ENTREZGENEID  logFC  Avebxpr  adjP.Val Gene Name OFFICIAL_GENE_SYMBOL
19 206740498 5.11100486 002383894 ATP-binding cassette, sub-family A (ABC1), member 1 1,
241 136559128 376443371 002822165 arachidonate 5-lipoxygenase-activating protein ALOXSAP,
390 162116543 921663741 0.0449974 Rho family GTPase nd3,
604 118636326 5.40874815 0.03300363 B-cell CLL/lymphoma 6 Bcs,
623 107277136 358183644 0.03608092 bradykinin receptor B1 BOKRB1,
968 099833667 6.40661885 0.04321503 CD68 molecule coss,
1081 451812475 7.94273186 0.00214145 glycoprotein hormones, alpha polypeptide cga,

1514 099665336 9.15969967 004325 cathepsin L1 crsu,
1647 176783331 937257334 0.04329563 growth arrest and DNA-damage-inducible, alpha GADDASA,
1827 16322973 621101535 0.01789349 regulator of calcineuri RCANI,
2191 180638695 6.08922301 003300363 fibroblast activation protein, alpha ap,
3006 165253702 9.62894309 004222079 histone cluster 1, Hic Histihic,
3300 088158413 684201463 0.0488066 Dnal (Hspao) homolog, subfamily 8, member 2 Dnajb2,
3433 2,088 159166 0.02383894 with fit2,
3434 2.42397577 481308731 001662513 protein with 1 IFITI,
3437 16912899 580419766 0.0458268: with i3,
3489 257455333 8.94498832 001008285 insulin-like growth factor binding protein 6 1GFBPS,
3552 25873 57036 0.04743845 interleukin 1, alpha ta,
3553 133277639 5.17803292 002687463 interleukin 1, beta 11,
356 88 40041102 0,02383894 interleukin 6 (interferon, beta 2) s,

3575 285973692 5.2190 2178686 interleukin 7 receptor 7R,
3576 152537623 8.07385855 003026428 interleukin s,
3620 095186557 470093444 003874995 indoleamine 2,3-dioxygenase 1 1po1,
3725 102232609 7.328168: 1460149 jun oncogene Jun,
3861 279629604 3.96293505 001662513 keratin 14 Ketia,
3885 282037403 434295345 002435452 keratin 34 KRT34,
4016 180202236 7.11318702 0.04302749 lysyl oxidase-like 1 foxi1,
4435 094672169 4.33142863 003905195 Ct with h carb 1 ameps,
4638 122409239 5.16704815 002997772 myosin light chain kinase MYLK,
4688 197783229 5.13074466 002573381 neutrophilcytosolic factor 2 Nef2,
4794 10836271 6.59028866 0.0383524 nuclear factor of kappa light polypeptide gene enhancer in 8-cells inhibitor, epsilon Nfkbie,
4907 2.00992581 7.13981062 001662513 5"nucleotidase, ecto (CD73) NTSE,
4921 099071185 436943513 004720542 discoidin domain receptor tyrosine kinase 2 DDR2,
5016 118702953 481208528 0.04957234 oviductal glycoprotein 1, 120kD: Ovgpl,
5270 221336649 9.6988798 003300363 serpin peptidase inhibitor, clade E (nexin, plasminogen activator inhibitor type 1), member 2 SERPINE2,
5552 125089226 114995708 0.02446829 serglycin sren,
5891 097768268 5.5749439 004862247 renal tumor antigen RAGE,
5947 2.49150385 6.3120265 003608092 retinol binding protein 1, cellular Rop1,
6236 176326587 5.28745384 002429826 Ras-related associated with diabetes RRAD,
6303 156060974 10.9655713 001872014 spermidine/spermine Ni-acetyltransferase 1 satt,
6352 29284 92535803 0.01159862 chemokine (C-C motif) igand 5 ces,
6648 124872693 7.81819 0085904 superosde dimtase 2 mitochondrial Sod2,
6688 151159647 6.5150509 003733417 spleer V) proviral sPi1,
6690 2.99678454 5.16941083 001010764 serine pepndasemmbnov Kazal type 1 SPINKI,
6695 121542237 411027652 003810937 1 Spockd,
6781 104373615 815623225 004084344 stanniocalcin 1 stel,
6834 16184893 450584298 002901979 TAF13 RNA pol 1, TAT v, 1802 taf3,
6988 132999945 6.32597334 004219057 T-cellleukema translocation altered gene. teth,
7039 104103771 395160315 003723273 transforming growth factor, alpha TGFA,
7123 177938202 5.03717138 004702059 C-type lectin domain family 3, member B clec3b,
7474 1416467 1016753 0,01974484 wingless-type MMTV integration site family, member SA WNTSA,
8000 162916891 7.87068509 002687463 prostate stem cell antigen PsCA,
8339 17312 16663823 0.033003¢ 1, Habi; 1 1, 1, H2bf; 1, H2be Hist1h2bc, HISTIH2BE HISTIH2BF HISTIH2BG HIST1H2BI,
8343 187595353 7.22374746 002327543 1, Habi; 1 1, 1, H2bf; 1, H2be Hist1h2bc, HISTIH2BE HISTIH2BF HISTIH2BG HIST1H2BI,
8344 169768919 593202305 0.04085904 1, Habi; 1 1, 1, H2bf; 1, H2be Hist1h2bc, HISTIH2BE HISTIH2BF HISTIH2BG HIST1H2BI,
8346 174569154 4.48474968 0.03026428 1 HZDI, 1 1, 1, H2bf; 1, H2be HitIh2beHISTIHZBEHISTINZEE HISTLH2OG ST 1420,
8351 256287776 6.44782841 0.04206881 1 1.H3h: 1 113 1.H3e: 1 1 1.H30: 1. H2ad: 2.3 2,13 Hist1h2ad,HISTIH3A HISTIH; HISTIHIE HISTIH3F,hist1h3g HISTIH3H,Hist1h3i HISTIH3L HIST2H:
8365 2.26007006 5.28414454 0.04460149 n«u 1 414 1 1, Haj; 1 1, Had; 1, Hac; Ha 2,Haa; 2,Hab  Histiha: HISTIHAE,
8605 119827941 308181882 002590959 IVC (eytosolic, depend: pLAZGAC,
8609 120502158 5.25002129 004743845 Kruppel-ike factor 7 (ubiquitous) KUF7,
8613 105042714 542256998  0.02687463 phosphatidic acid phosphatase type 28 Ppap2b,
86 640157 6.03238133 0.04085 ligoadenylate synthetase-like oAsL,
8676 089548132 3.06156085 004051368 syntaxin 11 s,
8828 089958514 4.07834849 003996073 neuropilin 2 NRP2,
9173 099521306 411672196 004329563 interleukin 1 receptor-like 1 1AL,
9518 332370393 7.78984563 001008285 gww!hd\“erennanonhamls Gafts,
9536 109595278 7.38855787 0.04546374 prostaglandin E synthas PTGES,
9572 145204035 7.17487016 0.04492498 nu:\earvecepmrsubiamllyl group D, member 1 Nrid1,
9619 153545361 533959795 001064234 ATP-binding cassette, sub-family G (WHITE), member 1 ABCG1,
9635 107648629 3.30966659 004085904 chloride channel accessory 2 cuea,
9636 135986869 854311707 003495662 ISG15 ubiguitin-like modifier 15615,
9915 1278673 5.256137; 1084344 aryl-hydrocarbon receptor nuclear translocator 2 ARNT2,
10150 135701223 6.805544 0,02590959 muscleblind-lke 2 (Drosophila) mbni2,
10202 302844104 6.27682142 0.01008285 dehydrogenase/reductase (SDR family) member 2 Dhrs2,
10346 160333763 41648516 0.04735335 tripartite motif-containing 22 TRIM22,
10365 181557677 632007136 0.01789349 Kruppelike factor 2 (lung) Kif2,
10468 173337737 622542217 0,01110575 follistatin Fst,
10567 148744987 8.82169526 0.03026428 Rab acceptor 1 (prenylated) rabacl,
11151 235966497 667780625 0,03026428 coronin, actin binding protein, 1A Corola,
11343 1.4975¢ 8.0420563 004329563 monoglyceride lipase MGLL,
22943 160494031 954635619 0.03300363 dickkopf homolog 1 (Xenopus laevis) DKKI,
23030 281638338 60473223 0,02438666 zinc finger protein 423 wFa23,
23710 101976184 679182221 0.04222079 GABA(A) like 3 d protein like 1 GABARAPLL,GABARAPL3,
26353 237609803 81017705 0.01974484 heat shock 22kDa protein 8 HsPBS,
26511 165533106 858693132 0.02943644 cysteine-rich hydrophobic domain 2 chic2,
26579 1.46826565 5.91379261 0,033003( (in 2 subset of (1 myelomas) MYEOV,
27074 175813276 3.86269428 0.02687463 Iysosomal-associated membrane protein 3 \MP3,
27314 11553394 468580952 0,03316476 RAB30, member RAS oncogene family. RAB0,
29116 116532068 4.59425474 0.02714139 myosin regulatory light chain interacting protein MYUP,
51257 121660729 6.04057811 004349 brane-associated ring finger (C3HC) 2 march2,
51298 108772047 368370837 0.03026428 Theg homolog (mouse) THEG,
51646 105113268 802288717 004349254 yippee-fike 5 (Drosophila) YPELS,
5336 157249811 468379681 003032026 transmembrane 6 superfamily member 1 Tmesf1,
54210 3.55025547 5.13768331 001008285 triggering receptor expressed on myeloid cells 1 Trem1,
54626 145278939 5.26748873 0.03608092 hairy and enhancer of split 2 (Drosophila) Es2,
55332 117921935 828807844 0,03723273 DNA-damage regulated autophagy modulator 1 ORAMI,
55584 131264971 332364767 0,02714139 cholinergic receptor, nicotinic, alpha 9 CHRNAS,
56180 102179319 7.34972886 0,04329563 motile sperm domain containing 1 MOsPDL,
56675 0.9880522 471061832 0,04503857 nuclear receptor interacting protein 3 i3,
57214 172914397 569149525 0,02383894 KIAALISY KIAALLSS,
57393 217944575 5.42615036 0,03723273 transmembrane protein 27 TVEM27,
57688 120577777 8.01515594 0,04154046 zinc finger, SWIM-type containing 6 Zswimé,
59277 359051754 453300964 0,00139332 netrin4 NTNG,
64080 131657941 6.2002603 001974484 ribokinase BKS,
64115 089054232 3.9485 04349254 chromosome 10 open reading frame 54 C100rfs:
64174 057663318 371549157 004720542 dipeptidase 2 OPEP2,
64215 089464903 7.54739029 003733417 Dna (Hspao) homolog, subfamily C, member 1 dnajct,
79153 129453805 4.91050983  0.0492597 dpd3,
79783 210540932 4.68598481 0.04848813 chromosome 7 open reading frame 10 crorf1o,
80315 104637587 6.14170215 004112289 cytoplasmic polyadenylation element binding protein & coEBa,
81607 151790846 5.87361418 001974484 poliovirus receptor-related 4 pvila,
83861 126718354 474371343 002251948 radial spoke 3 homolog (Chlamydomonas) RSPH3,
84197 112875724 4.49286462 004702059 protein kinase-like protein SgK196. sgkigs,




84419
84651
84981
90024,
90627

90865 2.
93429

115123
118429
137994
140735
144423
153218
169270
220323
221468
282966
339479
643866
645638

645687
100128653

201936015
236520472
2.46720728
0.96829028
139146595
154313535
092432207
133538028
115683163
171499139
095926894
18621841

080205211

112607509 6.
139162346

11471679
266408459
091432028
118918325
2.00769191
101749107

53343572 4

7.10290239
516282375

6.8324347
3.25675503
7.03699529
3.01100357
17045687
3.94926143
456125241
766836908
453370271

7.47562388

568788106 0.
575751022

002997772
001662513
0.01974484
0,03300363
003345311
003376201
0.02687463
0,04085904

0,04195984
040855
0.03874586
03946719
0,04332398

g

chromosome 15 open reading frame 48
serine peptidase inhibitor, Kazal type 7 (putative)
chromosome 17 open reading frame 91

hypothetical LOC90024

StAR-related lipid transfer (START) domain containing 13
interleukin 33

hypothetical LOC93429

membrane-associated ring finger (C3HC4) 3

anthrax toxin receptor 2

leucine zipper-EF-hand containing transmembrane protein 2
dynein, light chain, LC8-type 2

4 glycosyltransferase 1 domain containing 1

serine Pl Kazal type 5-ike 3
zinc finger protein 596

OAF homolog (Drosophila)

transmembrane protein 217

chromosome 10 open reading frame 53
family with sequence similarity 5, member C
cerebellin 3 precursor

similar to WONM1-like protein
chromosome 14 open reading frame 34
hypothetical LOC100128653

C1sorfas,

march3,

L0C645638,

Cdorf3s
L0C100128653,



ENTREZ_GENE_ID
38
86

191

230

248

293

328

445

546

573

587

641

664

665

672

768

900

901
1027
1063
1122
1196
1207
1286
1299
1306
1373
1468
1515
1595
1633
1675
1759
1763
1789
1856
1915
1938
1939
1945
1952
1964
1968
1998
2026
2091
2189
2218
2222
2631
2821
2941
2956
2990
3033
3148
3156
3183
3192
3209
3422
3609
3613
3615
3638
3653
3832
3852
3978
3992

logFC

-0.8615268
-1.1206645
-1.1471913
-1.6570797
-2.0373952
-1.2400206
-1.1015479
-1.5528022
-1.1370328
-1.033248
-1.0328502
-1.4091692
-2.2948459
-1.3476224
-1.0454278
-3.5481568
-1.5134801
-1.5235816
-1.493322
-1.5872057
-1.54513
-1.3425944
-1.1419274
-2.1604501
-1.7516117
-2.1785984
-2.0074611
-1.0766785
-1.7144059
-1.9850294
-1.660779
-1.0044394
-1.8630059
-1.9757509
-1.2521088
-1.0359353
-1.9458984
-1.0646751
-0.990822
-1.3721122
-1.0947584
-1.1492579
-1.1517389
-1.0757053
-2.229386
-1.832365
-1.8852128
-1.2011924
-1.0612667
-1.1162919
-1.4226916
-1.2344128
-1.3703521
-1.6814377
-2.1786669
-1.5499386
-1.5338757
-1.4440348
-1.3509849
-1.8278197
-1.0428255
-1.2346082
-1.2104902
-1.4336841
-2.106959
-0.996564
-1.9322632
-2.5626878
-1.1266388
-1.2855279

AveExpr
7.44115603
8.1155414
8.81584354
7.26387526
7.23500799
10.0590436
9.87905383
10.0297705
6.87356386
8.45435599
6.53431844
6.18554583
9.38317895
8.74693999
6.32032176
7.74005766
8.61987023
5.34377416
8.5351414
7.31974608
6.30161349
6.87086254
9.8402696
4.15978932
5.99408835
7.68624802
10.027721
5.47470784
6.87531668
6.11656978
5.70130385
7.59530459
4.87320585
6.11807707
5.37853693
6.31876633
6.59203389
11.2575405
7.72923625
6.3702849
6.13010583
8.62996011
9.47360867
6.89632085
6.61712364
9.76767014
6.96792536
6.24420483
9.05541486
8.636814
9.69230461
5.69885939
8.14246882
8.72742725
7.64018431
10.5768443
7.12167154
6.41824243
5.58649056
5.3551338
8.19968128
7.11548431
8.97571431
10.0304796
6.49146009
4.16697477
7.49242853
5.42796086
6.89909152
8.05147698

adj.P.val
0.04085904
0.04302749
0.0328800:

Gene Name

acetyl-Coenzyme A acetyltransferase 1
actin-like 6A

adenosylh

0.02434323
0.02687463
0.02687463
0.04321503
0.01974484
0.0385216
0.03946719
0.04302749
0.04595173
0.01064234
0.02383894
0.03996073
0.04085904
0.03300363
0.03253685
0.04086461
0.04222079
0.04555207
0.04222079
0.04595173
0.022353
0.01662513
0.04868173
0.02687463
0.03564732
0.04243799
0.02687463
0.04836585
0.04702059
0.02128694
0.02128694
0.02286008
0.03300363
0.01008285
0.03527897
0.04702059
0.04222079
0.03946719
0.04057052
0.03352477
0.0347226
0.04219057
0.02383894
0.03140806
0.04568088
0.04565731
0.04460149
0.04763902
0.02383894
0.03300363
0.02383894
0.02383894
0.04219057
0.0331822
0.04085904
0.02691177
0.033037
0.04222079
0.04763902
0.03300363
0.04154046
0.00974452
0.03345311
0.02161778
0.02687463
0.03268635
0.01731671

aldolase C, fructose-bisphosphate

alkaline phosphatase, intestinal

solute carrier family 25 (mitochondrial carrier; adenine nucleotide translocator), member 6
APEX nuclease (multifunctional DNA repair enzyme) 1
argininosuccinate synthetase 1

alpha thalassemia/mental retardation syndrome X-linked (RAD54 homolog, S. cerevisiae)
BCL2-associated athanogene

branched chain aminotransferase 2, mitochondrial
Bloom syndrome, RecQ helicase-like

BCL2/adenovirus E1B 19kDa interacting protein 3
BCL2/adenovirus E1B 19kDa interacting protein 3-like
breast cancer 1, early onset

carbonic anhydrase IX

cyclin G1

cyclin G2

cyclin-dependent kinase inhibitor 1B (p27, Kip1)
centromere protein F, 350/400ka (mitosin)
choroideremia-like (Rab escort protein 2)

CDC-like kinase 2

chloride channel, nucleotide-sensitive, 1A

collagen, type IV, alpha 4

collagen, type IX, alpha 3

collagen, type XV, alpha 1

carbamoyl-phosphate synthetase 1, mitochondrial
solute carrier family 25 (mitochondrial carrier; dicarboxylate transporter), member 10
cathepsin L2

cytochrome P450, family 51, subfamily A, polypeptide 1
deoxycytidine kinase

complement factor D (adipsin)

dynamin 1

DNA replication helicase 2 homolog (yeast)

DNA (cytosine-5-)-methyltransferase 3 beta
dishevelled, dsh homolog 2 (Drosophila)

eukaryotic translation elongation factor 1 alpha-like 7; eukaryotic translation elongation factor 1 alpha-like 3; similar to eukaryotic translation elongation factor 1 alpha 1; eukaryotic translation elongation factor 1 alpha 1

eukaryotic translation elongation factor 2

ligatin

ephrin-A4

cadherin, EGF LAG seven-pass G-type receptor 2 (flamingo homolog, Drosophila)
eukaryotic translation initiation factor 1A, X-linked
eukaryotic translation initiation factor 2, subunit 3 gamma, 52kDa
E74-like factor 2 (ets domain transcription factor)
enolase 2 (gamma, neuronal)

fibrillarin

Fanconi anemia, complementation group G

fukutin

farnesyl-diphosphate farnesyltransferase 1

glioblastoma amplified sequence

glucose phosphate isomerase

glutathione S-transferase alpha 4

mutS homolog 6 (E. coli)

glucuronidase, beta

hydroxyacyl-Coenzyme A dehydrogenase

high-mobility group box 2
3-hydroxy-3-methylglutaryl-Coenzyme A reductase
heterogeneous nuclear ribonucleoprotein C (C1/C2)
heterogeneous nuclear ril otein U (scaffold attach factor A)
homeobox A13

isopentenyl-diphosphate delta isomerase 1

interleukin enhancer binding factor 3, 90kDa
inositol(myo)-1(or 4)-monophosphatase 2

IMP (inosine monophosphate) dehydrogenase 2

insulin induced gene 1

imprinted in Prader-Willi syndrome (non-protein coding)
kinesin family member 11

keratin 5

ligase 1, DNA, ATP-dependent

fatty acid desaturase 1

OFFICIAL_GENE_SYMBOL
ACAT1,
actl6a,
ahcy,
aldoc,
ALPI,
SLC25A6,
Apex1,
ASS1,
Atrx,
bagl,
BCAT2,
Blm,
BNIP3,
BNIP3L,
BRCA1,
CA9,
cengl,
CCNG2,
CDKN1B,
CENPF,
CHML,
CLK2,
CLNS1A,
COL4A4,
Col9a3,
Col15a1,
Cpsl,
slc25a10,
CTsL2,
CYP51A1,
DCK,

cfd,
DNM1,
DNA2,
DNMT3B,

Eef2,
LGTN,
EFNA4,
CELSR2,
EIF1AX,
eif2s3,
ELF2,
eno2,
FBL,



4129
4173
4175
4176
4232
4237
4281
4329
4351
4361
4436
4501
4548
4601
4602
4628
4673
4744
4783
4833
4884
4902
4920
5036
5050
5094
5136
5139
5150
5163
5165
5184
5198
5230
5378
5422
5425
5427
5471
5478
5550
5557

