B12 mel

Global Summary Global Geneset Analysis

Global Genelist

%DE = 0.21 Rank log(FC)  fdr Description Rank GSz p-value #all Geneset
ID p-value  Metagene
# genes with fdr < 0.2 =2690 (1612 +/1078 -)
Overexpressed
i < = + - 1 Bcep -155 2e-16 1e-13 2x15 BRCA2and CDKNIA interacting protein [Source:HGNC Sym 18.06  2e-05 142 Glio  WILLSCHER_GBM_Verhaak-CL_up ( C
genes wi r .
) 2 1801 2e-05 550 GSEA C2GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
# genes with fdr < 0.05 =1900 (1173 +/727 -) 2 cpciz3 _156 2e-16 1e-13 46x50 celldivision cycle 123 [Source:HGNC SymbolAccHGNC:16¢ 3 17.46  3e-05 305 GSEA CDUTERTRE_ESTRADIOL_RESPONSE_24HR_UP
# ith fdr < 0.01 = 120 / 4 16.67 3e-05 139 GSEA CROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER
genes with fdr <0.01 = 1201 (780 +/421 -) 3 cepo7 241  2e-16 1le-13 2x47 centrosomal protein 97kDa [Source:HGNC SymboiAcGHGN 5 1547  4e-03 16 Cancer SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
6 15 5e-05 242 GSEA CKOBAYASHI_EGFR_SIGNALING_24HR_DN
# genes in genesets = 14839 4  cieb: -14  2e-16 1e-13 1x41 Chp/p300-interacting transactivator, with Glu/Asp-rich carbo: | 1478 6e-05 197 HM  HALLMARK_E2F TARGETS
8 14.48  6e-05 96 GSEA C2CROONQUIST_IL6_DEPRIVATION_DN
5 CRYAB -1.82 2e-16 1le-13 50x1 crystallin, alpha B [Source:HGNC Symbol;Acc:HGNC:2389] 9 14.44  6e-05 124 GSEA CZHOU_CELL_CYCLE_GENES_IN_IR_RESPONSE_24HR
<FC>=0 10 1424  6e-05 700 GSEA CIMARSON_BOUND_BY_E2F4_UNSTIMULATED
. _ 6 GTF3A -155 2e-16 1e-13 1x20 general transcription factor IlIA [Source:HGNC Symbol;Acc:H 11 1417 6e-05 50 GSEA C3SHIDA_E2F_TARGETS
<shr|nkage—t> =0.01 12 13.91 7e-05 72 GSEA CZCROONQUIST_NRAS_SIGNALING_DN
<p-value> = 0.07 7 WISTIHAC 098  2e-16 1e-13 5x49 histone cluster 1, Hac [Source:HGNC SymbolAcGHGNC:4TE 13 13.77  7e-05 155 GSEA CHOFFMANN_LARGE_TO_SMALL_PRE_BII_LYMPHOCYTE_UP
p =U. 14 1371 7e-05 145 GSEA C2CHANG_CYCLING_GENES
15 1359  8e-05 93 GSEA CXONG_E2F3_TARGETS
= -1. - - JINKL/MAPK8- iated b tein [S ‘HGNC -
<fdr>=0.79 8  JKAmP 147 2e-16 1e-13 29 x50 associated membrane protein [Source: 16 1353 80-05 436 GSEA C2SHEDDEN_LUNG_CANCER_POOR_SURVIVAL AG
) ) ) 17 1334  8e-05 1192  GSEA CKINSEY_TARGETS_OF_EWSRI_FLII_FUSION_UP
9 MAP4 -1.85 2e-16 1e-13 50x11 microtubule-associated protein 4 [Source:HGNC Symbol;Acc 18 1333 8e-05 110 GSEA CAVHITEFORD_PEDIATRIC_CANCER_MARKERS
_ o _ 19 1332 8e-05 54 GSEA CKANG_DOXORUBICIN_RESISTANCE_UP
