |No
homolog C (S. cerevisiae)
Source
SERPINF1 |serpin peptidase inhibitor, clade F
247 | SERPINF1 | Entrez, (alpha-2 antiplasmin, pigment 14345 |-0.290 -0.0033 No
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248 | TFE3

TFF3
Entrez,
Source

trefoil factor 3 (intestinal)

14495

-0.304

-0.0090

No

249 | MAGEE1

MAGEE1
Entrez,

Source

melanoma antigen family E, 1

14658

-0.319

-0.0154

No

250 | CCL28

CCL28
Entrez,

Source

chemokine (C-C motif) ligand 28

14817

-0.336

-0.0216

No

251 | PCSK5

PCSK5
Entrez,

Source

proprotein convertase
subtilisin/kexin type 5

15124

-0.371

-0.0369

No

252

':
[oe]

IL8
Entrez,
Source

interleukin 8

15242

-0.385

-0.0406

No

253 | COL9A3

COL9A3
Entrez,

Source

collagen, type IX, alpha 3

15323

-0.398

-0.0420

No

254 | SEMG1

SEMG1
Entrez,

Source

semenogelin |

15373

-0.406

-0.0415

No

255 | EBLN2

FBLN2
Entrez,
Source

fibulin 2

15386

-0.408

-0.0388

No

256 | AIMP1

15519

-0.429

-0.0434

No

257 | GDF15

GDF15
Entrez,

Source

growth differentiation factor 15

15556

-0.438

-0.0421

No

258 | ACHE

ACHE
Entrez,
Source

acetylcholinesterase (Yt blood
group)

15561

-0.439

-0.0388

No

259 | APOE

APOE
Entrez,
Source

apolipoprotein E

15705

-0.473

-0.0441

No

260 | HTRA1

HTRA1
Entrez,
Source

HtrA serine peptidase 1

15713

-0.475

-0.0411

No

261 | COL4A4

COL4A4
Entrez,

Source

collagen, type 1V, alpha 4

15771

-0.488

-0.0411

No

262 | NUCB2

NUCB2
Entrez,

Source

nucleobindin 2

15867

-0.519

-0.0434

No

263 | IGFALS

IGFALS
Entrez,

Source

insulin-like growth factor binding
protein, acid labile subunit

15953

-0.549

-0.0451

No
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FBN2 fibrillin 2 (congenital contractural
264 | FBN2 Entrez, 9 15974 |-0.557 -0.0429 No
E— EP— arachnodactyly)
Source
RNASE3 . .
265 |RNASE3  |Entrez, ribonuclease, RNase Afamiy, 3| 15993 | 0565 |-0.0405 |No
(eosinophil cationic protein)
Source
SSPN sarcospan (Kras oncogene-
266 | SSPN Entrez, P 9 16010 |-0.572 |-0.0380 |No
associated gene)
Source
LPL
267 | LPL Entrez, lipoprotein lipase 16025 |-0.580 -0.0354 No
Source
FSTL1
268 | FSTL1 Entrez, follistatin-like 1 16074 |-0.600 -0.0348 No
Source
SFRP5
269 | SERP5 Entrez, secreted frizzled-related protein 5 | 16132 |-0.627 -0.0348 No
Source
CLEC11A . . .
270 | CLEC11A | Entrez, C-type lectin domainfamily 11, | 6156 | 0647  |-0.0328 |No
member A
Source
CYTL1
271 |CYTLL Entrez, cytokine-like 1 16240 |-0.705 -0.0344 No
Source
COL6A3
272 | COLBA3 Entrez, collagen, type VI, alpha 3 16257 |-0.717 -0.0319 No
Source
EDN1
273 | EDN1 Entrez, endothelin 1 16271 |-0.728 -0.0292 No
Source
COLAA3 collagen, type |V, alpha 3
274|COL4A3  |Entrez, gen, type v, aip 16292 |-0.750 |-0.0269 |No
(Goodpasture antigen)
Source
TPT1 tumor protein, translationally-
275 | TPT1 Entrez, protein, y 16304 |-0.763 |-0.0241 |No
controlled 1
Source
IL7
276 | 1L7 Entrez, interleukin 7 16334 |-0.794 -0.0224 No
Source
COL5A3
277 | COL5A3 Entrez, collagen, type V, alpha 3 16356 |-0.826 -0.0202 No
Source
EBI3
278 | EBI3 Entrez, Epstein-Barr virus induced gene 3 | 16361 |-0.830 -0.0170 No
Source
CD248
279 | CD248 Entrez, CD248 molecule, endosialin 16377 |-0.850 -0.0144 No
Source
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280

IL4
Entrez,
Source

interleukin 4

16420

-0.937

-0.0135

No

281

IL6
Entrez,
Source

interleukin 6 (interferon, beta 2)

16483

-1.093

-0.0138

No

282

NOG

NOG
Entrez,
Source

noggin

16545

-1.443

-0.0141

No

283

FBLN5
Entrez,
Source

fibulin 5

16549

-1.471

-0.0108

No

284

CRISP2

CRISP2
Entrez,

Source

cysteine-rich secretory protein 2

16573

-1.752

-0.0087

No

285

CEACAMS

CEACAMS8
Entrez,

Source

carcinoembryonic antigen-related
cell adhesion molecule 8

16576

-1.783

-0.0053

No

286

MMP8
Entrez,
Source

matrix metallopeptidase 8
(neutrophil collagenase)

16585

-2.174

-0.0023

No

287

CRISP3

CRISP3
Entrez,

Source

cysteine-rich secretory protein 3

16591

-2.322

0.0009

No
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EXTRACELLULAR_REGION: Random ES

distribution
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Fig 2: EXTRACELLULAR_REGION: Random ES distribution
Gene set null distribution of ES for EXTRACELLULAR_REGION

04.03.2015 18:47