5784
5827
5867
5911
5912
5932
5936
5985
6091
6122
6124
6146
6160
6208
6241
6428
6432
6470
6472
6502
6515
6581
6616
6622
6626
6676

-1.0694875

-1.101843
-1.1345886

-1.174644

-2.376274
-2.2339884
-1.3178402

-1.532645
-1.3156509
-1.5708936
-1.4781225
-1.3915169
-1.9778147
-1.4089859
-2.0185061
-1.5345133
-1.3611587
-1.2032812
-1.6208999
-1.1959294
-1.9140764
-1.3856035
-1.2165902
-1.5378924
-1.1052067
-1.1423393
-1.6123445
-1.2859259
-1.0418095
-1.7344421

-1.228178
-1.8764665

-1.879907

-1.092309
-1.8041174
-1.8648515
-1.1013002
-1.2764962
-1.3846288
-0.9657044
-1.2987971
-1.4072928
-3.4793346
-1.7961259
-1.6057623
-0.9231759
-1.5084322
-1.5194257
-1.0946507
-0.8065331

-1.335668
-1.1095941
-1.3362154
-1.7117291
-1.5542873
-1.2360735
-1.3456957

-2.194066
-1.0247707
-1.2843298
-1.1556464
-1.2751924
-1.0034613

-1.172191
-1.3289113
-1.7199923
-2.1076176

-1.175412
-1.4873975
-1.3550646
-2.2832771

8.50857304
6.57753418
6.68318757
8.47100192
8.54771639
7.36106362
5.65616247
4.79872366
6.14013281
5.29506725
8.13039432
7.77177486
6.56272655
9.23920829
5.10182228
7.04133763
7.09415492
5.22870132
8.52642088
7.74489606
8.86938964
3.18777302
5.49927645
6.72435586
7.45791761
7.37940014
6.37205617
6.83098472
3.46305588

5.1378287
5.16123258

8.3948278
7.40023969
9.77525678
5.96829561
7.45138865
8.46362325
7.36594669
5.83051525

8.6427219
6.52476536
7.72484271
4.82328679
7.45055442
4.90892718
5.44886358
7.42245004
7.14774533
6.51743227
3.79898294
8.87604024
5.45531328
7.23852222
7.30051979
10.5785456
11.1524502

9.8957482
6.87208611

11.055889
9.69659493

7.3300733
8.96211849
6.46049168
8.28168092
5.69129127
7.83108526
5.95483469
5.23063752
6.94581817
7.54398806
6.18671261

0.04084344
0.03608092
0.0358778
0.04349254
0.03109815
0.02251948
0.0474679
0.03186604
0.03826912
0.01731671
0.04702059
0.03231831
0.02327543
0.04085904
0.04325
0.02251948
0.03317278
0.04743845
0.03300363
0.03026428
0.01974484
0.02687463
0.03300363
0.04154046
0.03268635
0.04349254
0.02438666
0.03228497
0.03026428
0.02161778
0.03345311
0.0217491
0.03288005
0.03704215
0.03748825
0.02687463
0.04349254
0.04349254
0.02687463
0.04753085
0.03774339
0.04763902
0.01662513
0.03300363
0.02997772
0.04848813
0.04184536
0.03026428
0.04702059
0.04302749
0.04763902
0.04267418
0.03874586
0.04503857
0.02822165
0.03026428
0.03492121
0.02446829
0.04988837
0.04702059
0.04826818
0.04702059
0.04154046
0.03352477
0.04582682
0.01731671
0.01974484
0.04911498
0.016349
0.0491285
0.01731671

monoamine oxidase B
minichromosome maintenance complex component 4
minichromosome maintenance complex component 6
minichromosome maintenance complex component 7
mesoderm specific transcript homolog (mouse)
microfibrillar-associated protein 2
midline 1 (Opitz/BBB syndrome)
aldehyde dehydrogenase 6 family, member A1
mannose phosphate isomerase
MRE11 meiotic recombination 11 homolog A (S. cerevisiae)
mutS homolog 2, colon cancer, nonpolyposis type 1 (E. coli)
metallothionein 1X
5-methyltetrahydrofolate-homocysteine methyltransferase
MAX interactor 1
v-myb myeloblastosis viral oncogene homolog (avian)
myosin, heavy chain 10, non-muscle
nucleosome assembly protein 1-like 1
neurofilament, heavy polypeptide
nuclear factor, interleukin 3 regulated
non-metastatic cells 4, protein expressed in
neuronal pentraxin |
neurturin
receptor tyrosine kinase-like orphan receptor 2
proliferation-associated 2G4, 38kDa; proliferation-associated 2G4 pseudogene 4
platelet-activating factor acetylhydrolase, isoform Ib, subunit 3 (29kDa)
poly(rC) binding protein 2
phosphodiesterase 1A, calmodulin-dependent
phosphodiesterase 3A, cGMP-inhibited
phosphodiesterase 7A
pyruvate dehydrogenase kinase, isozyme 1
pyruvate dehydrogenase kinase, isozyme 3
peptidase D
ibosylformylglyci idine synthase
phosphoglycerate kinase 1
PMS1 postmeiotic segregation increased 1 (S. cerevisiae)
polymerase (DNA directed), alpha 1, catalytic subunit
polymerase (DNA directed), delta 2, regulatory subunit 50kDa
polymerase (DNA directed), epsilon 2 (p59 subunit)
phosphoribosyl pyrophosphate amidotransferase
similar to TRIMCyp; peptidylprolyl isomerase A (cyclophilin A); peptidylprolyl isomerase A (cyclophilin A)-like 3
prolyl endopeptidase
primase, DNA, polypeptide 1 (49kDa)
protein kinase, cAMP-dependent, regulatory, type Il, beta
similar to protein kinase, DNA-activated, catalytic polypeptide; protein kinase, DNA-activated, catalytic polypeptide
protein kinase, X-linked
protein tyrosine phosphatase, non-receptor type 14
hypothetical LOC100129532; peroxisomal membrane protein 2, 22kDa
RAB4A, member RAS oncogene family
RAP2A, member of RAS oncogene family
RAP2B, member of RAS oncogene family
retinoblastoma binding protein 8
RNA binding motif protein 14; RNA binding motif protein 4
replication factor C (activator 1) 5, 36.5kDa
roundabout, axon guidance receptor, homolog 1 (Drosophila); similar to roundabout 1 isoform b
ribosomal protein L3; similar to 60S ribosomal protein L3 (L4)
il | protein L4; ri protein L4 d 5; rib | protein L4 pseudogene 4
il protein L22 11;ri protein L22
rib | protein L31 di 49; ril protein L31 pseudogene 17; ribosomal protein L31
ribosomal protein S14
ribonucleotide reductase M2 polypeptide
splicing factor, arginine/serine-rich 3
splicing factor, arginine/serine-rich 7, 35kDa
serine hydroxymethyltransferase 1 (soluble)
serine hydra -ansferase 2 (mitochondrial)
S-phase kinase-associated protein 2 (p45)
solute carrier family 2 (facilitated glucose transporter), member 3
solute carrier family 22 (extraneuronal monoamine transporter), member 3
synaptosomal-associated protein, 25kDa
synuclein, alpha (non A4 component of amyloid precursor)
small nuclear ribonucleoprotein polypeptide A
sperm associated antigen 4

S

MAOB,
MCM4,
MCMe,
MCM?7,
mest,
MFAP2,
MID1,
Aldh6al,
MPI,
mrella,
Msh2,
MT1X,

NAP1L1,
NEFH,

NFIL3,

NME4,

NPTX1,

Nrtn,

ROR2,
PA2G4,PA2G4P4,
PAFAH1B3,

PCBP2,

pdela,

PDE3A,

PDE7A,

PDK1,

PDK3,

Pepd,

PFAS,

PGK1,

Pmsl,

polAl,

Pold2,

POLE2,

PPAT,
LOC439953,ppiA,PPIAL3,
prep,

PRIM1,

prkar2b,
LOC731751,PRKDC,
PRKX,

PTPN14,
LOC100129532,PXMP2,
rab4a,

RAP2A,

RAP2B,

RBBPS,
RBM14,RBM4,
RFCS5,
LOC642132,ROBO1,
LOC653881,RPL3,
rpl4,RPL4P4,RPL4PS,
rpl22,RPL22P11,
rpl31,RPL31P17,RPL31P49,
rpsl4,

rrm2,

SFRS3,

sfrs7,

SHMT1,

SHMT2,

Skp2,

SLC2A3,

SLC22A3,

SNAP25,

Snca,

snrpa,

SPAG4,



6683
6717
6749
6941
7001
7026
7072
7083
7086
7105
7112
7153
7188
7267
7297
7298
7374

10128
10137

-1.0247938
-1.6836117
-1.1419263
-1.4611231
-1.2666268
-1.133567
-1.2333582
-1.0906298
-1.2235672
-0.8637514
-1.2922569
-1.5554214
-2.3514825
-1.4814038
-0.8771115
-1.2031393
-1.5216208
-1.4083633
-0.9706073
-1.4548121
-1.351835
-2.4858444
-1.008898
-1.2897791
-1.5860663
-1.3917172
-1.4719859
-1.5353581
-1.3122633
-1.5759508
-1.6174782
-2.6683046
-1.6283649
-1.3218392
-1.4514945
-1.0331213
-1.0623931
-1.8905854
-1.4763736
-1.1110562
-1.3136443
-1.6260969
-1.5582831
-1.3755742
-2.4457988
-1.333934
-1.1438137
-1.8531649
-1.6752776
-1.23752
-1.7302703
-1.4434372
-0.9972175
-1.3794321
-1.2094198
-1.8049207
-1.8507774
-1.2698887
-2.1778544
-1.2608008
-1.2957246
-1.3797483
-0.9241434
-1.9397728
-1.0054787
-0.9215566
-1.1994078
-1.8754424
-2.5225768
-1.2132263
-1.172684

4.57362491
8.45069851
8.38920575
6.94293725
10.6686215
6.35254834
6.41677057
7.87411755
8.27549983
8.67055207
6.72372253

9.4898226
5.35618576
8.28092803

7.2593681
10.2335478
8.09382739
5.92910338
6.77004585
5.52739709
6.26257759
5.15888504
9.12046066
5.64406475

6.5396061
7.89991885
8.76592155
10.0302523
5.48877059
7.06161484
5.95277303
4.91262534
5.80660089

6.4817621

5.8535715

6.2996507
6.52199419
4.86468831
7.73384685
5.33448876
6.44044223
6.51718925
6.08093109
6.38244209

8.2553389
8.35525438
6.16356798
6.63225719
6.29760688
7.27929917
6.90409099
8.44290429
6.95569597
6.96623053
6.69941865
4.08427824
8.16281076
8.11894663
6.41335666
4.76197565
5.63391562
6.49802521
7.97097329
7.02472865
6.45675457
6.77417593
6.92983342
7.42494776
6.45002672
8.19547335
6.97352016

0.04862247
0.01974484
0.04325
0.03316476
0.03608092
0.02687463
0.03821279
0.04503857
0.04184536
0.0492597
0.04086461
0.04325
0.02383894
0.01974484
0.0491285
0.04222079
0.03026428
0.03322203
0.03123649
0.04384942
0.03109815
0.02990956
0.03905195
0.02687463
0.01662513
0.02687463
0.03939152
0.04184536
0.04123247
0.04555207
0.04085904
0.01008285
0.04702059
0.04834861
0.03723273
0.03996073
0.0378586
0.02128694
0.04201747
0.03466097
0.04702059
0.03300363
0.03608092
0.04329563
0.01731671
0.02714139
0.04184536
0.02116384
0.01731671
0.03300363
0.03322203
0.02286008
0.04774523
0.04332398
0.02590959
0.01064234
0.01974484
0.04702059
0.01731671
0.04112289
0.02429826
0.04834861
0.03810937
0.04071779
0.04702059
0.04911498
0.03300363
0.01110575
0.01008285
0.04702059
0.04763902

spastin

sorcin

structure specific recognition protein 1

transcription factor 19

peroxiredoxin 2

nuclear receptor subfamily 2, group F, member 2

TIA1 cytotoxic granule-associated RNA binding protein
thymidine kinase 1, soluble

transketolase

tetraspanin 6

thymopoietin

topoisomerase (DNA) Il alpha 170kDa

TNF receptor-associated factor 5

tetratricopeptide repeat domain 3; tetratricopeptide repeat domain 3-like
tyrosine kinase 2

thymidylate synthetase

uracil-DNA glycosylase

WAS/WASL interacting protein family, member 1

wingless-type MMTV integration site family, member 10B

zinc finger protein 22 (KOX 15)

zinc finger protein 33A

zinc finger protein 33B

protein tyrosine phosphatase type IVA, member 1

Alstrom syndrome 1

aldehyde dehydrogenase 5 family, member A1

bromodomain containing 3

hepatopoietin PCn127; acidic (leucine-rich) nuclear phosphoprotein 32 family, member A
solute carrier family 7 (cationic amino acid transporter, y+ system), member 5
transformation/transcription domain-associated protein

cell division cycle 7 homolog (S. cerevisiae)

CDC45 cell division cycle 45-like (S. cerevisiae)
phosphatidylinositol-4-phosphate 5-kinase, type |, beta
transcription termination factor, RNA polymerase I

O-linked N-acetylglucosamine (GIcNAc) transferase (UDP-N-acet i lypeptide-N-acety inyl transferase)
plakophilin 4

inhibitor of kappa light polypeptide gene enhancer in B-cells, kinase complex-associated protein
KH-type splicing regulatory protein

phosphodiesterase 8B

similar to such; succinate-CoA ligase, GDP-forming, beta subunit
timeless homolog (Drosophila)

myotubularin related protein 4

cyclin E2

adaptor-related protein complex 4, mu 1 subunit

mediator complex subunit 14

CD83 molecule

SH3-domain binding protein 5 (BTK-associated)

CDCA42 binding protein kinase beta (DMPK-like)

USP6 N-terminal like

kinetochore associated 1

CP110 protein

PHD finger protein 16

KIAA0101

matrin 3

mastermind-like 1 (Drosophila)

URB2 ribosome biogenesis 2 homolog (S. cerevisiae)

Rho GTPase activating protein 11B; Rho GTPase activating protein 11A
GINS complex subunit 1 (Psf1 homolog)

KIAA0528

Rho-related BTB domain containing 1

zinc finger, BED-type containing 4

PAN2 poly(A) specific ribonuclease subunit homolog (S. cerevisiae)
helicase with zinc finger

heterogeneous nuclear ribonucleoprotein D-like

caspase 8 associated protein 2

chromatin assembly factor 1, subunit A (p150)

HMG box domain containing 4

nuclear receptor subfamily 1, group H, member 3

ATPase, class Il, type 9A

Usher syndrome 1C (autosomal recessive, severe)

leucine-rich PPR-motif containing

RNA binding motif protein 12; copine |

SPAST,
SRI,
ssrpl,
TCF19,
PRDX2,
NR2F2,
Tial,

k1,

tkt,
Tspan6,
TMPO,
TOP2A,
TRAFS,
TTC3,TTC3L,
Tyk2,
Tyms,
ung,
WIPF1,
wnt10b,
ZNF22,
znf33a,
ZNF33B,
ptp4dal,
ALMSI,
ALDH5A1,
BRD3,
ANP32A,L0C723972,
SLC7AS,
TRRAP,
cDC7,
Cdc45,
PipSkib,
TTF2,
Ogt,
PKP4,
IKBKAP,
khsrp,
PDESB,
LOC283398,suclg2,
TIMELESS,
mtmr4,
Ccne2,
AP4AM1,
Med14,
CD83,
SH3BPS,
CDC42BPB,
USP6NL,
KNTC1,
CP110,
PHF16,
kiaa0101,
MATR3,

Ginsl,
KIAA0528,
Rhobtb1,
ZBED4,
pan2,
helz,
HNRPDL,
Casp8ap2,
CHAF1A,
HMGXB4,
NR1H3,
ATP9A,
ushlc,
Irpprc,
CPNE1,Rbm12,



10160
10165
10207
10280
10299
10389
10397
10426
10521
10527
10535
10541
10591
10592
10606
10635
10638
10714
10721
10732
10783
10942
10966
11000
11073
11100
11168
11169
11211
11215
11270
11331
22832
22903
22929
22934
22976
22981
23015
23028
23036
23078
23089
23097
23111
23126
23157
23242
23259
23310
23347
23354
23379
23394
23418
23462
23506
23512
23556
23683
25840
25938
25941
26060
26065
26118
26135
26355
26528
26958
27250

-0.9542745
-1.6157299
-1.1384136
-1.3982906
-1.0942887
-0.8899534
-2.2535296
-1.6970344
-1.164153
-1.1694454
-1.6157681
-1.1260466
-1.2123799
-1.3880759
-1.9637751
-1.3166626
-1.5619793
-1.6419989
-1.0422531
-1.6451135
-1.1370106
-1.3662031
-1.9048044
-1.3194234
-1.3717305
-0.9960107
-2.0361452
-1.2053402
-1.7392868
-1.017255
-1.1768415
-1.0610053
-0.9271984
-1.1398205
-1.4952784
-1.2021792
-1.5981264
-1.4783967
-2.0932143
-0.9669442
-1.7722079
-1.2997204
-2.09975
-0.8746113
-0.929875
-1.2064828
-0.9176806
-1.4274447
-1.3963471
-1.5964495
-1.9992147
-1.0680387
-1.2250597
-1.0261986
-1.0628477
-1.7072707
-1.4649985
-1.1822737
-1.6349227
-1.4628325
-2.4126008
-1.1618323
-1.1323199
-2.0846556
-1.1236723
-1.2552448
-1.5179894
-1.3905645
-1.1454214
-1.5128857
-1.281687

6.80869345
6.12813191
3.92639782
8.08289366

8.0359925
5.39971217
9.59996856
4.81704927
5.77375628
8.98920204
8.78840106
11.0303491
7.69315896
7.04383989
9.10014912
7.65888837
5.89526933
6.52312466
6.09254588
6.85064866
5.97893758
8.23599922

7.9110147
5.56634822
7.74743979
6.95872524
8.10051441
4.39198643
7.03996115
7.15030334
8.05087538
10.3613703
4.16244159
9.78538437
6.14183889
6.76961167
7.18528092
5.53160393
7.86355569
7.22667318
5.71344528
5.31808338
6.56554252
5.29446142
4.94852579
6.93858218
4.38768548
7.15155487
6.61554549
7.51155082
6.20504863
5.44461382
9.36105184
9.65556736
4.54945066
7.69678579
5.82237092

8.7690495
5.34373475
5.63482607
7.35664043
7.90600829
8.12974452
5.03759003
7.91365476
8.31980978
7.07334125
10.5371856
7.40392809

5.8551663
7.32354061

0.03678907
0.03300363
0.03026428
0.03288005
0.04957234

0.0491285
0.04222079
0.03300363
0.04801196
0.04056203
0.02438666
0.04774523
0.02327543
0.04203768
0.02687463
0.04154046
0.02538786
0.03946719
0.04848813
0.02714139

0.0401412
0.04492498
0.01010764
0.04702059

0.0449974
0.04655062
0.02383894
0.04222079
0.02936901
0.04302749
0.02383894
0.04743845
0.03608092
0.04702059
0.02590959
0.04329563
0.04702059
0.03026428
0.03946719
0.04548789
0.04555207
0.03383522
0.03026428
0.04423501
0.03874995
0.03934736
0.03608092
0.04360982
0.03316476
0.02997772
0.02116384
0.02403246
0.04925705
0.04184536
0.03166348
0.02438666
0.02687463
0.04680864
0.02687463
0.02446829
0.01010764
0.04798088
0.04329563
0.02429826
0.04763902
0.03996073
0.04846158
0.03608092
0.04526775
0.04329563
0.02327543