10 WMRPs12  -16  2e-16 1e-13 48x50 mitochondrial ribosomal protein S12 [Source:HGNC Symboly () 1298 9e-05 81 GSEA CZGRAHAM_NORMAL_QUIESCENT_VS_NORMAL_DIVIDING_DN
11 mvo1o -121 2e-16 1e-13 5x16 myosin X [Source:HGNC Symbol;Acc:HGNC:7593] Underexpressed
1 -5.18 0.003 594 GSEA C2WONG_ADULT_TISSUE_STEM_MODULE
12 nNoLil _182 2e-16 1e-13 14x10 nucleolar protein 11 [Source:HGNC Symbol:Acc:HGNC:2455 2 -4.98  0.004 749 GSEA CCUI_TCF21_TARGETS_2_DN
3 -4.74  0.004 94 HM HALLMARK_ANDROGEN_RESPONSE
P rofl | e Re Iated S Ot 13 nNoLci -153 2e-16 1e-13 1x16 nucleolar and coiled-body phosphoprotein 1 [Source:HGNC 4 ~4.66 - 0.005 136 GSEA CPODAR_RESPONSE_TO_ADAPHOSTIN_UP
g u p S 5 -452  0.005 9 GSEA CXEGG_VALINE_LEUCINE_AND_ISOLEUCINE_BIOSYNTHESIS
6 -4.42  0.005 16 GSEA C2.OPEZ_MBD_TARGETS_IMPRINTED_AND_X_LINKED
50 —-—-—-— 14 PDCD5 -1.05 2e-16 1e-13 1x37 programmed cell death 5 [Source:HGNC Symbol;Acc:HGNC: 7 432  0.006 2 Glio WILLSCHER_GBM_LTSmut_proteomics—E_UP
8 -429  0.006 12 GSEA C2GERHOLD_RESPONSE_TO_TZD_DN
40 15 PDHAL -193 2e-16 1e-13 16x50 pyruvate dehydrogenase (lipoamide) alpha 1 [Source:HGNC  Q -423  0.006 30 GSEA C2GAZDA_DIAMOND_BLACKFAN_ANEMIA_MYELOID_DN
10 -4.19  0.006 79 GSEA C2NELSON_RESPONSE_TO_ANDROGEN_UP
16 PYCR1L -1.1 2e-16 1e-13 46x50 pyrroline-5-carboxylate reductase 1 [Source:HGNC Symbol; 11 -4.12  0.007 367 GSEA C2MONNIER_POSTRADIATION_TUMOR_ESCAPE_UP
30 o 12 -411  0.007 9 GSEA CFOURNIER_ACINAR_DEVELOPMENT_LATE_UP
17 RARRESL 209 2e-16 1e-13 5x36 retinoic acid receptor responder (tazarotene induced) 1 [Sour 13 -41 0007 472 GSEA CDUTERTRE_ESTRADIOL_RESPONSE_24HR_DN
14 -401  0.007 223 GSEA CHIRSCH_CELLULAR_TRANSFORMATION_SIGNATURE_UP
20 B g ) . . ) . v 15 -3.99 0.008 26 GSEA C2AKL_HTLV1_INFECTION_UP
18 sLcasa4 1.79 2e-16 1e-13 41x47 solute carrier family 25 (mitochondrial carrier; adenine nuclec 16 394 0008 1 Bp positive regulation of endoplasmic reticulum stress—induced intrins
| - ) 17 -391 0.008 35 GSEA CA.OPEZ_TRANSLATION_VIA_FN1_SIGNALING
10 - 19 soxa -125 2e-16 le-13 41lx1 SRY (sexdetermining region Y)-box 4 [SourcetHGNC Symbc 18 _39 0.008 o1 GSEA CIMARZEC. IL2_SIGNALING_UP
19 -3.86 0.008 120 MIRNA taigat-miR-105
1 20 VPS28 -1.49 2e-16 1e-13 47 x50 vacuolar protein sorting 28 homolog (S. cerevisiae) [Source:+ 20 -3.81 0.009 34 GSEA C2SPIRA_SMOKERS_LUNG_CANCER_UP
-
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B12 mel

Local Summary

%DE = 0.87
# metagenes = 31
# genes = 398

# genes in genesets = 398

# genes with fdr < 0.1 =305 (289 +/16 -)
# genes with fdr < 0.05 =280 (266 +/14 -)
# genes with fdr < 0.01 =246 (234 +/12 -)

<r> metagenes = 0.93

<r>genes = 0.29

<FC>=0.63
<shrinkage-t> = 10.2
<p-value>=10
<fdr>=10.32

Profile Spot
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Local Genelist

Rank log(FC)  fdr Description
ID p-value  Metagene
1 HIST1H4C 0.98 2e-16 le-14 5x49 histone cluster 1, H4c [Source:HGNC Symbol;Acc:HGNC:47¢
2 RRM2 1.8 le-14 2e-12 5x50 ribonucleotide reductase M2 [Source:HGNC Symbol;Acc:HGI
3 UBE2C 1.74 5e-14 3e-11 6x50 ubiquitin—conjugating enzyme E2C [Source:HGNC Symbol;A
4 CDK1 1.65 7e-13 5e-11 5x50 cyclin-dependent kinase 1 [Source:HGNC Symbol;Acc:HGN¢
5 CEP250 1.64 2e-12 5e-11 4x48 centrosomal protein 250kDa [Source:HGNC Symbol;Acc:HGI
6 CDKN3 121 3e-12 8e-11 6x50 cyclin-dependent kinase inhibitor 3 [Source:HGNC Symbol;A
7 AURKB 1.61 4e-12 2e-10 6x50 aurorakinase B [Source:HGNC Symbol;Acc:HGNC:11390]
8 APOBEC3B 1.59 9e-12 2e-10 6x50 apolipoprotein B mRNA editing enzyme, catalytic polypeptide
9 SPC25 1.58 le-11 3e-10 6x50 SPC25, NDC8O0 kinetochore complex component [Source:HG
10 GEN1 1.56 2e-11 3e-10 5x50 GENL1 Holliday junction 5' flap endonuclease [Source:HGNC :
11 NusaPi 1.51 2e-11 6e-10 6x50 nucleolar and spindle associated protein 1 [Source:HGNC Sy
12 sPc24 153  4e-11 6e-10 5x50 SPC24, NDC8O kinetochore complex component [Source:HG
13 Pocia 153 5e-11 6e-10 4x48 POCL centriolar protein A [Source:HGNC Symbol;Acc:HGNC
14 HmGB2 1.39 6e-11 3e-09 5x50 high mobility group box 2 [Source:HGNC Symbol;Acc:HGNC:
15 Nur2 15 le-10 3e-09 6x50 NUF2, NDCB8O0 kinetochore complex component [Source:HGIM
16 7K1 119  2e-10 3e-09 4x50 thymidine kinase 1, soluble [Source:HGNC Symbol;Acc:HGN
17 MELK 1.48 2e-10 5e-08 5x50 maternal embryonic leucine zipper kinase [Source:HGNC Syi
18 Esco2 1.42 1le-09 6e-08 4x50 establishment of sister chromatid cohesion N-acetyltransfera
19 PoLQ 1.39 3e-09 6e-08 3x50 polymerase (DNA directed), theta [Source:HGNC Symbol;Act
20 uBe2T 1.36 3e-09 6e-08 4x50 ubiquitin—conjugating enzyme E2T [Source:HGNC Symbol;Ac
— — e o o o o o] o o o |-
15 %DE = 0.87 p 1
.
No
. - - Fdr|_
. e+ fdr 0.8
2 10 .
3 - 06 [x
(n .
c o o o (&)
.
8 s . o4 b
.
Lot - 0.2
-
3 3 - - - - = --——
0 il =s ——=1 0