FERM, RhoGEF (ARHGEF) and pleckstrin domain protein 1 (chondrocyte-derived)
solute carrier family 25, member 13 (citrin)
InaD-like (Drosophila)

sigma non-opioid intracellular receptor 1
membrane-associated ring finger (C3HC4) 6
sex comb on midleg-like 2 (Drosophila)
N-myc downstream regulated 1

tubulin, gamma complex associated protein 3
DEAD (Asp-Glu-Ala-Asp) box polypeptide 17
importin 7

ribonuclease H2, subunit A

similar to Acidic leucine-rich nuclear phosphoprotein 32 family member B (PHAPI2 protein) (Silver-stainable protein SSP29) (Acidic protein rich in leucines); acidic (leucine-rich) nuclear phosphoprotein 32 family, member B

chromosome 6 open reading frame 108
structural maintenance of chromosomes 2

carboxylase, ibosy inoimi uccinocar
RAD51 associated protein 1
S-phase response (cyclin related)
polymerase (DNA-directed), delta 3, accessory subunit
polymerase (DNA directed), theta
transcription factor-like 5 (basic helix-loop-helix)
NIMA (never in mitosis gene a)-related kinase 6
protease, serine, 21 (testisin)
RAB40B, member RAS oncogene family
solute carrier family 27 (fatty acid transporter), member 3
topoisomerase (DNA) Il binding protein 1
heterogeneous nuclear ribonucleoprotein U-like 1
PC4 and SFRS1 interacting protein 1
WD repeat and HMG-box DNA binding protein 1
frizzled homolog 10 (Drosophila)
A kinase (PRKA) anchor protein 11
nurim (nuclear envelope membrane protein)
prohibitin 2
KIAA1009
BTB (POZ) domain containing 3
selenophosphate synthetase 1; similar to selenophosphate synthetase 1
ribose 5-phosphate isomerase A

PAX interacting (with transcription-activation domain) protein 1
ninein-like
golgi i golgin subfamily a, 8B; golgi i golgin subfamily a, 8A

lysine (K)-specific demethylase 1

zinc finger protein 292

KIAAD564

paternally expressed 10

cell division cycle 2-like 6 (CDK8-like)

spastic paraplegia 20 (Troyer syndrome)

pogo transposable element with ZNF domain

septin 6

cordon-bleu homolog (mouse)

DDHD domain containing 2

non-SMC condensin Il complex, subunit D3

structural maintenance of chromosomes flexible hinge domain containing 1
HAUS augmin-like complex, subunit 5

KIAA0947

activity-dependent neuroprotector homeobox

crumbs homolog 1 (Drosophila)

hairy/enhancer-of-split related with YRPW motif 1
KIAA0240

suppressor of zeste 12 homolog (Drosophila)
phosphatidylinositol glycan anchor biosynthesis, class N
protein kinase D3

methyltransferase like 7A

HEAT repeat containing 5A

chromosome 18 open reading frame 10

adaptor protein, phosphotyrosine interaction, PH domain and leucine zipper containing 1
LSM14A, SCD6 homolog A (S. cerevisiae)

WD repeat and SOCS box-containing 1

SERPINE1 mRNA binding protein 1

family with sequence similarity 162, member A

DAZ associated protein 1

coatomer protein complex, subunit gamma 2
programmed cell death 4 (neoplastic transformation inhibitor)

FARP1,
SLC25A13,
INADL,
SIGMAR1,
MARCHS,
SCML2,
ndrgl,
TUBGCP3,
DDX17,
1PO7,
RNASEH2A,
anp32b,L0C646791,
C6orf108,
sMc2,
paics,
RAD51AP1,
SPHAR,
pold3,
poLQ,
TcflS,
Nek6,
PRSS21,
rab40b,
Slc27a3,
TOPBP1,
HNRNPUL1,

KIAA1009,
Btbd3,
LOC389873,sephs1,
rpiA,
PAXIP1,
NINL,
GOLGABA,GOLGA8B,
KDM1A,
znf292,
KIAAO564,
PEG10,
CDK19,
spg20,
POGZ,
Sept6,
cobL,
DDHD2,
ncapd3,
SMCHD1,
HAUSS,
KIAA0947,
ADNP,
Crb1,
HEY1,
KIAA0240,
suz12,
Pign,
Prkd3,
mettl7a,
heatrSa,
c180rf10,
appl1,
Ism14a,
WSB1,
serbpl,
Fam162a,
DAZAP1,
COPG2,
PDCD4,



27316
27346
27440
28981
28982
28984
29028
29068
29904
29923
29952
29978
29997
49855
50809
51050
51134
51366
51386
51435
51444
51585
51616
51659
51780
51809
53354
54108
54517
54541
54619
54799
54807
54830
54841
54877
54892
54919
54930
54997
55010
55014
55023
55125
55213
55215
55225
55240
55251
55288
55326
55329
55342
55374
55536
55556
55607
55647
55689
55705
55723
55755
55764
55775
55789
55818
55835
55857
55930
55958
56890

-1.6437813
-1.2045835
-1.5435524
-1.7893218
-1.4014115
-1.4712218
-1.3988176
-1.890497
-2.1520901
-2.3587943
-0.8397441
-1.0188488
-1.1266752
-1.5278092
-1.0449774
-4.8565467
-1.5145476
-1.4371951
-1.6419911
-1.1833418
-1.1499963
-1.4283284
-1.1100019
-1.9699656
-1.238867
-2.0892836
-1.3080373
-1.0872443
-1.4752721
-1.7380881
-1.4919468
-1.1040708
-1.0552279
-1.9052683
-1.3518446
-1.7019801
-1.4241563
-1.1854145
-1.4888829
-2.9783051
-1.556054
-0.8147036
-1.3452093
-1.8638322
-2.0296773
-1.4117844
-1.4658093
-0.9374568
-1.6662088
-1.5132174
-1.8233302
-1.8228531
-1.1478733
-1.4974254
-1.2461847
-0.9710369
-1.4934115
-1.5756045
-1.5019531
-0.9293777
-1.4511662
-1.2869454
-1.2480266
-0.9782963
-1.6050239
-1.9373238
-1.0393469
-1.6574929
-1.61439
-1.0103808
-1.3647059

8.52659371
8.22824317
7.37097808
6.71982094
6.92456691
5.52902797
7.31205377
6.14267336
6.55891943
7.47042038
7.35105718
8.7842799
7.92181193
5.18090042
7.43364847
5.52068524
5.70509249
6.82806667
10.1593106
5.13928451
6.59537785
5.7099771
5.25868212
7.44870454
7.12860136
7.92935809
5.95037856
6.47560415
8.19231492
10.6173936
4.56027712
4.49659414
5.12718099
6.13670294
5.23884071
6.06942354
8.15538086
6.74831747
7.69756913
6.17655095
5.10227786
4.53431939
6.59487381
5.29394136
4.37405756
7.54903573
3.1751424
5.2640403
7.21075644
7.32816959
5.43330823
4.06050076
5.68547577
5.71994399
7.53451003
5.90029539
4.46012456
7.6236258
6.086261
5.4171928
7.93906913
7.10898908
5.83943557
5.86542685
5.03812749
8.42812305
4.34636849
6.07103086
7.60748715
6.67459956
3.5241733

0.04763902
0.04349254
0.02383894
0.01731671
0.04675282
0.04302749
0.04302749
0.02590959
0.01662513
0.02151116
0.04085904
0.03300363
0.04826818
0.01731671

0.0329867
0.00243593
0.04329563
0.03837679
0.02901979
0.03026428
0.03723273
0.03300363
0.04071779
0.03723273
0.04763902
0.04085904
0.03748825
0.03522649
0.03300363
0.03300363
0.01731671
0.03300363
0.04492498
0.03939152
0.04555207
0.03032026

0.0325876
0.04582682
0.03032026
0.03464836
0.02383894
0.04222079
0.03268635
0.01974484
0.04302749
0.03748825
0.03300363
0.03608092
0.03300363
0.04302749
0.02687463
0.01064234
0.03522649
0.03934736
0.04387184
0.03960176
0.04337579
0.03026428
0.03300363
0.04123247
0.02383894
0.04085904
0.03300363
0.04329563
0.03352477
0.03026428
0.04848813
0.01974484
0.03231831
0.04846158
0.04349254

similar to RNA binding motif protein, X-linked; similar to hCG2011544; RNA binding motif protein, X-linked
transmembrane protein 97

cat eye syndrome chromosome region, candidate 5

intraflagellar transport 81 homolog (Chlamydomonas)

feline leukemia virus subgroup C cellular receptor 1

chromosome 13 open reading frame 15

ATPase family, AAA domain containing 2

zinc finger and BTB domain containing 44

eukaryotic elongation factor-2 kinase

chromosome 7 open reading frame 68

dipeptidyl-peptidase 7

ubiquilin 2

glioma tumor suppressor candidate region gene 2; glioma tumor suppressor candidate region gene 2 pseudogene
S-phase cyclin A-associated protein in the ER

heterochromatin protein 1, binding protein 3

peptidase inhibitor 15

coiled-coil domain containing 41

similar to E3 ubiquitin protein ligase, HECT domain containing, 1; ubiquitin protein ligase E3 component n-recognin 5
eukaryotic translation initiation factor 3, subunit L

scavenger receptor class A, member 3

ring finger protein 138

PCF11, cleavage and polyadenylation factor subunit, homolog (S. cerevisiae)
TAF9B RNA polymerase II, TATA box binding protein (TBP)-associated factor, 31kDa
GINS complex subunit 2 (Psf2 homolog)

lysine (K)-specific demethylase 3B

UDP-N-acetyl-alpha-D-, ine:polypeptide N-acetylgal inyltransferase 7 (GalNAc-T7)
pantothenate kinase 1

chromatin accessibility complex 1

pseudouridylate synthase 7 homolog (S. cerevisiae)

DNA-damage-inducible transcript 4

cyclin)

mbt domain containing 1

zinc finger protein 586

nucleoporin 62kDa C-terminal like

basic, immunoglobulin-like variable motif containing

zinc finger, CCHC domain containing 2

non-SMC condensin |l complex, subunit G2

HEAT repeat containing 2

HAUS augmin-like complex, subunit 4

tescalcin

chromosome 12 open reading frame 48

syntaxin 17

pleckstrin homology domain interacting protein

centrosomal protein 192kDa

regulator of chromosome condensation (RCC1) and BTB (POZ) domain containing protein 1
Fanconi anemia, complementation group |

ribonucleoprotein, PTB-binding 2

STEAP family member 3

protein-L-isoaspartate (D-aspartate) O-methyltransferase domain containing 2
ras homolog gene family, member T1

1-acylglycerol-3-phosphate O-acyltransferase 5 (lysophosphatidic acid acyltransferase, epsilon)
meiosis-specific nuclear structural 1

spermatid perinuclear RNA binding protein

transmembrane and coiled-coil domains 6

cell division cycle associated 7-like

enolase superfamily member 1

protein phosphatase 1, regulatory (inhibitor) subunit 9A

RAB20, member RAS oncogene family

YEATS domain containing 2

importin 9

ASF1 anti-silencing function 1 homolog B (S. cerevisiae)

CDKS5 regulatory subunit associated protein 2

intraflagellar transport 122 homolog (Chlamydomonas)

tyrosyl-DNA phosphodiesterase 1

DEP domain containing 1B

lysine (K)-specific demethylase 3A

centromere protein J

non-protein coding RNA 153

myosin VC

kelch-like 9 (Drosophila)

Mdm1 nuclear protein homolog (mouse)

LOC100129585,L0C100131735,RBMX,
TMEM97,

CECRS,

IFT81,

flverl,

c13orf15,

ATAD2,

zbtb44,

eef2k,

C7orf68,

dpp7,

UBQLN2,
GLTSCR2,L0C440311,
scaper,

HP1BP3,

pil5,

ccpeal,
LOC730429,UBRS,
EIF3L,

SCARA3,

RNF138,

Pcfl1,

taf9b,

GINS2,

KDM3B,

Galnt7,

PANK1,

Chracl,

NUP62CL,
BIVM,
ZCCHC2,
NCAPG2,
heatr2,
haus4,
TESC,
C120rf48,

CDKSRAP2,
1FT122,
TDP1,
DEPDC1B,
KDM3A,
CENPJ,
PLK1S1,
MYOS5C,
KLHL9,
Mdm1,



56901
56952
57122
57180
57473
57475
57486
57531
57534
57544
57560
57587
57609
57646
57670
57673
58480
60436
63917
64418
64426
64710
64757
64770
64784
64864
79019
79022
79096
79154
79596
79672
79711
79796
79805
79813
79847
79850
79974
80184
80298
80312
80775
80781
81846
83879
83935
83990
84057
84058
84064
84131
84140
84247
84327
84542
84678
84823
84899
84939
84986
85364
89891
90293
90381
90806
91057
91694
91807
93343
94239

-1.7142492
-1.6721462
-1.0895588
-1.3648173
-1.2341478
-1.8384681
-1.3233191
-1.2464737
-1.290375
-1.8189801
-1.6113753
-0.829495
-1.4352203
-1.2564651
-1.2297749
-1.1291828
-1.0210216
-1.2298046
-1.1345837
-1.0369907
-1.6184932
-1.243478
-1.8382646
-1.6221335
-1.094986
-1.3316005
-1.3640718
-1.3311529
-1.2802286
-1.41794
-0.9932994
-0.8806944
-1.1476066
-1.2349505
-2.1890015
-0.839586
-0.8643434
-1.2128128
-1.7020807
-1.0767569
-1.3165236
-1.7671869
-1.5977565
-1.2886106
-1.350704
-1.9344991
-1.5605624
-1.7321804
-2.4571025
-1.3106259
-1.7137107
-1.2159314
-1.2475213
-1.1635535
-1.8724305
-1.2574737
-1.5393994
-1.3563342
-1.2009268
-0.9350109
-1.2671772
-1.1928069
-1.2547704
-2.1539608
-1.2177094
-1.2868727
-1.3068642
-1.4138476
-1.845163
-1.0754774
-1.2351345

6.67092838
6.60976946
8.67615096
5.78457265
6.25009269
5.04935237
5.79130639
4.77162916
6.09525241
5.93319943
6.49890793
3.96168519
7.41490407
4.30651481
5.74354435
5.58673735
7.76891448
5.99644729
7.80749814
4.89742502
5.24956384
8.99167326
8.25761141
7.16996339
9.51799821
5.32111343
7.00717894
9.76194457
7.24812949
4.94814148
7.20648848
8.40512618
5.67609084
6.50294151
5.50075341
4.33600587
5.39011624
6.64661743
5.0955389
5.30368227
4.92282214
4.66959755
5.43865604
5.79453705
5.08395806
8.32145384
7.8193318
5.30639768
6.16597199
8.14891998
7.08413168
6.05274993
4.84374654
8.103913
5.80202273
5.68035265
7.79924214
6.82114081
4.38703209
5.89329361
4.45277554
6.49694584
8.25434211
7.15864124
5.57269881
5.82057433
6.59378108
6.20083856
4.93282875
5.72168134
8.30848078

0.01974484
0.0379335
0.04056203
0.02997772
0.04668445
0.01862632
0.02327543
0.04325
0.04801196
0.01974484
0.0421029
0.0491285
0.02428028
0.04085904
0.03300363
0.04349254
0.04595173
0.04329563
0.03026428
0.04325
0.02383894
0.04868173
0.03032026
0.03841425
0.04085904
0.04071779
0.02687463
0.04085904
0.03026428
0.03300363
0.04480901
0.04801196
0.04349254
0.04085904
0.03026428
0.04184536
0.04329563
0.04384942
0.04154046
0.03745031
0.0258365
0.01790733
0.0271481
0.04406025
0.03109815
0.02308712
0.01662513
0.04028436
0.04862247
0.03300363
0.03300363
0.03300363
0.04123247
0.03916054
0.01008285
0.04991775
0.03532431
0.04154046
0.0290186
0.04071779
0.02687463
0.04085904
0.04267418
0.03428678
0.03723273
0.04702059
0.0333522
0.03026428
0.01731671
0.04206881
0.02901979

NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 4-like 2

phosphoribosyl transferase domain containing 1
nucleoporin 107kDa

ARP3 actin-related protein 3 homolog B (yeast)
zinc finger protein 512B

pleckstrin homology domain containing, family H (with MyTH4 domain) member 1

neurolysin (metallopeptidase M3 family)

HECT domain and ankyrin repeat containing, E3 ubiquitin protein ligase 1

mindbomb homolog 1 (Drosophila)

thioredoxin domain containing 16

intraflagellar transport 80 homolog (Chlamydomonas)
KIAA1430

DIP2 disco-interacting protein 2 homolog B (Drosophila)
ubiquitin specific peptidase 28

KIAA1549

BEN domain containing 3

ras homolog gene family, member U

TGFB-induced factor homeobox 2

UDP-N-acetyl-alpha-D-galac ide N-
transmembrane protein 168

suppressor of defective silencing 3 homolog (S. cerevisiae)
nuclear casein kinase and cyclin-dependent kinase substrate 1
MOCO sulphurase C-terminal domain containing 1
coiled-coil domain containing 14

CREB regulated transcription coactivator 3

regulatory factor X, 7

centromere protein M

transmembrane protein 106C

chromosome 11 open reading frame 49
dehydrogenase/reductase (SDR family) member 11

ring finger protein 219

fructosamine 3 kinase related protein

importin 4

inyltransferase 11 (GalNAC-T11)

asparagine-linked glycosylation 9, alpha-1,2-mannosyltransferase homolog (S. cerevisiae)

vasohibin 2

euchromatic histone-lysine N-methyltransferase 1
transmembrane protein 180

family with sequence similarity 57, member A
chromosome 7 open reading frame 58
centrosomal protein 290kDa

MTERF domain containing 3

tet oncogene 1

transmembrane protein 177

collagen, type XVIII, alpha 1

SET binding factor 2

cell division cycle associated 7

transmembrane protein 133

BRCAL1 interacting protein C-terminal helicase 1
meiotic nuclear divisions 1 homolog (S. cerevisiae)
WD repeat domain 54

haloacid dehalogenase-like hydrolase domain containing 2
centrosomal protein 78kDa

family with sequence similarity 161, member A

leucine zipper, down-regulated in cancer 1-like

zinc finger, BED-type containing 3

KIAA1841

lysine (K)-specific demethylase 28

lamin B2

tr ane and tetratric ide repeat ining 4

d antigen d1

Rho GTPase activating protein 19

zinc finger, CCHC domain containing 3

WD repeat domain 34

kelch-like 13 (Drosophila)

chromosome 15 open reading frame 42

angel homolog 2 (Drosophila)

coiled-coil domain containing 34

LON peptidase N-terminal domain and ring finger 1
myosin light chain kinase 3

family with sequence similarity 125, member A
H2A histone family, member V

NDUFA4L2,
PRTFDC1,
NUP107,
ACTR3B,
ZNF5128,
PLEKHH1,
NLN,
HACE1,
MIB1,
Txndc16,
IFT80,
KIAA1430,
DIP2B,
usp28,
KIAA1549,
BEND3,
RHOU,
Tgif2,
galntl1,
TMEM168,
suds3,
Nucks1,
MOSC1,
CCDC14,
crte3,
RFX7,
cenpm,
TMEM106C,
Cl1lorfd9,
DHRS11,
Rnf219,
FN3KRP,
1PO4,
ALGY,
Vash2,
EHMTL,
TMEM180,
FAMS7A,
C70rf58,
CEP290,
MTERFD3,
Tetl,
Tmem177,
COL18A1,
Shf2,
cdca?,
TMEM133,
Brip1,
MND1,
WDR54,
hdhd2,
cep78,
fam161a,
LDOCIL,
ZBED3,
kiaa1841,
kdm2b,
Lmnb2,
Tmtc4,
Mum1,
ARHGAP19,
ZCCHC3,
WDR34,
KIhI13,
c15orf42,
ANGEL2,
CCDC34,
LONRF1,
MYLK3,
fam125a,
H2AFV,



114044
114134
114991
116028
116843
117143
117178
122416
123036
125488
126231
126282
128977
132320
134957
135293
139886
140462
143888
144245
147015
147923
148327
148418
148479
151473
152002
153684
158584
160518
163782
165186
169611
170384
171546
201627
203427
219771
220963
220988
221184
221416
221656
221687
255738
257218
259266
283070
283349
286205
340252
359845
388969
389677
399818
401152
407975
440193
440434
441054
647087
727936
100128191
100289635