B12 mel

Local Summary Local Genelist

%DE = 0.56 Rank log(FC)  fdr Description
ID p-value  Metagene
# metagenes = 3
= MAGED1 -1.29 1e-09 2e-07 39x1 melanoma antigen family D1 [Source:HGNC Symbol;Acc:HG
genes
# genes in genesets = 53 2 cNoT2 063 1e-08 6e-05 39x1 CCRA4-NOT transcription complex, subunit 2 [Source:HGNC
# genes with fdr < 0.1 = 25 ( 6+/19 _) 3 ODF2L -1.08 2e-06 1le-04 38x1 outerdense fiber of sperm tails 2-like [Source:HGNC Symbo
# genes with fdr < 0.05 =21 ( 4+ /17 _) 4 DDX52 -1.04 8e-06 2e-04 37x1 DEAD (Asp-Glu-Ala-Asp) box polypeptide 52 [Source:HGN(
#geneswithfdr<0.01=14 (2+/12 -) 5  ARCNL -1 1e-05 1e-03 38x1 archain 1 [Source:HGNC Symbol;AcciHGNC:649]
6 TRAPPC6B 0.89 le-04 1e-03 38x1 trafficking protein particle complex 6B [Source:HGNC Symbo
<r>m n =0.
etage es=0.98 7 USPIX -0.77 3e-04 1e-03 38x1 ubiquitin specific peptidase 9, X-linked [Source:HGNC Symb
<r>genes = 0.13
8 ZBTB44 0.84 3e-04 1e-03 39x1 zincfinger and BTB domain containing 44 [Source:HGNC Sy
<FC>=-0.29 9 MAD1L1 -0.82 4e-04 1e-03 37x1 MADLI mitotic arrest deficient-like 1 (yeast) [Source:HGNC S
<shri —-t>=-
Shnnkage t 4.69 10 PRUNE2 -0.75 4e-04 1e-03 38x1 prune homolog 2 (Drosophila) [Source:HGNC Symbol;Acc:H¢
<p-value>=0.01
11 AwG11 -0.81 5e-04 1e-03 38x1 ALG11, alpha-1,2-mannosyltransferase [Source:HGNC Sym
<fdr>=0.55
12 BETLL -0.81 5e-04 1e-03 37x1 Betl golgivesicular membrane trafficking protein-like [Sourct
P rofl | e S pot 13 vyapP1 -0.63 5e-04 1e-03 39x1 Yes-associated protein 1 [Source:HGNC Symbol;Acc:HGNC:
50 — 14 ATPAF2 -0.8  6e-04 4e-03 39x1 ATP synthase mitochondrial F1 complex assembly factor 2 [S
40 15 HERC4 -0.79 7e-04 2e-02 37x1 HECT and RLD domain containing E3 ubiquitin protein ligase
16 KIAA0226 -0.73 2e-03 2e-02 38x1 KIAA0226 [Source:HGNC Symbol;Acc:HGNC:28991]
30
17 MSRB3 -0.64 3e-03 2e-02 37x1 methionine sulfoxide reductase B3 [Source:HGNC Symbol;Ac
20 18 BAzZ2B 0.68 3e-03 3e-02 39x1 bromodomain adjacent to zinc finger domain, 2B [Source:HG
10 — 19 zmAT3 -0.65 5e-03 3e-02 37x1 zincfinger, matrin-type 3 [Source:HGNC Symbol;Acc:HGNC
1 20 AcsL1 -0.64 6e-03 3e-02 37x1 acyl-CoA synthetase long-chain family member 1 [Source:H
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B12 mel

Local Summary Local Genelist

%DE = 0.74 Rank log(FC)  fdr Description
ID p-value  Metagene
# metagenes = 6
# genes = 142 1 CRYAB -1.82 2e-16 8e-15 50x1 crystallin, alpha B [Source:HGNC Symbol;Acc:HGNC:2389]
# genes in genesets = 142 2  ARIDSB _133 9e-11 3e-09 50x1 AT rich interactive domain 5B (MRF1-like) [Source:HGNC Sy
# genes with fdr < 0.1 = 69 ( 13 +/56 _) 3 VIM -1.02 1le-10 3e-09 50x2 vimentin [Source:HGNC Symbol;Acc:HGNC:12692]
# genes with fdr < 0.05 =52 ( 11 +/41 _) 4 TGIF1 -1.26 2e-10 1e-06 50x1 TGFB-induced factor homeobox 1 [Source:HGNC Symbol;Ac
# genes with fdr < 0.01 = 35 ( 6+/29 —) 5 SNAP23 -1.02 4e-08 5e-06 50x1 synaptosomal-associated protein, 23kDa [Source:HGNC Syr
6 BCL6 121 2e-07 5e-06 50x1 B-cell CLL/lymphoma 6 [Source:HGNC Symbol;Acc:HGNC:1
<r> metagenes =1 o o
7 FAM98A -1.16 3e-07 3e-05 49x1 family with sequence similarity 98, member A [Source:HGNC
<r>genes = 0.26
8 FMN2 -1.11 1e-06 5e-05 48x1 formin 2 [Source:HGNC Symbol;Acc:HGNC:14074]
<FC>=-0.31 9 C1orf198 -0.73 3e-06 5e-05 49x1 chromosome 1 open reading frame 198 [Source:HGNC Symt
<shrinkage-t> = -4.9
g 9 10 PTPRM 1.06 4e-06 2e-04 50x1 protein tyrosine phosphatase, receptor type, M [Source:HGNt
<p-value>=0.01
11 PDGFA -1.01 2e-05 2e-04 49x1 platelet-derived growth factor alpha polypeptide [Source:HG!
<fdr>=0.6
12 cbss -0.96 2e-05 2e-04 50x1 CD55 molecule, decay accelerating factor for complement (Ci
P rofl | e S pot 13 NEDD9 -0.99 2e-05 1e-03 48x2 neural precursor cell expressed, developmentally down-regul
50 14 cAmK2D -0.9 le-04 1e-03 50x1 calcium/calmodulin-dependent protein kinase Il delta [Source
40 15 mo7 0.9 le-04 1e-03 50x2 LIMdomain 7 [Source:HGNC Symbol;Acc:HGNC:6646]
16 A2m -09 1e-04 2e-03 50x1 alpha—2-macroglobulin [Source:HGNC Symbol;Acc:HGNC:7
30
17 DNAJB4 -0.69 2e-04 2e-03 50x1 DnaJ(Hsp40) homolog, subfamily B, member 4 [Source:HGN
20 18 DRAML 0.86 2e-04 2e-03 50x2 DNA-damage regulated autophagy modulator 1 [Source:HGI
10 — 19 DLGAP4 -0.84 3e-04 2e-03 50x1 discs, large (Drosophila) homolog-associated protein 4 [Sour
1 q 20 LMCH1 -0.83 4e-04 2e-03 50x1 LIMand calponin homology domains 1 [Source:HGNC Symb:
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B12 mel

Local Summary Local Genelist

%DE = 0.78 Rank log(FC)  fdr Description
' ID p-value  Metagene
# metagenes = 1

# genes = 13 1 EIF5B -1.3 3e-10 4e-06 50x 12 eukaryotic translation initiation factor 5B [Source:HGNC Syml

# genes in genesets = 13
2 TMED5 -1.11 2e-06 1e-03 50x 12 transmembrane emp24 protein transport domain containing &

#geneswithfdr<0.1 =8 (2+/6 -)
# genes with fdr < 0.05 =2 ( 0+/2 —) 3 TTC1 -0.67 4e-04 6e-02 50x12 tetratricopeptide repeat domain 1 [Source:HGNC Symbol;Acc

#geneswithfdr<0.01=2 (0+/2 -)