-1.0239975

-2.028667
-1.1885338
-1.4549164
-1.8385722
-1.3460767

-1.237482
-1.2034067
-1.6153307
-1.6026546
-1.8857132
-1.3589158
-0.9980533
-1.3651881
-1.4747447
-1.8262747
-2.3436346
-2.0537242
-1.2970243
-1.9514388
-1.0901148
-1.2338167
-1.4961718
-1.1198339

-1.347996
-3.6478399
-1.3749325

-1.678407
-1.0203412
-0.9069711
-1.5403103
-1.8281994
-1.8727247
-1.1547564

-1.445823
-1.1068885
-0.9468661

-0.956995

-1.963428
-1.3033758
-1.1715046
-0.9740834
-0.8867511
-1.5648663
-1.2934575
-1.8334034

-1.647543
-1.0498367
-1.4368572
-1.0562132
-1.1372856
-1.7042221
-1.5154326
-1.5505576

-1.683296
-1.2751478
-1.1707436
-0.8998873
-1.2154774
-1.3784389
-1.0783902
-1.4958105
-1.5829839
-1.1169029

3.99991151
3.68252619
5.41942558
6.66531441
6.02100742
7.37003337
4.84758678
7.49727964
3.65272309
6.30223515
4.8957532
5.49687769
5.46085607
4.22276019
4.06398691
5.85273831
5.25933555
5.43882787
6.55906017
5.05289637
6.59866258
4.80887138
5.61039091
3.65614039
7.3651508
6.15755044
5.89288465
3.77529987
5.63313533
5.31687187
5.74729429
4.485424
7.36104265
5.68583415
7.14827324
8.21878321
5.03875315
5.8160281
5.64859033
7.48128638
6.77714374
5.15905008
3.33116249
9.45743466
6.45821432
4.87603952
7.00037428
5.43610895
7.35344793
3.77585998
5.13651036
7.28782106
4.52411964
4.98251045
5.8218841
7.48987491
3.93639231
4.97062075
4.99829803
5.04288432
8.44332204
4.43366064
3.72603877
4.03432325

0.04084344
0.01008285
0.03810937
0.02251948
0.04763902
0.03183424
0.04337579
0.02327543
0.03300363
0.02116384
0.04702059
0.04084344
0.04460149
0.04774523
0.03026428
0.03300363
0.04329563
0.03123649
0.03026428
0.01872014
0.03026428
0.04112289
0.02687463
0.04303654
0.04590621
0.01974484
0.03123649
0.04349254
0.04329563
0.03810937
0.04085904

0.0488066
0.01949461
0.03300363
0.02687463
0.04599766
0.04492498

0.0491285
0.04774523
0.03322203
0.02785642
0.04565731
0.04349254

0.0325876
0.03026428
0.01974484
0.04302749
0.03608092

0.0333522
0.03026428
0.04373544
0.03026428
0.01662513
0.02687463
0.02383894
0.02438666
0.02691177
0.04763902
0.04349254
0.01974484
0.04100438
0.04702059
0.01974484
0.02687463

MCM3AP antisense RNA (non-protein coding)

solute carrier family 2 (facilitated glucose transporter), member 13
zinc finger protein 618

chromosome 16 open reading frame 75

chromosome 6 open reading frame 192

transcriptional adaptor 1 (HFI1 homolog, yeast)-like

synovial sarcoma, X breakpoint 2 interacting protein

ankyrin repeat domain 9

tandem C2 domains, nuclear

tetratricopeptide repeat domain 39C

zinc finger protein 573

tumor necrosis factor, alpha-induced protein 8-like 1

chromosome 22 open reading frame 39

sodium channel and clathrin linker 1

syntaxin binding protein 5 (tomosyn)

peptidase M20 domain containing 2

spindlin family, member 4

ankyrin repeat and SOCS box-containing 9

KDEL (Lys-Asp-Glu-Leu) containing 2

asparagine-linked glycosylation 10, alpha-1,2-glucosyltransferase homolog B (yeast)
dehydrogenase/reductase (SDR family) member 13

zinc finger protein 420

cAMP responsive element binding protein 3-like 4

sterile alpha motif domain containing 13

PHD finger protein 13

solute carrier family 16, member 14 (monocarboxylic acid transporter 14)
chromosome 3 open reading frame 21

hypothetical LOC153684

fatty acid amide hydrolase 2

DENN/MADD domain containing 58

KN motif and ankyrin repeat domains 4

family with sequence similarity 179, member A

olfactomedin-like 2A

fucosyltransferase 11 (alpha (1,3) fucosyltransferase)

chromosome 14 open reading frame 147

family with sequence similarity 116, member A

solute carrier family 25, member 43

cycliny

solute carrier family 16, member 9 (monocarboxylic acid transporter 9)
heterogeneous nuclear ribonucleoprotein A3

copine Il

chromosome 6 open reading frame 223

amine oxidase (flavin containing) domain 1

ring finger protein 182

proprotein convertase subtilisin/kexin type 9

SNF2 histone linker PHD RING helicase

asp (abnormal spindle) homolog, microcephaly associated (Drosophila)
hypothetical LOC283070

Ras association (RalGDS/AF-6) domain family member 3
chromosome 9 open reading frame 126

zinc finger protein 680

hypothetical protein LOC100133632; family with sequence similarity 101, member B
chromosome 2 open reading frame 68

RNA binding motif protein 12B

methyltransferase like 10

chromosome 4 open reading frame 3

microRNA host gene 1 (non-protein coding)

coiled-coil domain containing 88C

hypothetical protein FLJI11822; aminopeptidase puromycin sensitive
chromosome 4 open reading frame 47

PL-5283 protein

glycosyltransferase 8 domain containing 4

hypothetical protein LOC100128191

similar to ZNF605 protein

MCM3APAS,
SLC2A13,
ZNF618,
C160rf75,
c6orf192,
TADA1,
SSX2IP,
Ankrdo,
tc2n,
TTC39C,
ZNF573,
TNFAIPSLL,
C220rf39,
SCLT1,
STXBPS,
PM20D2,
Spin4,
ASB9,
kdelc2,
ALG108B,
DHRS13,
ZNF420,
CREB3L4,
Samd13,
phf13,
SLC16A14,
c3orf21,
LOC153684,
FAAH2,
DENND5B,
Kank4,
Fam179a,
OLFML2A,
FUT11,
cl4orf147,
Fam116a,
Slc25a43,
CCNY,
SLC16A9,
Hnrnpa3,
Cpne2,
Céorf223,
KDM1B,
RNF182,
pesk9,
SHPRH,
ASPM,
LOC283070,
Rassf3,
Scai,
ZNF680,
Fam101b,LOC100133632,
c20rf68,
Rbm12b,
Mettl10,
C4orf3,
MIR17HG,
CCDC88C,
LOC440434,npepps,
Cdorfa7,
PL-5283,
gxylt2,
LOC100128191,
ZNF605,



ENTREZ_GENE_ID
19
241
788
1081
1827
2191
3434
3437
3489
3553
3569
3575
3576
4638
4688
4907
5270
5552
5948
6236
6303
6352
6648
6690
7474
8343
8613
8638
9518
9536
9619
9635
9636
10202
10365
10468
26353
27074
51316
51646
53346
54165
54210
57214
57393
59277
64080
81607
84419
84651
84981

logFC

2.57870201
1.28673354
1.12810555
4.65890905
1.39847979
1.91409907
3.09764664
2.17996041
2.31958909
1.35473666
2.51148715
3.19035652
1.58754768
1.57341888
1.93528152
1.99906695
2.72464673
1.40428965
0.94460973
2.06198945
1.44507861
2.79033761
1.38265586
3.02833386
1.52545275

1.7728789
1.21675405
1.91902942
3.29707758
1.45802838
1.24877482
1.18804764
1.49008081
3.50631927

1.6353207
1.51399834
2.19237715
2.01871315
1.73639043
1.23116665
1.53171459
1.61681523
3.04386697
1.74922207

2.5948634
3.50405186
1.24986452
1.38861978
2.22615883
2.11016733
2.55147995

AveExpr
5.11100486
3.76443371
6.52348914
7.94273186
6.21101535
6.08922301
4.81308731
5.80419766
8.94498832
5.17803292
8.40041102
5.21906389
8.07385855
5.16704815
5.13074466
7.13981062

9.6988798
11.4995708
2.67550704
5.28745384
10.9655713
4.92535803
7.81819187
5.16941083

4.1016753
7.22374746
5.42256998
6.03238133
7.78984563
7.38855787
5.33959795
3.30966659
8.54311707
6.27682142
6.32007136
6.22542217

8.1017705
3.86269428
6.49843772
8.02288717
4.68379681

5.3513571
5.13768331
5.69149525
5.42615036
4.53300964

6.2002603
5.87361418
7.10290239
5.16282375
6.92079417

adj.P.val
0.01711002
0.04914492
0.04914492
0.00159625
0.03457154
0.04504193
0.00824375
0.03659498
0.01418371
0.03557013
0.03822026
0.02452679
0.04094061
0.02452679
0.03827371
0.02027045
0.02932239
0.02776625
0.04914492
0.02452679
0.02932239
0.01769196
0.04914492
0.01363372
0.02452679
0.03659498
0.02776625
0.04764642
0.01363372
0.03197094
0.02776625
0.04950687
0.04441922
0.00531938
0.02969274
0.02452679
0.03098553
0.02928176
0.04858371
0.04872635
0.04950687
0.04914492
0.02053688

0.0312446
0.03457154
0.00159625
0.02932239
0.03197094
0.03192439
0.02932239
0.02503492

Gene Name

ATP-binding cassette, sub-family A (ABC1), member 1
arachidonate 5-lipoxygenase-activating protein

solute carrier family 25 (carnitine/acylcarnitine translocase), member 20
glycoprotein hormones, alpha polypeptide

regulator of calcineurin 1

fibroblast activation protein, alpha

interferon-induced protein with tetratricopeptide repeats 1
interferon-induced protein with tetratricopeptide repeats 3
insulin-like growth factor binding protein 6

interleukin 1, beta

interleukin 6 (interferon, beta 2)

interleukin 7 receptor

interleukin 8

myosin light chain kinase

neutrophil cytosolic factor 2

5'-nucleotidase, ecto (CD73)

serpin peptidase inhibitor, clade E (nexin, plasminogen activator inhibitor type 1), member 2
serglycin

retinol binding protein 2, cellular

Ras-related associated with diabetes

spermidine/spermine N1-acetyltransferase 1

chemokine (C-C motif) ligand 5

superoxide dismutase 2, mitochondrial

serine peptidase inhibitor, Kazal type 1

wingless-type MMTYV integration site family, member 5A

histone cluster 1, H2bi; histone cluster 1, H2bg; histone cluster 1, H2be; histone cluster 1, H2bf; histone cluster 1, H2bc

phosphatidic acid phosphatase type 2B
2'-5'-oligoadenylate synthetase-like

growth differentiation factor 15

prostaglandin E synthase

ATP-binding cassette, sub-family G (WHITE), member 1
chloride channel accessory 2

ISG15 ubiquitin-like modifier
dehydrogenase/reductase (SDR family) member 2
Kruppel-like factor 2 (lung)

follistatin

heat shock 22kDa protein 8

lysosomal-associated membrane protein 3
placenta-specific 8

yippee-like 5 (Drosophila)

transmembrane 6 superfamily member 1

DCN1, defective in cullin neddylation 1, domain containing 1 (S. cerevisiae)
triggering receptor expressed on myeloid cells 1
KIAA1199

transmembrane protein 27

netrin 4

ribokinase

poliovirus receptor-related 4

chromosome 15 open reading frame 48

serine peptidase inhibitor, Kazal type 7 (putative)
chromosome 17 open reading frame 91

OFFICIAL_GENE_SYMBOL
ABCA1,
ALOXSAP,
SLC25A20,
cga,
RCAN1,
Fap,
IFIT1,
Ifit3,
IGFBP6,
IL1B,

IL6,

IL7R,

IL8,
MYLK,
Ncf2,
NTSE,
SERPINE2,
srgn,
rbp2,
RRAD,
Satl,
CCLS,
Sod2,
SPINK1,
WNTS5A,
Hist1h2bc,HIST1H2BE,HIST1H2BF,HIST1H2BG,HIST1H2B8I,
Ppap2b,
OASL,
Gdf15,
PTGES,
ABCG1,
CLCA2,
1SG15,
Dhrs2,
kif2,

Fst,
HSPBS,
LAMP3,
PLACS,
YPELS,
Tmeésfl,
DCUN1D1,
Treml,
KIAA1199,
TMEM27,
NTN4,
RBKS,
pvrl4,
C150rf48,
Spink7,
C170rf91,



90865 2.72389985 4.99088215 0.04504193 interleukin 33 L33,
221468 1.39998084 3.94926143 0.0256568 transmembrane protein 217 TMEM217,



ENTREZ_GENE_ID
280

1856
1915
2990
3638
3852
3978
3992
4015
4237
4361
4548
4628
4884
4902
4920
5050
5150
5163
5165
5184
5577
5613
5827
6470
6515
6622
6676
6717
7480
7915
8395
8622
8914
9308
9735
9768
9824
9837
9924
10079
10083
10160
10397
10535
10591
10966
11000
11270
23347
23354
23462
23556
25840
29904
29923
49855
51050
51435
54799
54997
55329

logFC

-1.4578258
-1.2838488
-1.3596986
-2.2294609
-1.1833089

-1.590405
-1.8881275
-1.4815621
-1.8020147
-1.2866644
-1.0751871
-2.0099552
-1.5729318
-2.1777498
-2.8063604
-1.1376005
-1.1697608
-1.3855334
-2.0735942
-1.2869697
-1.6929168
-1.3079847
-1.6756297
-1.4830064
-1.4650902

-1.119626
-1.0584372
-1.5780496
-1.3291686

-1.861204
-2.8663446
-1.9043191

-1.682692
-1.1795865

-1.628761
-1.2682968
-2.1801619
-1.4281585
-1.4028605
-1.3674833
-2.3277572
-2.0917887
-1.1682941
-2.0503872
-1.5461769
-1.2239659
-1.7573776

-1.714341

-1.382128
-1.5855744
-2.2949392
-1.2120228
-2.5589844
-1.4563726
-1.1848943
-1.8620989

-1.573467
-1.3534508
-1.8050424
-0.9939802
-1.6196885
-1.5784595
-2.2077496
-1.7785655
-2.2911053
-1.3887489
-4.6279659

-1.183016
-1.2585366
-3.1533692

-1.484775

AveExpr
3.0387226
10.0297705
5.8988823
9.38317895
8.74693999
6.87086254
4.15978932
5.99408835
4.87320585
5.37853693
6.31876633
6.59203389
8.72742725
6.49146009
5.42796086
6.89909152
8.05147698
5.86412317
7.36106362
5.29506725
6.56272655
7.04133763
8.86938964
3.18777302
5.49927645
7.45791761
3.46305588
5.1378287
5.16123258
8.3948278
4.82328679
4.90892718
7.42245004
6.46049168
7.83108526
6.94581817
6.18671261
8.45069851
6.77004585
6.5396061
4.91262534
4.86468831
5.33448876
8.2553389
6.29760688
8.44290429
4.08427824
8.16281076
5.63391562
7.42494776
6.45002672
6.80869345
9.59996856
8.78840106
7.69315896
7.9110147
5.56634822
8.05087538
6.20504863
5.44461382
7.69678579
5.34373475
7.35664043
6.55891943
7.47042038
5.18090042
5.52068524
5.13928451
4.49659414
6.17655095
4.06050076

adj.P.val

0.0312446
0.04858371
0.04858371
0.01464235
0.04914492
0.04445928
0.04504193
0.02932239
0.03023564
0.02932239
0.04858371

0.0109543
0.04094061
0.00560395
0.02932239
0.04914492
0.02932239
0.04579416
0.03659498
0.03659498
0.04914492
0.04914492
0.03898024
0.03098553
0.02969274
0.04914492
0.04504193
0.03735928
0.04441922
0.02932239
0.03238137
0.02928176
0.04950687
0.04441922
0.02776625
0.02932239
0.02654348
0.04441922
0.01706198
0.02932239
0.01363372
0.02452679
0.04914492
0.03557013
0.02776625
0.04914492
0.01464235
0.03197094
0.02932239
0.02776625
0.01418371
0.02932239
0.04914492
0.04872635
0.03197094
0.01363372
0.04914492
0.02452679

Gene Name

amylase, alpha 2B (pancreatic)

argininosuccinate synthetase 1

PR domain containing 1, with ZNF domain
BCL2/adenovirus E1B 19kDa interacting protein 3
BCL2/adenovirus E1B 19kDa interacting protein 3-like
CDC-like kinase 2

collagen, type IV, alpha 4

collagen, type IX, alpha 3

dynamin 1

DNA (cytosine-5-)-methyltransferase 3 beta
dishevelled, dsh homolog 2 (Drosophila)

eukaryotic translation elongation factor 1 alpha-like 7; eukaryotic translation elongation factor 1 alpha-like 3; similar to eukaryotic translation elongation factor 1 alpha 1; eukaryotic translation elongation factor 1 alpha 1

glucuronidase, beta

insulin induced gene 1

keratin 5

ligase I, DNA, ATP-dependent
fatty acid desaturase 1

lysyl oxidase
microfibrillar-associated protein 2

MRE11 meiotic recombination 11 homolog A (S. cerevisiae)
5-methyltetrahydrofolate-homocysteine methyltransferase

myosin, heavy chain 10, non-muscle

neuronal pentraxin |

neurturin

receptor tyrosine kinase-like orphan receptor 2

platelet-activating factor acetylhydrolase, isoform Ib, subunit 3 (29kDa)

phosphodiesterase 7A

pyruvate dehydrogenase kinase, isozyme 1

pyruvate dehydrogenase kinase, isozyme 3

peptidase D

protein kinase, cAMP-dependent, regulatory, type I, beta
protein kinase, X-linked

hypothetical LOC100129532; peroxisomal membrane protein 2, 22kDa

serine hydroxymethyltransferase 1 (soluble)

solute carrier family 2 (facilitated glucose transporter), member 3
synuclein, alpha (non A4 component of amyloid precursor)

sperm associated antigen 4

sorcin

wingless-type MMTV integration site family, member 108
aldehyde dehydrogenase 5 family, member A1l
phosphatidylinositol-4-phosphate 5-kinase, type |, beta
phosphodiesterase 88

timeless homolog (Drosophila)

CD83 molecule

kinetochore associated 1

KIAA0101

Rho GTPase activating protein 11B; Rho GTPase activating protein 11A

GINS complex subunit 1 (Psf1 homolog)

PAN2 poly(A) specific ribonuclease subunit homolog (S. cerevisiae)

ATPase, class II, type 9A
Usher syndrome 1C (autosomal recessive, severe)

FERM, RhoGEF (ARHGEF) and pleckstrin domain protein 1 (chondrocyte-derived)

N-myc downstream regulated 1
ribonuclease H2, subunit A
chromosome 6 open reading frame 108
RAB40B, member RAS oncogene family

solute carrier family 27 (fatty acid transporter), member 3

nurim (nuclear envelope membrane protein)

0.0
0.04310408
0.04145205
0.04504193
0.01711002
0.03098553
0.03023564
0.02932239
0.00384382
0.04504193
0.03257706
0.04862898
0.02776625

structural mai of chr flexible hinge domain containing 1

HAUS augmin-like complex, subunit 5
hairy/enhancer-of-split related with YRPW motif 1
phosphatidylinositol glycan anchor biosynthesis, class N
methyltransferase like 7A

eukaryotic elongation factor-2 kinase
chromosome 7 open reading frame 68

S-phase cyclin A-associated protein in the ER
peptidase inhibitor 15

scavenger receptor class A, member 3

mbt domain containing 1

tescalcin

meiosis-specific nuclear structural 1

OFFICIAL_GENE_SYMBOL
AMY28,

ASS1,

PRDM1,

EEF1A1,EEF1A1P24,EEF1A1PS,EEF1ALPY,
GUSB,
INSIG1,
KRTS,

lig1,
Fadsl,
lox,
MFAP2,
mrella,
mtr,
myh10,
NPTX1,
Nrtn,
ROR2,
PAFAH1B3,
PDE7A,
PDK1,
PDK3,
Pepd,
prkar2b,
PRKX,
LOC100129532,PXMP2,
SHMT1,
SLC2A3,
Snca,
SPAG4,
SRI,
wnt10b,
ALDHS5A1,
PipSkib,
PDESB,
TIMELESS,
cD83,
KNTC1,
kiaa0101,
ARHGAP11A,ARHGAP11B,
Ginsl,
pan2,
ATP9A,
ushlc,
FARP1,
ndrgl,
RNASEH2A,
C6orf108,
rab40b,
Slc27a3,
NRM,
SMCHD1,
HAUSS,
HEY1,
Pign,
mettl7a,
eef2k,
C70rf68,
scaper,
pils,
SCARA3,
mbtd1,