4 EXOC6 -0.54 2e-02 7e-02 50x12 exocystcomplex component 6 [Source:HGNC Symbol;Acc:H
<r> metagenes = NA
<r> genes — 0 16 5 RBM28 0.43 6e-02 7e-02 50x12 RNA binding motif protein 28 [Source:HGNC Symbol;Acc:HG
<FC>=-0.33 6  CDKALL -0.42 7e-02 7e-02 50x12 CDKS5 regulatory subunit associated protein 1-like 1 [Source:
<shrinkage—-t> = -5.53
<p—va|ue> =0.01 7 DUSAL -0.37 1e-01 7e-02 50x12 dihydrouridine synthase 4-like (S. cerevisiae) [Source:HGNC
<fdr>=0.72
8 WDR18 0.35 le-01 7e-02 50x12 WD repeat domain 18 [Source:HGNC Symbol;Acc:HGNC:17!
Profile Spot
9 AK3 -0.34 1e-01 2e-01 50x12 adenylate kinase 3 [Source:HGNC Symbol;Acc:HGNC:17376
50
40 — 10 SRsF11 -0.18 2e-01 2e-01 50x12 serine/arginine-rich splicing factor 11 [Source:HGNC Symbol
30 11 ADpAM9 -0.27 3e-01 1e+00 50x12 ADAM metallopeptidase domain 9 [Source:HGNC Symbol;Ac
20
12 EIF2A 0.05 8e-01 1e+00 50x 12 eukaryotic translation initiation factor 2A, 65kDa [Source:HGM
10 — 1
1 13 EFNA4 0.03 9e-01 1e+00 50x12 ephrin—A4 [Source:HGNC Symbol;Acc:HGNC:3224]
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Local Summary Local Genelist

%DE = 0.7 Rank log(FC)  fdr Description
ID p-value  Metagene
# metagenes = 31
# genes = 357 1 BCCIP -1.55 2e-16 6e-15 2x15 BRCA2 and CDKNIA interacting protein [Source:HGNC Sym
# genes in genesets =355 2 GTF3A -1.55 2e-16 6e-15 1x20 general transcription factor IlIA [Source:HGNC Symbol;Acc:H
# genes with fdr < 0.1 =128 ( 25 + /103 _) 3 MYO10 -121 2e-16 6e-15 5x16 myosin X [Source:HGNC Symbol;Acc:HGNC:7593]
# genes with fdr < 0.05 =124 ( 25+ /99 _) 4 NOLC1 -153 2e-16 6e-15 1x16 nucleolar and coiled—body phosphoprotein 1 [Source:HGNC :
# genes with fdr < 0.01 = 76 ( 15 +/61 —) 5 BZW2 -1.21 5e-15 b5e-11 2x16 basic leucine zipper and W2 domains 2 [Source:HGNC Symk
6 KDELR2 -1.35 b5e-13 5e-08 1x19 KDEL (Lys—Asp-Glu-Leu) endoplasmic reticulum protein rete
<r>m nes = 0.81
etage es 0 8 7 JTB -0.99 4e-10 4e-07 1x21 jumping translocation breakpoint [Source:HGNC Symbol;Acc
<r>genes = 0.1
8 TXNL4A -1.26 4e-09 1e-06 1x19 thioredoxin-like 4A [Source:HGNC Symbol;Acc:HGNC:30551
<FC>=-0.26 9 TMEM192 -1.21 2e-08 1le-06 1x18 transmembrane protein 192 [Source:HGNC Symbol;Acc:HGMN
<shri —-t>=-
shnnkage t 4.38 10 comwmp7 -121 4e-08 1e-06 4x17 COMM domain containing 7 [Source:HGNC Symbol;Acc:HG!
<p-value>=0.01
11 2zNFs59 1.28 4e-08 2e-06 3x15 zinc finger protein 559 [Source:HGNC Symbol;Acc:HGNC:28
<fdr> = 0.65
12 sLcras -1.2 6e-08 2e-06 2x15 solute carrier family 7 (amino acid transporter light chain, L sy
p rofi | e S pot 13 PEX10 125 8e-08 2e-05 1x20 peroxisomal biogenesis factor 10 [Source:HGNC Symbol;Acc
50 14 EIF2AK1 -1.12 2e-07 2e-05 1x20 eukaryotic translation initiation factor 2—alpha kinase 1 [Sourc
40 - 15 nNT5C3B -1.15 5e-07 2e-05 1x20 5-nucleotidase, cytosolic IlIB [Source:HGNC Symbol;Acc:HC
16 NCALD -1.13 8e-07 2e-05 1x15 neurocalcin delta [Source:HGNC Symbol;Acc:HGNC:7655]
30
17 CYB5R3 -0.9 9e-07 4e-05 4x20 cytochrome b5 reductase 3 [Source:HGNC Symbol;Acc:HGN
20 —. 18 wDM1 1.13 1le-06 4e-05 1x21 Mdmil nuclear protein homolog (mouse) [Source:HGNC Sym
10 — 19 sLc25A32 -1.09 2e-06 4e-05 1x15 solute carrier family 25 (mitochondrial folate carrier), member
1 20 TMEM134 -1.08 3e-06 4e-05 1x19 transmembrane protein 134 [Source:HGNC Symbol;Acc:HGN
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Local Summary