55374
55556
55723
55857
55930
56901
57475
57544
79154
79680
79805
79813
80312
80790
81928
83935
84327
84900
91807
114044
114134
116028
122416
129804
144245
153684
169611
170384
221184
221656
257218
283070
388969
407975
100128191

-1.6277509

-1.057098
-1.6098376
-1.3716529
-1.6549192
-2.6237755
-1.7150288
-1.8230571
-1.6495536
-1.1290397
-2.1855237
-1.1193061
-1.9494197
-1.2191109
-1.1434885
-1.2474627

-1.733234
-1.0227832
-1.6006875
-1.1492781
-1.9752752
-1.3933278
-1.1547664
-1.2651561
-1.9124128
-2.1268817
-1.7273681

-1.252432
-1.3594925
-1.0232333

-1.745413
-1.1261354
-1.2993681
-1.1693214
-1.4534184

5.71994399
5.90029539
7.93906913
6.07103086
7.60748715
6.67092838
5.04935237
5.93319943
4.94814148
6.30740016
5.50075341
4.33600587
4.66959755
7.49132218

5.1356323

7.8193318
5.80202273

5.0262047
4.93282875
3.99991151
3.68252619
6.66531441
7.49727964
5.60495384
5.05289637
3.77529987
7.36104265
5.68583415
6.77714374
3.33116249
4.87603952
5.43610895
4.52411964
3.93639231
3.72603877

0.04914492
0.04914492
0.02776625
0.04445928
0.04764642
0.00560395
0.02932239
0.02776625
0.03197094
0.03197094
0.04808579
0.02932239
0.01711002
0.03853419
0.03747258
0.03557013
0.01464235
0.04764642

0.0312446
0.04858371
0.01363372
0.03197094
0.03457154
0.04310408
0.02776625
0.03659498
0.02969274
0.04094061
0.02928176
0.04914492
0.02932239
0.04872635
0.02932239
0.04094061

0.0312446

transmembrane and coiled-coil domains 6

enolase superfamily member 1

ASF1 anti-silencing function 1 homolog B (S. cerevisiae)
non-protein coding RNA 153

myosin VC

NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 4-like 2
pleckstrin homology domain containing, family H (with MyTH4 domain) member 1
thioredoxin domain containing 16

dehydrogenase/reductase (SDR family) member 11
chromosome 22 open reading frame 29

vasohibin 2

euchromatic histone-lysine N-methyltransferase 1

tet oncogene 1

c-Maf-inducing protein

Cdk5 and Abl enzyme substrate 2

transmembrane protein 133

zinc finger, BED-type containing 3

ring finger protein, transmembrane 2

myosin light chain kinase 3

MCM3AP antisense RNA (non-protein coding)

solute carrier family 2 (facilitated glucose transporter), member 13
chromosome 16 open reading frame 75

ankyrin repeat domain 9

fibulin 7

asparagine-linked glycosylation 10, alpha-1,2-glucosyltransferase homolog B (yeast)
hypothetical LOC153684

olfactomedin-like 2A

fucosyltransferase 11 (alpha (1,3) fucosyltransferase)

copine Il

amine oxidase (flavin containing) domain 1

SNF2 histone linker PHD RING helicase

hypothetical LOC283070

chromosome 2 open reading frame 68

microRNA host gene 1 (non-protein coding)

hypothetical protein LOC100128191

TMCOS,
ENOSF1,
ASF1B,
PLK1S1,
MYOSC,
NDUFA4L2,
PLEKHH1,
Txndcl6,
DHRS11,
C220rf29,
Vash2,
EHMT1,
Tetl,

cmip,
cables2,
TMEM133,
ZBED3,
Rnft2,
MVYLK3,
MCM3APAS,
SLC2A13,
C160rf75,
Ankrd9,
FBLN7,
ALG10B,
LOC153684,
OLFML2A,
FUT11,
Cpne2,
KDM1B,
SHPRH,
LOC283070,
c2orf68,
MIR17HG,
LOC100128191,
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OFFICIAL_GENE _SYMBOL

Hist1h2be HISTIN2BE HISTLH2BF HISTIH2BG HISTLH28),

5194894 histone cluster L 1 1,H2be
istone cluster B 1 1 1H2be Hist1h2be, HISTIN2BE HISTLH2BF HISTIH2BG, HISTLH28),
istone cluster 1 1 1 1H2be Hist1h2be, HISTIN2BE HISTLH2BF HISTIH2BG, HISTLH28I,
istone cluster 1, 1 1 1 1, H2be Hist1h2be, HISTIN2BE HISTLH2BF HIST1H28G, HISTLH28),
istone cluster 1, 1 1 2,130 HiStLN2ad HISTLH3AHISTLH HISTLHE i o 1n hist2h3e HIST2H3D,
istone cluster 1, Wb Histiha: Hist1had, HISTIHAE, Histahd,
ohospholpase A2, group IV (cytasolic calcium independent) pLAYGAC,
Kruppel ke factor 7 (ubiquitous) e,
phosphaticic acid phosphatase type 28 Ppap2b,

“olgoadenyate synthetase ke osst,

29381368 syntaxin 11 snai,

4385706 neuropiln 2 R2,

4287544 interleukin 1 receptor I IR,

5128593 growth aifrntationactr 15 Gafts,
78411713 prostaglandin € sy PGS,
72307563 s rcepor sblomiy 1, group 0, member 1 Nrta1,
2047 AT dag et TG WO, perter ABCG1,
3.8984833 chloride channel acces o,

5072696 15615 i he modier 15615,
58370633  aryhydrocarbon receptor nuclea translocator 2 ARNT2,

1886063 muscieblind.like 2 (Drosophil) mbni2,

7.685675 dehycrogenase/reductase (SDR family) member 2 onrs2,
47354155  tripartite motif-containing 22 TRIMZ2,

0834813 Kruppel ke factor 2 {lung) e,

6796502 folstatin Fat,

5.464202 Rab acceptor 1 (prenyltec) rabact,

7762653 coronin,actn binding protein, 14 corota,

8074372 monogiceride lpase e

9870252 dickkop! homolog 1 (Xenopus laevs)

7.017856 zinc finger protein 423
72202897 GABARAPLL,GABARAPLS,

8910832  heat shock 224Da protein® Hspt

289644 cysteine-ich hydrophobic domain 2 chie2,
6344657 0 MYEOY,
5.1630054 Iysosomal-assaciated membrane protein 3 Lawp3,

5.083816  RAB30, member RAS oncogene famiy RAB3D,
5833436 o ety It itaing prten MUP,
62476383 membrane st e CHCA) 2 march?,

864643 Theg homolog (mot THes,
73203735 plcenaspecics 3
8713583 yippee-ike 5 (Drosophila) peis,
5.2893825 transmembrane 6 superfamily member 1 Tmest1,
59332304 DCNL 1 1 s DCUNIDL,
6.892522 trggering receptor expressed on myeloid cells 1 Trem,
53618924 hairyand enhancer ofspit 2 (Drosophia) Hes2,

8829259 DNAdamage regulated autophagy modulator 1 RAML,
39237428 cholinergic receptor, nicotinic, alt CHRNAS,
75214473 motile sperm domain containing 1 MOSP

4.842524  nuclear receptor nteracting protein 3 Nip3,
67177258 KIAAL199 KIAAL1SS,
67126856 transmembrane protein 2 MEM27,

17005 s g W rype conaning Zowime,
57762885 newin 4 NN,

829812 ribokinase BKS,
4.139082 chromosome 10 open reading frame 54 clgorfse,
37590451 dipeptidase 2 pep2,
7.7818003  Dnal (Hsp40) homolog, subfamily C, member 1 dnajet,

s 2568423 asrphaphodestr phosphodisteras domain containg 3 Gapa3,

1038508 chromosome 7 open reading frame crorito,
463283 ciopamic pohademaon dlementsindig roten 4 Pep
63855085 poliovirus receptor-related 4 o,
48898807  radial spoke 3 homolog (Chlamydomonas) RPH3,
45465555 protein kinase-like protein 196,
8.263123 chromosome 15 open reading frame csortas,
5548406 sen et Do, Ky o) spink,
7308024 chromosome 1 pe e crrorfes,
6381744 hypothetical L FL20021,
S243979 s et o (STAR) doaicotankg 13 STARDI3,
64671283 inerleukin 33 3,

4712447 hypothetical LOCS: DKFZp43410226,
43056345 membrane-assocated ring finger (C3HCA) 3 march,
49306726 anthrax toin receptor 2 ANTXR2,
5.4348364 leucine zipper-EF-hand containing transmembrane protein 2 Lem2,

7471464 dynein ight chain, LCB-ype 2 oy,
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38060133
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60760336
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3176058

6
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76344295

61961784
58586073
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es:
family with sequence simiaity 5, member C
cerebelin 3 precursor

similr to WONML ke protein
chromosome 14 open reading frame 34
hypothetical LOC100128653

orf3e,
LOC100128653,
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4436
4501
4548
4601

GLU_r1
8011985
8596202
9.437203
8219977
8.224969

33979895

10.7630415

10.451707
10.946852
7.4025025
8992004
7.0639124
67523627
6.973191
10.694847
9.455868
6.9982715
9.837008
9383302
6.018203
9.105054
811997
6.9720033
7.622803
10.390226
5.583334
6.784126
9.054957
11.166462
5.9672546
7.966165
7.2644057
62521257
8528857
5.9755654
7.085649
6.023756
7.1153083
7.7930474
11.835109
8281968
7.228099
6.679482
9.194818
9.9537
7.121556
7.855713
1072821
7.83385
6.896036
9.52246
9238475
10.539075
6.240347
8796574
9.606222
8.816059
11.284949
7.8069134
72985225
6.4739337
63616214
8605674
7.671882
9.867248
10.733525
7593292
4700485
8.419649
7.990403
7.4286237
8.8253
6.180086
9.18883
7.1166787
7235139
9.070198
9764209
911481
6.0960345
5.6178417
7.0371547
6.1048937
8.80739
8298157
7.5212693
9.898585

GLU_r2
7.8956356
8.769036
9.519612
8.213769
8348193
4.0300474
10.86255
10.62093
10.86668
7.61877
9.06049
7.2510343
6.554875
7129027
10.8095
9.629538
6.940063
9.777057
9394753
6.451818
9.482389
8157505
7.1414504
7.9266777
10.60098
5.1292076
7.069586
9123421
11274416
6.1703696
77200997
7144775
6.90034
7.8596935
6.1707993
7.3287206
6.0025384
6.8865323
77226033
11.841339
8339245
7135711
6.9571967
9.200667
10.229821
7.594653
8017913
10933521
8.26075
6.9718328
9.8796215
9.295306
10532257
6331601
8.887539
9.71767
8883433
11553719
8.000435
7138693
6391634
6592939
9.204428
7.804808
9.567768
10.943449
8012329
4796935
8.620285
6.5864196
7.664713
8912991
6716812
9.026859
7.237823
7.25447
9.215703
9.679816
8.495975
6.4943523
6.034196
6.706152
6.3588166
8939992
86939945
7.678677
10.0947695

BSN_r1
8192117
8385523
9561203
8.428164
8643616

36399317
10.810985
10.653507
11.201956
7.565978
9.054033
7.3449044
6.613226
6.981785
10.602782
9.485923
6.823295
10.144223
9.400144
61707783
8.78007
8.160502
6.9618435
7.8048797
10501617
5.0690856
6.990118
9.027976
10973242
5.957866
6.799157
6.6507955
6.1400666
8336621
55404134
6.768149
5.936479
6.959736
8113308
11.891823
8329285
7.0781527
6.541687
917124
10.016213
7.269297
7.602706
11.074624
8037229
6.937244
9.869417
8953183

10.5688715
6.951004
8.828265
9.635067
8660173

11197937
7.7758675
7.3621645
63910317
6.2418647
8876539
7.9559364
9355418
11.080993
7.9251747
4.6106563
8.482692
5.444479
7.8298564
8.835575
6.622682
9.116289
7.138376
7.266784
92402115
9.916846
8.7420635
6.285631
5.555096
7.061705
5.962094
87690325
83759365
7.426818
10.120802

BSN_r2
7.978078
8.675815
9251214
8128382
8457437

3.8028402

10.614865

10351306

10.964214

7.3788877
9.021266

71131973

6.5487466
6.648971

10.547588
9.619985

6.4631124
9581351
9.576545

6.0684285
9.629802

7.9939003

7.3340045

7.4077744

10.299924

5.5578685

73630414
9313331

11213057
6.015647

7.9575205
7.644121

6.4317093
8.406574

5.9445777
6.928274

61524277

67504077
8.038962

11.809972
8.258983

7.0314965
6.987931

930995

10.031117

7.2038714

7.8539205

10353948
7.957248

7.2044916
9.508634
9.419264
10.25268

6.9468365
8.690427
9.640894

8.69694

11.195878
8114492

7.2171836
6.059077

65197625
8.711462

77371416
9.595448

10.469871

7.8711925
4771281
8.508826
5.993397

7.4210653
8.787626

7.16037
9.433692
6.917885

73804755
8.858798
9.458842
8.280182

6.4700656

5.7529473

6.5215073

5.9323506
8613933
8.547067

8.06692
9.9246

TAX_r1
7.109357
7.698997
8571456
7.038618

6.9480906

29424026
9.861798
9760762
9363333

6.7088704
8.274658
6.319875
5.931186
5.959787
8740832
8.478062

5.9338713

6.9107656

8.23655
5015284
8029993

7.0817165
5.853042
6.785255
9.663939

29773047

52132287

7.0392714
9151151
5.233313
6318794

5.2031164

53878465

7.2114997

46635785

5.6923456
4970491
6.123535

6.0488544

11.056571

7.6298366

63458033

57206035
8375149
9.083722

6.41452
6.476401
9.435577
6.841302
6.077357
8910589
8208497

9.64291
5.159737

7.8394465
8.426809
7.099164

10.048459
6.699034
6.306065

5.2351465

51014643

7.9521465
6.945456
8.802827
9.807163

5.8914914

3.8648252

6.9438214

43072047

6.4979715

7.7205763

5.4298277
8145108

6.3448625

6.4315276
8363062

7.8561378

6.7320604

5.4800873
4653691

5.9101276
4.802503
7.888941

75127726
6.036298
9073545

TAX_12
7.07521
7.4249125
8.090978
6.0809693
5.55028
2.5685031
9.2837515
9.10878
9344595
6.0383368
7712329
5.9293714
5.2148275
53240024
8173823
79121
5.9136076
5.6069856
7.514545
4.4075737
7.570806
6.021347
5.171052
6.0790377
9.043412
3.4143367
5.13726
6.78191
9.274806
47500537
5.939559
5.2360053
4.4430614
7.1681724
3.7567742
4770522
4641586
5.806435
5575
10.490527
7.0097322
5.2737823
5.7265587
7.7218204
8796322
6.1502786
4938453
8561424
54827814
53881273
8.368959
8.092701
8.583038
4.9434752
7103962
7.5342083
6.2429943
9690331
6.0405626
5.2430806
4928451
4197457
7.7723045
6.062018
8211209
9.002442
5.5002117
3.6394672
6.2315865
51442423
6.3420877
7.4466586
5.6080537
7.9316063
5.8059535
5.788904
7.5735517
6.835339
6.410748
4.4746194
3.933056
5201877
45194197
6.902196
6.6963444
5.2080193
8101837

DSNs_r1
7175792
7.7376666
8567184
6.8182483
6.6613545
222835
9716409
9.600145
9.435216
6.615753
8.093479
6.1384196
5.420364
54725103
8359307
8.44923
5.850163
6.412432
7.9841614
47176595
7.9118977
6.7985024
5.5040154
6.181926
9.412414
34451973
5.6963797
7.3744726
9.177313
51632743
6.470447
53336525
5.142839
7.206855
4471534
5392732
4.6509204
5.920435
5517135
10.919281
7384446
5732278
5.8416715
8.297996
9.044902
6.662076
5.56184
9.275662
6.523748
5722773
8.882414
8014777
9237735
5.450668
77441173
8090114
6.814829
9.807415
6.4749866
5.8271537
5.20714
45362005
7754126
6.736909
8675962
9584822
5534153
3.7165585
6.6287236
481201
6.2816916
7.6928134
4.9844556
8.067035
6.2980685
6.383881
8.106776
7.799827
6.83193
5.340552
40983443
6.147258
47303805
7.6587796
7.289345
5.815851
8.644464

DSNs_r2
72152686
8167416
8537416
6.7580457
6.813381
2.2840352
9.803883
9.800923
9810618
6.687846
8262435
6.3599606
5167476
5.8611784
8.686118
8.269558
6115295
5.71141
8392229
5.1354694
8417474
6.923924
6.1283245
6.1867456
9.911834
3.4910893
5194208
6.702541
9.845855
5.4241004
6233312
5.7820754
5.829688
7.0588155
4.0708013
6.044565
48920455
5.931031
5.9786053
11.004282
7.6053424
5.9793954
5503449
8.424752
9.423348
6.8918333
5.902056
9322997
63995123
6.21208
8.798996
8.62462
9.063488
5011285
7.9960756
8.087915
7.39408
10.760033
6.7837257
61760774
52229033
5.0132203
7.829918
6.9381075
8.681536
9.89404
5.7159686
4.0126905
7.2407513
4152002
6.536444
7.7059555
5.141376
8.082129
6.431922
6.5221133
8110492
8.4357
6.6316667
5327758
465723
6.0830927
515939
8.1807995
7358508
5.9982615
8.850816

Gene Name
acetyl-Coenzyme A acetyltransferase 1

actin-like 6A

adenosylhomocysteinase

aldolase , fructose-bisphosphate

alkaline phosphatase, intestinal

amylase, alpha 2B (pancreatic)

solute carrier family 25 (mitochondrial carrier; adenine nucleotide translocator), member 6
APEX nuclease (multifunctional DNA repair enzyme) 1

argininosuccinate synthetase 1

alpha thalassemia/mental retardation syndrome X-linked (RADS4 homolog, S. cerevisiae)
BCL2-associated athanogene

branched chain aminotransferase 2, mitochondrial
PR domain containing 1, with ZNF domain

Bloom syndrome, RecQ helicase-like
BCL2/adenovirus E18 19kDa interacting protein 3
BCL2/adenovirus E18 19kDa interacting protein 3-like
breast cancer 1, early onset

carbonic anhydrase IX

cyclin 61

cyclin G2

cyclin-dependent kinase inhibitor 18 (p27, Kip1)
centromere protein F, 350/400ka (mitosin)
choroideremia-like (Rab escort protein 2)

CDC-like kinase 2

chloride channel, nucleotide-sensitive, 1A

collagen, type IV, alpha 4

collagen, type IX, alpha 3

collagen, type XV, alpha 1

carbamoyl-phosphate synthetase 1, mitochondrial
solute carrier family 25 carrier;
cathepsin L2

cytochrome P4s0, family 51, subfamily A, polypeptide 1
deoxycytidine kinase

complement factor D (adipsin)

dynamin 1

DNA replication helicase 2 homolog (yeast)