%DE = 0.69
# metagenes = 11
#genes = 171

# genes in genesets = 171

# genes with fdr< 0.1 =77 (15+/62 -)
# genes with fdr < 0.05 =67 (14 +/53 -)
# genes with fdr < 0.01 =50 (8+/42 -)

<r> metagenes = 0.91

<r>genes = 0.09

<FC>=-0.26
<shrinkage-t> = -4.29
<p-value>=0.01
<fdr>=0.58

Profile Spot
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Local Genelist

Rank log(FC)  fdr Description
ID p-value  Metagene
1 CDC123 -1.56 2e-16 3e-15 46x50 celldivision cycle 123 [Source:HGNC Symbol;Acc:HGNC:16¢
2 PYCR1 -1.1 2e-16 3e-15 46 x50 pyrroline-5-carboxylate reductase 1 [Source:HGNC Symbol;
3 WARS -1.41 2e-16 3e-15 46x50 tryptophanyl-tRNA synthetase [Source:HGNC Symbol;Acc:H
4 YIPF3 -15 2e-16 3e-15 45x50 Yipl domain family, member 3 [Source:HGNC Symbol;Acc:Ht
5 PAM16 -1.43 2e-12 8e-08 45x50 presequence translocase—associated motor 16 homolog (S. ¢
6 MRPL2 -1.28 2e-09 8e-08 40x50 mitochondrial ribosomal protein L2 [Source:HGNC Symbol;Ac
7 SCAMP2 -1.26 3e-09 3e-06 46x50 secretory carrier membrane protein 2 [Source:HGNC Symbol
8 CCDC132 1.26 6e-08 1e-05 42x50 coiled—coil domain containing 132 [Source:HGNC Symbol;Ac
9 PTGR1 -1.14 4e-07 1le-05 40x50 prostaglandin reductase 1 [Source:HGNC Symbol;Acc:HGNC
10 wmocs2 -1.15 6e-07 7e-05 41x50 molybdenum cofactor synthesis 2 [Source:HGNC Symbol;Act
11 xPo6 -1.06 3e-06 7e-05 46x50 exportin 6 [Source:HGNC Symbol;Acc:HGNC:19733]
12 SNAP47 -1.05 4e-06 7e-05 44x50 synaptosomal-associated protein, 47kDa [Source:HGNC Syr
13 SsDRr3gu1 -1.06 5e-06 2e-04 43x50 shortchain dehydrogenase/reductase family 39U, member 1
14 TBCB -0.82 1e-05 2e-04 46 x50 tubulin folding cofactor B [Source:HGNC Symbol;Acc:HGNC:
15 cbcao -1.01 1e-05 6e-04 40x50 celldivision cycle 40 [Source:HGNC Symbol;Acc:HGNC:173¢
16 HHLA3 0.97 3e-05 6e-04 45x50 HERV-H LTR-associating 3 [Source:HGNC Symbol;Acc:HGI
17 TRMTe1B -0.96 4e-05 6e-04 41x50 tRNA methyltransferase 61B [Source:HGNC Symbol;Acc:HGI
18 Awxt -0.93 6e-05 6e-04 43x50 ALXhomeobox 1 [Source:HGNC Symbol;Acc:HGNC:1494]
19 caorf3 0.54 8e-05 6e-04 44x49 chromosome 4 open reading frame 3 [Source:HGNC Symbol
20 ACTRé -0.91 9e-05 6e-04 42x50 ARP6 actin-related protein 6 homolog (yeast) [Source:HGNC
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