DNA (cytosine-5-}-methyltransferase 3 beta
dishevelled, dsh homolog 2 (Drosophila)

transporter), member 10

eukaryotic translation elongation factor 1 alpha-like 7; eukaryotic translation elongation factor 1 alpha-like 3; similar to eukaryotic translation elongation factor 1 alpha 1; eukaryotic translation elongation factor 1 alpha 1

eukaryotic translation elongation factor 2

ligatin

ephrin-A4

cadherin, EGF LAG seven-pass G-type receptor 2 (flamingo homolog, Drosophila)

eukaryotic translation initiation factor 1A, X-linked

eukaryotic translation initiation factor 2, subunit 3 gamma, 52kDa

E74-like factor 2 (ets domain transcription factor)

enolase 2 (gamma, neuronal)

fibrillarin

Fanconi anemia, complementation group G

fukutin

farnesyl-diphosphate farnesyltransferase 1

glioblastoma amplified sequence

glucose phosphate isomerase

glutathione S-transferase alpha 4

muts homolog 6 (E. coli)

glucuronidase, beta

hydroxyacyl-Coenzyme A dehydrogenase

high-mobility group box 2

3-hydroxy-3-methylglutaryl-Coenzyme A reductase

heterogeneous nuclear ribonucleoprotein C (C1/C2)
nuclear U (scaffold factor A)

homeobox A13

isopentenyl-diphosphate delta isomerase 1

interleukin enhancer binding factor 3, 90kDa

inositol(myo)-1(or 4)-monophosphatase 2

IMP (inosine monophosphate) dehydrogenase 2

insulin induced gene 1

imprinted in Prader-Willi syndrome (non-protein coding)

kinesin family member 11

keratin 5

ligase I, DNA, ATP-dependent

fatty acid desaturase 1

Iysyl oxidase
monoamine oxidase B
complex 4
complex 6
complex 7

mesoderm specific transcript homolog (mouse)
microfibrillar-associated protein 2

midline 1 (Opitz/BBB syndrome)

aldehyde dehydrogenase 6 family, member AL

mannose phosphate isomerase

MRE11 meiotic recombination 11 homolog A (S. cerevisiae)
muts homolog 2, colon cancer, nonpolyposis type 1 (E. coli)
metallothionein 1X

MAX interactor 1

OFFICIAL_GENE_SYMBOL

EEF1ALEEF1A1P24,EEF1A1PS,EEFIALPY,
Eef2,

LGTN,

EFNA4,

CELSR2,

EIF1AX,

eif2s3,



4602

8318

6.08162
7.856284
7.912389
6.033405
9.417787
8.430048
9.862183

4.0639124
6.3424253
7.3715405
8.275815
7.999085
7.3049817
7.32022
4.0918665
6.180303
6.035973
9.751181
8.338995
10.346831
6.781243
8.3636675
9.228166
8.003829
6.209248
9.269778
7.3649
8.3896265
7.2295237
8.35418
5.7719245
6.149337
8.301143
7.9815598
7.137794
4.1857505
9.651464
5.8478355
7.9515142
8.196336
11.460796
11.760446
10.5030985
7.778816
11.550164
10.409617
7.8766403
9.562089
7.189242
8.958115
6.311614

8.88054
6.923791
5.599819
7.822411
8.334148
7.525105
5.121431
9.528369

9.01149
7.702401

11.538268
6.998035
6.9005914
8.4247875
8.795152
9.280133
7.387868
10.233026
6.492632
9.103738
7.829248
10.899618
8.92726
6.7689004
7.4939985
6.311039
6.833795
6.3126874
9.582274
6.3571944
7.521355
8.601716
9.551738
10.857908
6.113182
7.774915
6.8916717

6.0807323
8.146129
8.063896
5.993926

9.3470125
8.451315

10.048612

3.9340277

6.1635957
7.769344
8.051074
7.865318
7.572323

7.8098965

4.24018

5.8716035
5.835884
8.986226
8.494237

10.426241
7.136195

8.63296
9.232261
8.027825

6.8800883
9.073808
7.122116

8.6844

6.3981805
8.477871
6.256357

5.8554707

8.71414
8.073191
7.246348

4.25217
9.506226
6.217668
8.129908
8.015491

11.446102

12.031775

10.887013
8.658528

11.633837

10.445816

7.9872894
9.923396

7.1171255
9.002105
6.441794
9.011929

7.2298717

6.19907

7.8607807
8.427085
7.550782
5.009611
9.158558

9.14889
7.929848

11.429263
6.952952

7.3353057
8.566835
9.064688
9.227319
7.493107

10.487917
6.568719
9.193607

7.6092815

10.973604
8.965151

6.6852636

7.5647225

6.3364654

7.3028946
6.465592
9.705663

6.5975466
7.531117
8.669633
9.649748

10.889359

6.3233976

7.9779963
6.728656

6.219656
7.8528566
7.620666
5.761573
9.689686
8.71141
10.285825
3.9101605
6.4234457
7.379538
8.104573
7.9133534
7.3538117
7.4863577
3.8265588
6.276061
5.8008285
9.877909
8.419902
10.201688
7.0154824
8.4534235
9.105974
8.276502
6.579703
9.265661
7.185661
8.725656
6.2451982
8.29165
5.6659102
5.7899685
8.397226
7.8199787
7.151164
4.223593
9.294449
6.2321186
7.9351473
8.229975
11.818671
11.90315
10.897534
8.137124
11.73372
10.406014
7.959859
9.60324
7.1712103
9.106922
6.2856297
8.840615
6.8098445
5.705959
8.078688
8.522224
7.4802957
4.94635
9.18194
9.122652
7.7726636
11.089958
6.73098
6.8972974
8.460576
9.064155
8.903589
7.4885287
9.975856
6.6796293
8.933439
7.912367
10.743696
8.775214
6.4714947
7.782049
6.435779
7.057193
6.517213
9.464924
6.1652374
7.554172
8.604561
9.561195
10.524004
6.161348
7.6349277
6.916005

5.4599943
7.639686
7.9475474
5.6576114
9.228825
8.228458
10.11919
3.7813327
6.526884
7.552041
7.840418
8.114658
7.355593
7.3368716
3.690313
6.3028197
5.917184
9.710572
8.401092
10.429033
6.6540523
8.340809
8.965573
7.807923
6.235595
9.563625
7.2278466
8.363131
7.7011833
8.525979
6.1031957
5.919714
8.256409
7.959485
6.935686
4.2941275
9.653571
6.647093
7.813024
7.8209777
11.163608
11.730133
10.280879
7.930908
11.609679
10.024933
7.932796
9.561698
7.21242
8.828189
6.395646
9.098309
7.18755
5.4320636
7.8119054
8.298533
7.535703
5.162374
9.392394
8.847321
7.632212
11.498924
7.098179
7.270343
8.334095
8.85231
8.99893
7.3173203
10.356278
6.4530525
9.004087
7.6198597
10.932309
8.749954
6.9695406
7.609018
5.942072
7.0912886
6.673585
9.883839
6.0880327
7.150088
8.742533
9.486955
11110778
6.3735256
7.6417375
6.393116

4.498603
6.3731503
6.788895
4.9933343
8.323844
7.425299
8.501479
2.392194
5.363335
6.470498
7.1056485
7.149733
5.943181
6.5667133
3.1313362
4.658935
4.656179
7.7386155
7.1638713
9.499454
5.8106003
7.08283
8.499949
7.0904975
5.256888
8.392332
6.3653674
7.5718713
3.0033865
6.991451
4.4493833
5.3159556
7.010324
6.8906865
6.4863296
3.4793026
8.557835
5.0000725
7.1151247
6.713841
10.271436
10.926371
9.539014
6.2924633
10.707896
9.50248
7.151328
8.891289
6.181108
8.124097
5.489013
7.478319
5.5207815
5.055671
6.3475003
7.567543
5.82178
4.2943373
7.8522673
8.262175
6.7023144
10.5049305
5.8105783
6.1761723
7.7151423
8.110162
8.5362
6.474848
9.026117
4.6961193
7.983097
6.879378
10.091877
7.886561
5.663638
6.4962015
5.425398
5.932971
4.7158685
8.657488
5.3748403
6.0888886
7.5893064
8.474632
9.699204
5.3132915
6.817708
5.774133

3.6267376
6.5602355
6.465072
4.627434
7.1991553
7.064205
7.5811625
2.8345392
4.709506
5.594601
7.0108266
6.4299917
5.7094345
5.9915514
3.117091
3.9240868
4.759322
7.2458587
5.9095464
9.089
4.498603
6.1840954
7.7578773
6.3881645
5.063191
8.019844
5.5240545
6.6875687
3.6656485
6.2483487
4.3673744
4.8424997
6.988095
6.1252127
5.7085114
3.3455522
7.9285192
4.846243
6.2938666
6.074527
9.526888
10.393703
9.159706
5.7567487
10.426563
8.784294
6.4013095
8.043812
6.1183367
7.4917407
4.606572
6.9741645
4.417646
4392394
6.360896
6.483561
4.687553
3.787117
7.467436
7.6143517
6.007689
9.929347
5.873275
5.593008
7.0952215
7.3025436
8.24375
5.821613
8.583982
3.6622665
7.3514404
6.8049293
9.375067
6.962609
4.973799
6.621305
4.3124824
5.500049
3.0907226
8.612652
5.0003424
5.791451
6.8986073
7.782881
8.977347
4.4987617
5.7833023
4.6112375

4.72594
6.451925
6.344836
4.866204

7.9582076
7.5177217
8.553484
2.7770126
4.7796135
5.9552975
6.9837737
6.9885902
5.942711
6.660552
3.122081
4.6126184
4.5354743
7.564024
6.6918516
9.347985
5.4950585
6.888525
7.9376307
7.029292
5.7296724
8.078675
6.284579
6.9626656
4.4535246
6.767398
3.758995
5.229075
6.4013095
6.516623
6.2174287
3.5475872
8.354581
4.949901
6.6876454
7.099925
10.081359
10.797353

9.40234

5.860732

10.571438
9.311551
6.9013147
8.474708
5.851129
7.80987
5.1681976
7.2177324
5.2761607
4.9830394
6.5004354
7.017331
5.1004934
4.3199553
7.8472724
7.9396214
6.350683
10.057078
5.8923926
5.993904
7.3553905
8.145623
8.430834
6.232051
8.619555
4.7712455
7.8870177
7.1361246
9.780176
7.6534104
5.3350487
6.2044444
5.0454626

5.53048
4.158131
8.799711

5.29718

6.0107036
7.4623623

8.303579
9.4460535

5.074538
6.4680505
5.2478633

4.794529
6.934519
6.9982595
4.6067014
7.9239407
7.530798
8.006051
2.2549148
4.7962275
6.3924317
7.103863
6.9867716
6.446539
6.7443943
3.0930908
4.283189
4.6780453
7.4509754
7.302139
9.572362
5.8352737
7.144982
8.106465
7.2514596
5.6260943
8.434965
6.1439743
7.559455
3.4414902
7.222218
4.4606485
5.2855635
7.24859
6.995593
6.324758
3.586977
8.757641
5.0131693
7.1422014
7.0136633
10.3016815
10.96523
9.799886
6.7780848
11.147909
9.487553
7.2014656
8.812858
6.0960655
7.9766836
5.4108796
7.417214
5.5720444
5.21724
6.6461625
6.677303
5.61507
4.603979
7.983337
8.062472
6.552914
10.280339
6.0708275
6.183156
7.5970016
7.990542
8.677398
6.40382
9.269609
4.8663363
8.102333
6.8110943
9.947386
7.9068947
5.695796
6.0485554
5.275651
6.1088667
4.7376738
9.004789
5.4599447
6.3068023
7.358881
8.66862
9.509884
4.8308268
7.058871
5.682075

v-myb myeloblastosis viral oncogene homolog (avian)
myosin, heavy chain 10, non-muscle

nucleosome assembly protein 1-like 1

neurofilament, heavy polypeptide

nuclear factor, interleukin 3 regulated

non-metastatic cells 4, protein expressed in
neuronal pentraxin |
neurturin
receptor tyrosine kinase-like orphan receptor 2
d 2G4, 38kDa; d 2G4 4
platelet-activating factor acetylhydrolase, isoform Ib, subunit 3 (29kDa)

poly(rC) binding protein 2
1A, calmodulin-depend

phosphodiesterase 3A, cGMP-inhibited

phosphodiesterase 7A

pyruvate dehydrogenase kinase, isozyme 1

pyruvate dehydrogenase kinase, isozyme 3

peptidase D

phosphoribosylformylglycinamidine synthase

phosphoglycerate kinase 1

PMS1 postmeiotic segregation increased 1 (S. cerevisiae)

polymerase (DNA directed), alpha 1, catalytic subunit

polymerase (DNA directed), delta 2, regulatory subunit 50kDa

polymerase (DNA directed), epsilon 2 (p59 subunit)

similar to TRIMCyp; isomerase A A); pepti isomerase A

prolyl endopeptidase
primase, DNA, polypeptide 1 (49kDa)
protein kinase, CAMP-dependent, regulatory, type Il, beta

A)Mlike 3

similar to protein kinase, DN; d, catalytic
protein kinase, X-linked

protein tyrosine phosphatase, non-receptor type 14
hypothetical LOC100129532; peroxisomal membrane protein 2, 22kDa
RAB4A, member RAS oncogene family

RAP2A, member of RAS oncogene family

RAP2B, member of RAS oncogene family

retinoblastoma binding protein 8

RNA binding motif protein 14; RNA binding motif protein 4

replication factor C (activator 1) 5, 36.5kDa

protein kinase, DN,

d, catalytic

roundabout, axon guidance receptor, homolog 1 (Drosophilal; similar to roundabout 1 isoform b

ribosomal protein L3; similar to 605 ribosomal protein L3 (L4)

ribosomal protein L4; ribosomal protein L4 pseudogene 5; ribosomal protein L4 pseudogene 4

ribosomal protein L22 pseudogene 11; ribosomal protein 122

ribosomal protein L31 pseudogene 49; ribosomal protein 131 pseudogene 17; ribosomal protein L31

ribosomal protein 514
ribonucleotide reductase M2 polypeptide
splicing factor, arginine/serine-rich 3
splicing factor, arginine/serine-rich 7, 35kDa
serine hydroxymethyltransferase 1 (soluble)
serine 2 (mi
S-phase kinase-associated protein 2 (p45)
solute carrier family 2 (facilitated glucose transporter), member 3
solute carrier family 22 (extraneuronal monoamine transporter), member 3
synaptosomal-associated protein, 25kDa
synuclein, alpha (non A4 component of amyloid precursor)
small nuclear ribonucleoprotein polypeptide A
sperm associated antigen 4
spastin
sorcin
structure specific recognition protein 1
transcription factor 19
peroxiredoxin 2
nuclear receptor subfamily 2, group F, member 2
TIAL cytotoxic granule-associated RNA binding protein
thymidine kinase 1, soluble
transketolase
tetraspanin 6
thymopoietin
topoisomerase (DNA) Il alpha 170kDa
TNF receptor-associated factor 5
repeat domain 3; icopeptide repeat domain 3-like
tyrosine kinase 2
thymidylate synthetase
uracil-DNA glycosylase
WAS/WASL interacting protein family, member 1
wingless-type MMTV integration site family, member 108
zinc finger protein 22 (KOX 15)
zinc finger protein 33A
zinc finger protein 338
protein tyrosine phosphatase type IVA, member 1
Alstrom syndrome 1
aldehyde dehydrogenase 5 family, member AL

bromodomain containing 3
PCn127; acidic (leucine-rich) nuclear 32 family, member A

solute carrier family 7 (cationic amino acid transporter, y+ system), member 5

ransfor di d protein

cell division cycle 7 homolog (5. cerevisiae)
€DC45 cell division cycle 45-like (S. cerevisiae)

PA2G4,PA2G4P4,
PAFAH1B3,
PCBP2,

pdela,

PDE3A,

LOC439953,ppiA,PPIAL3,
prep,

PRIM1,

prkar2b,
LOC731751,PRKDC,
PRKX,

PTPN14,
LOC100129532,PXMP2,
rabda,

RAP2A,

RAP2B,

RBBPS,

RBM14,RBM4,

RFCS,
LOC642132,R0BO1,
LOCE53881,RPL3,
1pl4,RPLAPA,RPLAPS,
rpl22,RPL22P11,
rpI31,RPL31P17,RPL31P4Y,
rpsia,

rrm2,

NR2F2,
Tial,

thl,

th,
Tspans,
™PO,
TOP2A,
TRAFS,
TTC3,TTC3L,
Tvk2,
Tyms,
ung,
WIPF1,
wnit10b,
INF22,
mf33a,
ZNF338,
ptpdal,
ALMS1,
ALDHSA1,
BRD3,
ANP32A,L0C723972,
SLC7AS,
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11168
11169
11211
11215
11270
11331
22832
22903
22929
22934
22976
22981
23015
23028
23036
23078
23089
23097
23111
23126
23157
23242

6.3275867
6.4361453
6.8623466
6.5483217
6.805582
7.0945477
5.9866967
8.295348
6.14908
7.1559095
7.5465274
6.8483124
6.9842987
9.269968
9.094238
6.8711076
7.6681085
7.188348
7.9522824
7.5090203
9.29456
7.479944
7.5131545
7.449046
5.060704
9.171958
8.799039
7.418255
5.6017933
6.2791457
7.1758976
8.353334
7.9301953
7.047705
7.241797
7.6294065
8.368616
8.078174
8.771206
7.5262923
7.484893
6.8553343
4.4752827
8.807821
8.618507
5.6062727
10.8815565
5.4365826
6.309402
9.516481
9.769581
11.5577345
8.510033
7.7542434
9.715623
8.345919
6.658091
7.2297845
6.543399
7.6675577
6.702687
9.020733
9.045418
6.448955
8.400962
7.378535
8.961006
4.957371
8.239002
7.754089
8.698055
10.898639
4.6399584
10.5089
6.7425113
7.247716
7.8891716
6.117406
8.704743
7.6728234
6.6580744
5.9291353
7.276503
5.8309
5.4456434
7.50483
4.8211193
8.135392

6.324184
7.0075345
7.4507713

6.828418

6.920339

7.181495
6.2268963

8.606034
5.8613973
7.0943394
7.4079065
6.9718328
7.2473106
10.167172

9.154482
6.8940353

7.745922
7.4325743

8.198225
7.8161116

9.345831

7.435662
7.7473855
7.3555956
5.2697625
9.2875395

8.909955
7.7856846
5.4826016
6.5629673
7.2855253

8.554077

8.150995
7.1672034

7.406936
7.6650467

8.660799

7.670574

8.800128

7.688755

7.612696
6.9958463
45197124

9.034088

8.615692
5.6636295
10.946709
5.8933024
6.4746165

9.706335

9.826886
11.720045

8.52716

7.957206

10.518467

8.54631
7.0607376
7.6133323
6.6911793
7.8703218
6.7291236

8.988376

9.126257

6.510512

8.507402
7.6073246

9.543877

5.149861

7.864118
7.6633816

8.938758
10.962974
4.7354765
10.238457

7.05659

7.453586

8.215361

6.493047

9.073808
7.7616735
6.6773114
6.0749526

8.073103

6.033998

5.520215
7.7289324
5.0160775

7.682974

6.7334704
5.950799
7.3023543
6.992998
6.972117
7.0217767
5.4997787
8.304936
6.2727633
7.2495747
7.187106
6.788195
6.750567
9.935784
9.293044
6.6167784
7.7967467
7.209851
7.7663245
7.5889287
9.392957
7.4549565
7.366741
7.0384226
5.2204723
9.117774
9.020924
7.179539
5.495344
6.2832603
7.2985225
8.4697
7.9143143
7.2374187
7.5645156
7.920214
8.422658
8.147228
8.907796
7.543983
7.5613313
6.788036
4.4854
8.701836
8.378391
5.7779264
10.834602
5.846682
6.58009
9.546087
9.563535
11750095
8.51184
7.646025
10.05601
8.169588
6.810066
7.279655
6.6686788
7.640513
6.7317023
9.055408
8.827201
6.559734
8.577492
7.472244
9.311433
4.819114
7.8827252
7.524111
8.874385
10.971456
4.706466
10.156995
6.868937
7.363722
7.8844285
6.591375
8.78378
7.63551
6.7094507
5.7733626
7.5827255
5.7356763
5.3941183
7.753709
5.081902
8.10524

7.120993
6.73796
7.1371884
6.3772135
7.078105
6.8848424
6.568093
8.811868
5.94004
6.932883
7.3978777
6.655712
7.1099544
9.253793
9.30337
6.8732877
8.302112
7.070594
7.730811
7.651501
9.03944
7.347364
7.514401
6.9412503
4.9579477
9.285866
8.788637
7.6228476
5.3894258
6.472992
7.4743395
8.432822
7.8196263
6.787179
7.1547613
7.5950336
8.527185
7.914873
8.7777605
7.806888
7.4544907
7.3050137
4.8339334
8.794413
8.563256
5.6466627
10.903199
5.444337
6.290266
9.625263
9.432742
11.533302
8.264159
7.683837
9.78036
8.376058
6.839243
7.16625
6.426935
7.819113
6.484251
8.974733
9.263943
6.500308
8.342943
7.3977304
9.224015
5.10275
7.683053
7.7237625
8.710893
10.902162
4471324
10.369019
6.8490577
7.1148424
8.021739
5.9955974
9.244543
7.5468316
6.619461
5.928773
7.6429663
5.7008014
5.6653695
7.561867
4.8356223
7.8593807

3.8343637
5.238378
6.305728

5.6170216

6.11335

6.2862883
4.247257

7.3365016

5.0134773
6.077113

6.3064547
5.936401
6.161733

7.6901865
7.986662

6.0964556
6.270076
5.901371
7.019315
6.540441

7.9781585

6.7776165

6.6210766

6.4310203

3.5595493

7.7225156
7.929692

5.9098973
4.433068
5.323665

6.3026395
7.642599

6.8936834
6.325118

6.5894775

6.7322183
6.972393

5.0291886
8.003822

6.8103776
6.637456
5.802487

3.3716886

7.9133897
7.793662
4.959109
9.257797

4.4783916

5.5527067
8.777033
8.609446

10915537

7.4169555

6.9276304
8.523749
7.296319
5.621328
6.245887

5.8674836
6.580906

5.9084325
8.205568
7.412505
5.657649

7.5546494
6.786117
7.752566
4.247636
6.512957
6.962609
7.522866

10.145068

3.7851315
9.443411
5.790465
6.526095
7.032316
5.155057
7.393392

6.8568716
5.651587

5.0755043

5.9877243
5.213241
4.653462
6.761886

4.0107803
6.796919

3.4807973
4.948572
5.363712
4.856729
5.546328

5.8649683

4.1851645
6.612134

4.7748876

5.5458474

5.3957853
4.767178
5.318728

6.8553567

7.59419
5.38106
5.437625
5.368996

6.6561527

5.3241496

7.7753587

6.1435547
5.880599
5.954782

3.1610758
7.035427
7.239525
4.938333

4.1297255

4.9269986

5.3992867
7.416526
5.307962

5.8788333

6.2161427

6.1634192
6.306137
5.674406

7.1410584
6.059302
6.551584
4.817234

3.3464794
7.131939

7.2519608

4.5308867
8.063409

3.4574244

4.9030056
8.106893

7.7554855

10.110149

7.1954775
6.007667

7.78279

6.9625845

4.9735417
5.313232

5.2825885

5.6667466

5.2493567
7.071135

6.9495616
4.662971

6.6102533
6.207721
6.680026
3.448916

6.1115904

6.4203515
7.760264
9.594534

3.7359066
9.024304

5.0180798

5.7708488
5.875964
4.498603

6.1987305

6.6437373
4.139383
4.329143
5.162381

4.9024343

4.4526467

6.0589104

3.9910548
6.166558

4.3953137
5.2845755
6.1712313
5.364784
5.9508977
6.3976893
4.0272365
7.2433715
4.7513876
5.9634047
5.7323465
5.883124
6.00259
7.747524
8.029389
5.7081356
6.2403293
5.5487866
6.7215743
6.4831753
7.82428
6.7006197
6.6801686
6.390446
3.2403684
7.2591596
7.382686
5.820422
4.514059
5.123376
5.9318333
7.693105
6.2858677
6.174174
6.430003
6.4127917
6.997562
5.9112706
7.8795276
6.4877324
6.380443
5.6246305
3.448275
7.661633
7.8266125
5.740582
8.465577
4.569744
5.344148
8.698099
8.17804
10.666656
7.199299
6.557161
8.6459875
7.052777
5.2768764
6.040072
5.91
6.26681
5.488155
7.7487655
7.277977
5.14228
7.2526073
6.688734
7.4666967
4.038782
6.5889997
6.933424
7.5501823
9.992878
3.9250853
9.408759
5.570624
6.5672927
6.456035
5.085613
6.9509954
7.105954
5.1130195
5.002005
5.9106097
5.00773
4.5694933
6.480461
4.1486034
6.7171144

3.600942
5.6631117
6.1452203
5.5649533
6.0630555
6.1342864

4.002779

7.850658
4.9225016

6.290261
6.3615084
5.6541696

6.105567
7.5888424

8.20302

5.681596
6.2042727

5.979782

7.323957
6.7508435

8.36818
6.88718
6.5439363

6.329993

3.575343
7.7716556
8.1419935

6.203273

4.221608

4.954481

5.844359

7.896951

6.817033
6.0839667
6.4215083

6.701138
6.8607044

5.247599

8.092352
6.7072196
6.2931004
5.9167604
3.3766382

7.774119

7.814411

5.476754
8.2447195
4.3907027
5.5741024

8.828131

8.505683

1079794

7.468106
6.8462005

8.999441
7.6641326

5.75552
6.4170403
5.8613777
6.6252847
5.5428634
7.9309244

7.169501

4.670253
7.6312113
6.6789513

8.003848
4.2526283

6.584742
7.1066957

7.379729
10.248437

3.885742

9.900628
5.8744736

6.874524

6.757123
5.1012855
6.7826376
7.0410814
5.1418185
5.1606364
6.1653843
5.0166407
4.6951976

6.482799
4.1012783

6.356508

phosphatidylinositol-4-phosphate 5-kinase, type |, beta
transcription termination factor, RNA polymerase Il

O-linked N (GleNAC) (UDP-N N
plakophilin 4

inhibitor of kappa light polypeptide gene enhancer in B-cells, kinase complex-associated protein

KH-type splicing regulatory protein
phosphodiesterase 88

similar to such; succinate-CoA ligase, GDP-forming, beta subunit
timeless homolog (Drosophila)

myotubularin related protein 4

cyclin £2

adaptor-related protein complex 4, mu 1 subunit
mediator complex subunit 14

D83 molecule

SH3-domain binding protein 5 (BTK-associated)
CDC42 binding protein kinase beta (DMPK-like)
USP6 N-terminal like

kinetochore associated 1

CP110 protein

PHD finger protein 16

KIAAO101

matrin 3

mastermind-like 1 (Drosophila)

URB2 ribosome biogenesis 2 homolog (S. cerevisiae)
Rho GTPase activating protein 118; Rho GTPase activating protein 11A
GINS complex subunit 1 (Psf1 homolog)

KIAA0528

Rho-related BTB domain containing 1

zinc finger, BED-type containing 4

PAN2 poly(A) specific ribonuclease subunit homolog (S. cerevisiae)
helicase with zinc finger

heterogeneous nuclear ribonucleoprotein D-like
caspase 8 associated protein 2

chromatin assembly factor 1, subunit A (p150)

HMG box domain containing 4

nuclear receptor subfamily 1, group H, member 3
ATPase, class Il type 9A

Usher syndrome 1C (autosomal recessive, severe)
leucine-rich PPR-motif containing

RNA binding motif protein 12; copine |

FERM, RhoGEF (ARHGEF) and pleckstrin domain protein 1 (chondrocyte-derived)
solute carrier family 25, member 13 (citrin)
InaD-like (Drosophila)

sigma non-opioid intracellular receptor 1
membrane-associated ring finger (C3HC4) 6

sex comb on midleg-like 2 (Drosophila)

N-myc downstream regulated 1

tubulin, gamma complex associated protein 3

DEAD (Asp-Glu-Ala-Asp) box polypeptide 17
importin 7

ribonuclease H2, subunit A

similar to Acidic leucine-rich nuclear phosphoprotein 32 family member B (PHAPI2 protein) (Silver-stainable protein SSP29) (Acidic protein rich in leucines); acidic (leucine-rich) nuclear phosphoprotein 32 family, member B

chromosome 6 open reading frame 108
structural maintenance of chromosomes 2

phospl carboxylase, uccinocarboxamide synthetase

RADS1 associated protein 1

S-phase response (cyclin related)

polymerase (DNA-directed), delta 3, accessory subunit
polymerase (DNA directed), theta

transcription factor-like 5 (basic helix-loop-helix)

NIMA (never in mitosis gene a)-related kinase 6

protease, serine, 21 (testisin)

RAB40B, member RAS oncogene family

solute carrier family 27 (fatty acid transporter), member 3
topoisomerase (DNA) Il binding protein 1

heterogeneous nuclear ribonucleoprotein U-like 1

PC4 and SFRS1 interacting protein 1

WD repeat and HMG-box DNA binding protein 1

frizzled homolog 10 (Drosophila)

Akinase (PRKA) anchor protein 11

nurim (nuclear envelope membrane protein)

prohibitin 2

KIAA1009

BTB (POZ) domain containing 3

selenophosphate synthetase 1; similar to selenophosphate synthetase 1
ribose 5-phosphate isomerase A

PAX interacting (with transcription-activation domain) protein 1
ninein-like

golgi autoantigen, golgin subfamily a, 8B; golgi autoantigen, golgin subfamily a, 8A
Iysine (K}-specific demethylase 1

zinc finger protein 292

KIAA0564

paternally expressed 10

cell division cycle 2-like 6 (CDK8-like)

spastic paraplegia 20 (Troyer syndrome)

pogo transposable element with ZNF domain

septin 6

cordon-bleu homolog (mouse)

Pipskib,

TTF2,

Ost,

PKP4,

IKBKAP,

khsrp,

PDESB,
LOC283398 suclg2,
TIMELESS,

CDC42BPB,
USP6NL,
KNTCI,
cP110,

ARHGAP11A, ARHGAP118,
Gins1,

KIAAO528,

Rhobtb1,

ZBED4,

pan2,

helz,

HNRPDL,

Caspgap2,

CHAFIA,

Irpprc,
CPNE1,Rbm12,

FARP1,
SLC25A13,

1PO7,

RNASEH2A,
anp32b,LOC646791,
C60rf108,

smc2,

paics,

RADS51AP1,

SPHAR,

pold3,

TOPBP1,
HNRNPULL,
PSIP1,
Wdhd1,

KIAA1009,

Btbd3,
LOC389873,sephs1,
rpiA,

PAXIP1,

NINL,
GOLGA8A,GOLGASB,
KDM1A,

nf292,

KIAAD564,

PEG10,

CDK19,



23259

7.2985225
8.373536
7.2753997
5.9709473
9.699955
10.022125
5.306305
9.0266
6.4318223
9.428587
6.4288015
6.749718
8.5490055
8.2835865
8.810253
5.9570417
8.535193
8.809401
7.7698784
11.298992
8.028781
6.5895443
7.9279103
9.34652
8.98916
8.3101225
7.5433464
7.481855
6.295849
7.9548225
7.0079007
7.4938536
8.742871
7.886029
9.249191
8.80795
6.0985622
7.959005
8.593472
6.542237
7.3905387
10.820932
5.8915186
7.3161206
6.331974
5.9146366
8.321442
7.6197352
8.772313
6.815379
6.9306297
8.938474
11.51784
5.571849
5.3126006
5.7273417
7.103836
5.9960017
6.8704433
8.84395
7.4278545
8.505476
8.67954
5.7894998
4.9674573
7.291449
6.200531
5.286639
8.2167225
4.0480785
5.7427907
8.047171
8.144169
6.3730283
5.104245
6.4567018
6.5002093
8.165991
6.521715
5.5325584
8.254346
6.6636043
5.924051
8.817533
7.550595
6.487938
6.395731
5.741118

7.2884064
8.476341
7.440633
6.101685

10.090829

10.218237

5.0578604
8.421845

6.96318
9.282247
6.198169
6.064477
8.865741

8.70791
8.848953
6.289253
8.528312
9.074997

7.9408946

11.289631
8.051943

6.7288423
8.107625
9.298414
8.941455

8.08262
7.889557
7.776019
6.208203
8.225719

7.2204123

7.8376393
8.947704

7.9271307
9.468333

8.24901

6.0557942
8.024357
8.078458

6.9143105

7.7368784

11.345279
5.884549

7.3023353

6.4158535
5.901812
8.864787
7.670355
9.064289

6.7783995

7.11391
9.099962

11.540855

5.3140407

5.1740103

5.6734753

6.8770633

6.0573354

7.1668043
8.831392

7.3125844
8.669941
6.768151
6.169041
4.999533

7.2663493
6.341463
5.580767
8.407691
4.247919
5.790213
8.137935
8.218705

6.3597527
5.249008

6.2991085
6.826055
8.315191

6.5769687

5.0725

8.60979

7.0492725

5.9095125
8.931475

7.9720926

6.6007524
6.439956
5.770825

7.545165
8.215856
7.438726
6.0731096
9.886786
10.00627
4.8917165
8.409684
6.436867
9.397379
6.0428734
6.363291
8.84016
8.353039
8.272418
5.778467
8.6263
8.84792
8.010259
11.409696
7.9306555
6.5183167
7.798553
9.249207
8.967376
8.216636
7.4708624
7.6618786
6.4701414
7.970388
7.1943855
7.7585187
9.013775
8.026175
8.950241
9.007088
5.7680445
7.953039
7.405211
6.6150208
7.4045577
11.126926
5.806401
6.834574
6.2408524
6.0476637
8.03999
7.5941167
8.520448
6.6729293
7.299816
9.120016
11.617084
4.9023294
5.137568
5.879175
6.789098
5.6595054
6.5868416
8.933526
7.4002404
8.45502
8.089236
5.838578
4.9825406
7.341952
6.0552893
5.298954
8.300368
3.6959934
5.510937
8.044255
8.04909
6.36977
5.1790524
6.3282866
6.776785
8.291146
6.513847
4.786749
9.146369
6.8486753
5.983225
8.626525
7.999177
6.6084485
6.452859
5.5445595

7.573359
8.396284
7.187239
6.1200867
9.784031
10.028184
4.975632
8.834082
6.711901
9.396231
6.4235325
6.675897
8.643732
8.701248
8.835439
5.879727
8.266615
9.005071
7.7265344
11.214604
7.982361
6.953423
8.015644
9.445042
8.848735
7.9690275
7.690239
7.7664104
6.7655363
7.876389
7.0393767
7.8700943
8.727453
7.9328003
9.215923
8.564369
6.0074196
8.058212
8.937993
6.3468666
7.48813
10.927825
6.157003
7.28288
6.197619
5.7643595
8.204101
7.734449
8.6912365
6.9425373
7.074946
8.867138
11.4528885
4.925723
5.098602
5.7002406
7.0631275
5.8690214
7.189047
8.959919
7.5367346
8.360299
8.529121
5.752613
5.0163126
7.216529
6.2221985
5.6640253
8.215614
3.4915485
5.703362
7.944302
8.077478
6.269198
4.763212
6.074426
6.6600204
8.199134
6.6115932
5.3023243
8.469765
6.6459136
6.016313
8.908952
7.726986
6.261628
6.2412443
5.9767056

6.3428507
7.1056485
5.863798
4.8862495
9.058313
9.369055
4.2380247
7.4011745
5.3453326
8.514905
4.9077163
5.0718193
6.5494366
7.575507
7.956876
4.526327
7.751456
8.033159
6.732245
10.167215
7.206227
5.561631
6.952037
8.258688
8.134733
7.0298676
6.184383
6.714144
5.3767858
7.16165
5.4934587
5.94476
7.091703
7.143879
8.455454
7.550158
4.304209
7.1766825
3.2403865
5.63551
6.589238
9.792499
4.635816
6.3014708
5.4072533
5.0744977
7.1934767
6.858621
7.3338866
5.721111
6.201834
8.024826
10319512
4.038557
4.229495
4.984842
5.634262
5.049615
5.6135225
7.7782836
6.5049353
7.490051
4.5634704
4.6144004
4.200726
6.277119
4.855198
4.1088085
7.325693
2.9095056
4.943424
6.849869
6.8953547
5.1101675
3.5307128
5.3431954
5.679112
7.4500995
5.630605
3.839254
7.1189165
5.842828
5.042511
7.65778
6.876518
5.486646
5.451523
4.6277323

5.451384
6.5513296
4.8538046
5.0503054
8.2823515

8.81891
4.0004454

6.632729
5.1196723

7.831381

4.449409
4.8167114
6.0401073
7.0923243
7.4376907
3.5506563

7.064704
7.3407483

5.942549

9.640279

6.583654

4.730984

6.520125

7.098685

7.386714
6.2757697
5.6698766

5.740907
4.1848226

6.221257
4.9538603

5.082553
5.8812838

6.989792

8.224372

7.253452

4.794529
6.7167244
3.7184494

4.791942

5.663789

9.089729
4.7735677
6.0169926

4.483917

4.521947

6.052821

5.953735
6.3241487

5.256593

5.668217
7.0630655

9.263008
3.8634388
4.0489745
4.3055186
4.5361004
4.3000336

5.019765
7.0487466
5.8646746
6.7076006
4.9276094

4.232033

4.136857
5.5902605

3.959132
2.6992433

6.475151
2.4548728
4.7146664

6.002819
6.4410844
3.9759533
3.1768346
5.1168685
4.6523013

6.538713

5.526005
3.7789817
6.5940104
4.8661427
4.9322968
7.1888947

6.072279
5.1059904

5.427572
3.6741626

6.0432606
6.9639716
5.3286037
5.0983334
9.134915
9.483033
4.2874885
7.133447
5.344014
8.312158
4.396368
5.224457
6.181858
7.7181387
7.7582083
4.320154
7.5682406
8.025183
6.5209193
10.024706
6.9977
5.1574802
7.076598
7.8188977
7.7914076
7.1054487
6.1432915
6.3908854
4.9711986
6.6743975
5.3670497
5.7303243
6.3825655
6.9859967
8.458734
7.5448384
4.544989
7.0260634
3.893555
5.015011
6.6066737
9.4672165
4.653507
6.035849
5.501983
4.8829565
6.5707393
6.7980275
7.310025
5.207924
6.1794753
7.848269
10.195067
4.1352797
3.9346194
4.9066925
5.629889
4.7886915
5.539419
7.543911
6.4486356
7.139745
4.877918
4.62215
4.36386
6.1212697
4.6530704
3.3150399
7.076301
2.8406177
5.012812
6.6458626
6.6815076
4.9494534
3.6240766
5.27394
4.929609
7.0648484
5.301614
3.8270967
7.1918387
5.573003
4.951418
7.390236
6.7106886
5.2582903
5.4708614
4.682015

6.4261427
7.2213473
5.7773438
4.9863386
9.327595
9.494131
4.615873
7.0756207
5.3901634
8.578656
5.0736837
5.34421
6.8173885
7.868642
7.8829436
4.60378
7.810685
7.9791985
6.904027
10.350927
7.082541
5.4957886
7.2662344
8.307651
7.9824333
7.050928
6.698982
6.5196652
5.0882306
7.092754
5.705106
6.044038
6.725799
7.0667787
8.589691
7.475757
4.8318696
7.048769
3.5224423
5.55051
6.624681
10.048033
4.756528
6.3832755
5.580768
5.190453
7.4660215
6.860677
8.16852
5.714938
6.182396
7.9666486
10.273202
4.5997562
4.0349183
4.816002
6.2285757
5.328186
5.589024
7.9440536
6.3538656
7.428152
4.263034
5.0708423
4.215476
6.333938
5.1799417
4.4373507
7.427973
3.1753306
5.045493
7.092146
7.2551885
5.287971
3.759627
5.3929076
5.141154
7.3934317
5.682874
4.086983
6.7135096
5.711659
5.1285996
7.1390967
6.902097
5.8188586
5.8338413
4.7751713

DDHD domain containing 2
non-SMC condensin Il complex, subunit D3
structural maintenance of chromosomes flexible hinge domain containing 1
HAUS augmin-like complex, subunit 5
KIAA0947
activity-dependent neuroprotector homeobox
crumbs homolog 1 (Drosophila)
hairy/enhancer-of-split related with YRPW motif 1
A0240

=
>

suppressor of zeste 12 homolog (Drosophila)
glycan anchor is, class N

protein kinase D3
methyltransferase like 7A
HEAT repeat containing SA
chromosome 18 open reading frame 10
adaptor protein, phosphotyrosine interaction, PH domain and leucine zipper containing 1
LSM14A, SCD6 homolog A (S. cerevisiae)
WD repeat and SOCS box-containing 1
SERPINEL mRNA binding protein 1
family with sequence similarity 162, member A
DAZ associated protein 1
coatomer protein complex, subunit gamma 2
cell death 4 (neoplastic inhibitor)
similar to RNA binding motif protein, X-linked; similar to hCG2011544; RNA binding motif protein, X-linked
transmembrane protein 97
cat eye syndrome chromosome region, candidate 5
transport 81 homolog (C!
feline leukemia virus subgroup C cellular receptor 1
chromosome 13 open reading frame 15
ATPase family, AAA domain containing 2
zinc finger and BTB domain containing 44
eukaryotic elongation factor-2 kinase
chromosome 7 open reading frame 68
dipeptidyl-peptidase 7
ubiquilin 2

glioma tumor suppressor candidate region gene 2; glioma tumor suppressor candidate region gene 2 pseudogene

S-phase cyclin A-associated protein in the ER
heterochromatin protein 1, binding protein 3
peptidase inhibitor 15

coiled-coil domain containing 41

similar to E3 ubiquitin protein ligase, HECT domain containing, 1; ubiquitin protein ligase E3 component n-recognin 5

eukaryotic translation initiation factor 3, subunit L

scavenger receptor class A, member 3

ring finger protein 138

PCF11, cleavage and polyadenylation factor subunit, homolog (5. cerevisiae)
TAF9B RNA polymerase Il, TATA box binding protein (TBP)-associated factor, 31kDa
GINS complex subunit 2 (Psf2 homolog)

lysine (K)-specific demethylase 38

UDP-N-acetyl-alpha-D- N- 7 (GalNAC-T7)
pantothenate kinase 1

chromatin accessibility complex 1

pseudouridylate synthase 7 homolog (S. cerevisiae)

DNA-damage-inducible transcript 4

cyclin)

mbt domain containing 1

zinc finger protein 586

nucleoporin 62kDa C-terminal like

basic, immunoglobulin-like variable motif containing

zinc finger, CCHC domain containing 2

non-SMC condensin Il complex, subunit G2

HEAT repeat containing 2

HAUS augmin-like complex, subunit 4

tescalcin

chromosome 12 open reading frame 48

syntaxin 17

pleckstrin homology domain interacting protein

centrosomal protein 192kDa

regulator of chromosome condensation (RCC1) and BTB (POZ) domain containing protein 1
Fanconi anemia, complementation group |

ribonucleoprotein, PTB-binding 2

STEAP family member 3

protein-L-isoaspartate (D-asp: [} domain containing 2

ras homolog gene family, member T1

1-acylglycerol-3-phosphate O 5 acid epsilon)
meiosis-specific nuclear structural 1

spermatid perinuclear RNA binding protein
transmembrane and coiled-coil domains 6

cell division cycle associated 7-like

enolase superfamily member 1

protein phosphatase 1, regulatory (inhibitor) subunit 9A
RAB20, member RAS oncogene family

YEATS domain containing 2

importin 9

ASF1 anti-silencing function 1 homolog B (s. cerevisiae)
CDKS regulatory subunit associated protein 2
intraflagellar transport 122 homolog (Chlamydomonas)
tyrosyl-DNA phosphodiesterase 1

DEP domain containing 18

DDHD2,
ncapd3,
SMCHD1,
HAUSS,
KIAA0947,
ADNP,
crba,
HEY1,
KIAAD240,
suz12,

c18orf10,
appl1,
Ism14a,
WSB1,
serbpl,
Fam162a,
DAZAP1,
COPG2,

PDCD4,
LOC100129585,L0C100131735,RBMX,
TMEM97,

CECRS,

IFT81,

flver,

GLTSCR2,L0C440311,

HP1BP3,

EIF3L,
SCARA3,

pppirda,
RAB20,
YEATS2,
1po9,
ASF18,
CDKSRAP2,
IFT122,
TOP1,
DEPDC1B,



55818
55835
55857
55930
55958
56890
56901
56952
57122
57180
57473
57475
57486
57531
57534
57544
57560
57587
57609
57646
57670
57673
58480
60436
63917

117178

9.207098
4.8230047
7.010365
8.591192
7.142212
4.2284465
7.9651456
7.600556
9.196931
6.5302963
6.856826
6.3325415
6.4609804
5.495926
6.827815
7.027824
7.163174
4.356806
8.046028
5.0172462
6.226082
6.4023657
8.295595
6.755829
8.478933
5.5207286
5.997655
9.552254
9.316749
7.9243608
10.064083
5.8053055
7.8138547
10.627156
7.7219663
5.634354
7.661245
8.960416
6.868129
6.1942973
7.071062
6.722145
4.9262843
5.866071
7.371689
5.781477
5.918272
5.5406294
5.6985264
6.1845393
6.4025755
8.162771
5.8011184
5.753001
9.243317
8.45963
6.1407065
7.230276
8.902768
7.988704
6.8706036
5.4734955
8.682323
6.9945474
6.3155746
8.439247
7.46448
4.9162464
5.66091
6.322211
5.141729
6.8975115
8.933972
8.308454
6.120552
6.4808807
7.517005
6.974976
5.6072326
6.3246946
8.959503
4.6527014
4.8732557
5.850092
7.306562
6.8546205
8.091304
5.5398803

9.622033
5.2101636
7.0186872

8.55326
7.35898

4.411139

7.957622

7.633513

9.274523
6.5524316
6.9217234

5.872246
6.5751815

5.62648
6.787688
7.03485
7.553981
4.549849
8.27186
5.2414227
6.5164986
6.25883

8.279118
6.6214647

8.389798

5.375419

6.250205

9.676013

9.384722

8.16295
10.187333
6.2935543

7.908684
10.583384

8.271472

6.04752
7.8684545

8.961471

6.737581

6.542059
7.4831734

7.196394
4.9641323
5.9683275
7.3259215

6.36485
5.9419146
5.8360667

5.987331
6.3322096

6.840362

8.140068

5.809522

5.648439

9.690445

8.845906

6.332047
7.6735864

9.071117

8.07575
6.7856183

5.721834

8.793792

6.880789
6.6675935

8.673679
7.7870026

5.249008
5.4463344

6.63506
5.0280256

7.321564

9.114198

8.719718
6.4101944

6.514356
7.1937704
6.9440536
6.2815986
6.4290357

8.953779

4.561743

5.01432
6.3020573

7.746816

6.905679

8.172847

5.400879

9.318268
4.947657
6.7194524
8.674624
7.223517
4.1115613
7.9323034
7.380058
9.186775
6.2728662
6.9719653
6.01589
6.2962475
5.3794746
6.4840407
6.8759227
7.0966268
4.466011
7.894224
5.151506
6.628208
6.442189
8.447252
6.9105864
8.487545
5.2482634
5.968695
9.593392
9.326217
7.9640884
10.258768
6.21039
7.667105
10.063658
7.976676
5.448094
7.527439
8.847026
7.2583857
6.3645267
7.1108427
7.089844
4.7264953
6.045182
7.1677127
6.365013
5.689322
5.6544333
6.356768
6.005455
6.5261445
7.765428
5.7629895
5.3750587
9.383849
9.05242
5.865619
7.428155
8.918301
7.8880935
6.9261136
5.709595
8.859471
6.2490764
6.1173873
8.5282545
7.6716204
4.694173
5.4644084
6.3064795
5.278275
7.2126946
9.010603
8.098196
6.3571367
6.1723003
7.4292583
7.3757772
6.3983216
6.483758
8.905586
4.932099
4.3310328
6.444417
7.2964554
6.79083
7.730615
5.327829

9.194031
4.496278
6.667013
8.636435
7.5566406
4.105264
7.645752
7.757588
9.184625
6.4662743
7.356486
6.050339
6.6372156
5.412052
7.1384106
7.15195
7.5411735
4.356806
8.27546
4.52819
6.639552
6.2257624
8.62826
6.1739364
8.331122
5.5065928
6.2344227
9.576802
9.353455
8.123734
10.175611
6.2232337
7.4882407
10.58075
7.9649415
6.059029
7.590273
8.898709
7.031434
6.1139846
7.1493835
6.95418
4.691349
6.2324905
7.2741785
6.339786
5.896175
5.770926
5.5604997
6.168951
6.5543666
8.248522
5.6663356
5.6709285
9.240954
8.961659
6.1454434
6.794743
8.78722
7.9419665
6.744262
5.3676977
8.591793
6.798744
6.0497413
8.39103
7.367311
4.963446
5.7165165
6.2021275
5.038818
6.9826536
8.817132
8.997815
5.69465
6.3933315
7.2917085
7.1470623
5.909944
6.2900734
9.228335
4.7313695
5.023669
5.994018
7.2464147
6.782991
8.029437
5.443053

8.062167
41371775
5.537885
7.309542
6.536447
3.5022354
6.013568
6.489411
8.44887
5.5172005
5.9311
4.473537
5.4311433
4.7598243
5.956734
5.688118
6.201244
3.6984947
6.9745374
3.8185356
5.346326
5.1621284
7.5899224
5.685442
7.3211093
4.693715
4.8966756
8.81667
7.56062
6.959385
9.327144
5.143355
6.7066793
9.483732
6.9591236
4.5501366
6.96282
8.234077
6.1004
5.5795417
6.421262
5.055552
4.17064
4.9881163
6.562551
4.8993464
5.0092835
4.5825286
4.0512366
5.031543
5.4259887
7.4068837
4.7536535
4.908112
7.97653
7.230347
5.1232204
5.5527525
8.087596
6.6656938
5.8107014
4.7003956
7.898227
5.1779304
5.6991205
7.538155
6.7058754
3.9228718
4.8166623
5.678783
4.021276
6.2544446
8.21998
6.268692
5.200824
5.6454763
6.408485
5.918218
4.1439447
5.577625
8.001389
3.4498112
3.0604575
5.045086
6.228984
5.3602285
7.012699
4.4245496

6.8923163
3.8172972
5.1761813
6.606129
5.9439836
2.4079382
6.480701
5.400366
7.843466
4.8358927
5.3791533
4.054314
4.9583807
3.8696346
5.0780187
4.736596
5.2931604
3.5491703
6.4729104
3.9272032
4.9367046
5.2407017
6.9427476
5.2322426
7.2784553
4.128451
4.114198
7.9246407
7.464321
5.883658
8.734301
4.292304
6.287716
9.064501
6.473858
4.2958574
6.580281
7.92642
5.9800186
4.8616014
5.6630726
4.4849844
4.040605
5.1175957
5.7094345
3.8428197
4.697389
4.161121
4.1002474
4.2896934
5.239728
7.070652
4.155579
4.948482
7.0882325
6.954064
3.8851728
4.4369054
7.265037
5.971339
5.4136577
3.9998918
7.2507815
4.9525447
4.7691
6.495972
5.8329387
3.8405292
4.7867117
5.408466
3.614124
5.5790176
7.3186493
6.4515576
4.894504
4.776015
5.688562
5.1731167
4.0545607
5.025151
7.4416256
3.7166383
27697842
4.7299957
5.9145613
4.7229266
6.5592985
4.041246

7.8707013
4.070304
5.393872

7.0037646

6.3313212

3.0536444

5.5772715
6.018874
8.372272
5.434965

5.4904704
4.305236

5.4444575

4.2739196
5.741313

5.1338534
5.771727

3.6107383
6.940317

3.7197914

5.5416713

5.0734735
7.506832
5.527356
7.351442

4.6898375
4.788735

8.5806465

7.5161705
6.564659

9.17458

5.0246067

6.4993463
9.265385

6.76567
4.343438

6.7582164
8.162456
5.771518

5.2299604
6.171901

5.09384

3.7869632
5.113965

6.2589664
4.346624
4.968026

4.3898335

3.9957669
4.910245

5.4972243
6.884173
4.627853
4.631945

7.5771136
7.357322

4.66342
5.142839
7.683924

6.4823966

5.4251738
4.455092

7.7368646

5.2531233
5.132351

7.4488673
6.320284

3.8867474

4.4730234

5.5442233

3.9566946

6.1073046
7.917794

6.4908643

5.1956334
5.449749

6.0235214

5.9399037

4.1745214
5.381244

7.9612155

3.7034574

2.9775274
5.064352

6.0048456

5.3836746
7.005139

4.2581997

8.094439
3.9933348
5.891875
6.8308487
6.328696
3.2825148
5.0979447
6.7280216
8.567691
5.479799
5.8240323
4.469494
5.4791346
4.4958763
5.823394
5.2827067
6.62279
3.8965466
7.1263714
4.1256313
5.1406612
5.212804
7.3122425
5.6472936
7.707533
4.7731752
4.7889943
8.961137
7.803519
6.769208
8.960635
4.8762116
6.798495
9.500442
6.844158
4.0393286
7.1598163
8.090789
5.576112
5.366157
6.3935957
4.4536514
3.8648417
4.86452
6.2683806
4.755003
5.123263
4.8174305
3.7912512
5.1185045
5.1642313
6.9804454
5.028344
4.482518
8.109106
7.4532886
5.0976195
6.4429326
7.7939296
7.027009
5.846159
4.787302
7.7494173
5.155745
5.560116
7.494106
6.6752834
4.308599
4.588655
5.6388364
4.2799835
6.283973
7.8957233
7.1429796
5.194894
5.83469
6.3040605
5.757288
4.512935
5.6345224
8.039876
3.2124307
2.9594982
4.9319153
6.2618766
5.926742
7.032179
4.695647

Iysine (K)-specific demethylase 3A
centromere protein J

non-protein coding RNA 153

myosin VC

kelch-like 9 (Drosophila)

Mdm1 nuclear protein homolog (mouse)

NADH 1alpha ik 2
phosphoribosyl transferase domain containing 1

nucleoporin 107kDa

ARP3 actin-related protein 3 homolog B (yeast)

zinc finger protein 5128

pleckstrin homology domain containing, family H (with MyTH4 domain) member 1

neurolysin (metallopeptidase M3 family)

HECT domain and ankyrin repeat containing, 3 ubiquitin protein ligase 1

mindbomb homolog 1 (Drosophila)
thioredoxin domain containing 16
transport 80 homolog (C!

KIAA1430
DIP2 disco-interacting protein 2 homolog B (Drosophila)
ubiquitin specific peptidase 28

A1549

BEN domain containing 3

ras homolog gene family, member U

TGFB-induced factor homeobox 2
UDP-N-acetyl-alpha-D- N-

=
>

transmembrane protein 168
suppressor of defective silencing 3 homolog (5. cerevisiae)
nuclear casein kinase and cyclin-dependent kinase substrate 1
MOCO sulphurase C-terminal domain containing 1

coiled-coil domain containing 14

CREB regulated transcription coactivator 3

regulatory factor X, 7

centromere protein M

transmembrane protein 106C

chromosome 11 open reading frame 49
dehydrogenase/reductase (SDR family) member 11

ring finger protein 219

fructosamine 3 kinase related protein

chromosome 22 open reading frame 29
importin 4
asparagine-linked 9, alpha-1,2
vasohibin 2

lysine N 1

y
transmembrane protein 180

family with sequence similarity 57, member A
chromosome 7 open reading frame 58

centrosomal protein 290kDa

MTERF domain containing 3

tet oncogene 1

transmembrane protein 177

collagen, type XVIIl, alpha 1

Maf-inducing protein

SET binding factor 2

Cdks and Abl enzyme substrate 2

cell division cycle associated 7

transmembrane protein 133

BRCA1 interacting protein C-terminal helicase 1
meiotic nuclear divisions 1 homolog (S. cerevisiae)
WD repeat domain 54

haloacid dehalogenase-like hydrolase domain containing 2
centrosomal protein 78kDa

family with sequence similarity 161, member A
leucine zipper, down-regulated in cancer 1-like

zinc finger, BED-type containing 3

KIAA1841

lysine (K)-specific demethylase 28

lamin B2

transmembrane and tetratricopeptide repeat containing 4
ring finger protein, transmembrane 2

melanoma associated antigen (mutated) 1

Rho GTPase activating protein 19

zinc finger, CCHC domain containing 3

WD repeat domain 34

kelch-like 13 (Drosophila)

chromosome 15 open reading frame 42

angel homolog 2 (Drosophila)

coiled-coil domain containing 34

LON peptidase N-terminal domain and ring finger 1
myosin light chain kinase 3

family with sequence similarity 125, member A

H2A histone family, member V

MCMB3AP antisense RNA (non-protein coding)
solute carrier family 2 (facilitated glucose transporter), member 13
zinc finger protein 618

chromosome 16 open reading frame 75
chromosome 6 open reading frame 192
transcriptional adaptor 1 (HFI1 homolog, yeast)-like
synovial sarcoma, X breakpoint 2 interacting protein

11 (GalNAC-T11)

homolog (5. cerevisiae)

NDUFA4L2,
PRTFDCI,
NUP107,
ACTR3B,
ZNF5128,
PLEKHHL,

usp28,
KIAA1549,
BEND3,

cenpm,
TMEM106C,
Cllorf4g,
DHRS11,
Rnf219,
FN3KRP,
C220rf29,

Tmem177,

LbociL,
ZBED3,
kiaa1841,
kdm2b,
Lmnb2,
Tmtcd,
Rnft2,
Mumi,
ARHGAP19,
2CCHC3,
WDR34,
Kihl13,
c150rfa2,
ANGEL2,
ccpes4,
LONRF1,

MCM3APAS,
SLC2A13,
ZNF618,
C160rf75,
c6orf192,
TADAL,
SSX2IP,



122416
123036
125488
126231
126282
128977
129804
132320
134957
135293
139886
140462
143888
144245
147015
147923
148327
148418
148479
151473
152002
153684
158584
160518
163782
165186
169611
170384
171546
201627
203427
219771
220963
220988
221184
221416
221656
221687
255738
257218
259266
283070
283349
286205
340252
359845
388969
389677
399818
401152
407975
440193
440434
441054
647087
727936
100128191
100289635

8.136777
4.477647
7.0831823
6.0249143
6.214705
6.095176
6.0403996
4.6324615
4.975883
6.6036544
6.566889
6.7230506
7.2970257
6.096584
7.3439713
5.2301254
6.210697
4.125613
8.0893545
8.114688
6.6743083
4.7814536
6.0008073
5.6731033
6.2152395
6.073914
8.410006
6.27728
7.882428
8.6740885
5.4325466
6.336858
6.5941787
8.114804
7.459596
5.6522307
3.8186677
10.443687
7.1098065
5.6671834
7.6352215
5.9717016
8.140653
4.4421306
5.769162
8.234514
5.2475
5.7713494
6.566349
8.181285
4.4519615
5.302219
5.9594264
5.8046217
9.22126
5.8616147
4.5345955
4.471603

8.260574
4.4238577
7.2131705

6.028747
6.0829477
6.1157455
5.9935184

5.233925

4.891409

6.933842

6.503773

6.511617
7.3393536

6.36991

6.895123
5.5977526

6.697792
4.2058015

7.992165

7.633905

6.523302

5.086794

6.438162
5.8133874

7.152033
5.4088025

8.406096

6.671313

8.160697

8.747322
5.6507173

6.339864

6.873947

8.177901

7.836161

5.630116
4.1210117
10.355159

7.330214
6.0967813

8.21027
6.2991805

8.149076
4.2284746
5.6988015

8.396709

5.368917
6.0459805

6.887243

8.371596
4.6665635
5.7136164
5.7899446
5.8034368

8.9301
4.9859796
4.8140726

4.594368

8.116984
4.3243155
6.9951816

6.256259
6.5957513
5.9776144

6.223214

4.670362
4.3601503

6.582884

6.085493
6.3433285
7.0137243
5.6189446
7.3212233

5.556974
6.3772135

3.920919

8.230284

8.03681
6.7389903

4.984248

5.907963
6.0193334

6.968381
4.3673744

8.302069

6.628123
7.8872013

8.669153

5.400165

6.518938

6.237289

8.239132

7.271698
6.1245275

3.650049

10.22847
7.2015653

5.970897

7.83725
6.2224655

8.034892
4.5237036
5.5576606

8.283384

5.722195
5.3149743
6.8416014
8.4492655

4.915167

5.185627
5.7246966

5.600174

8.907755
4.6426606
4.6245656
5.0581837

8.381055
4.432536
7.3321652
5.504097
6.0542293
5.82026
6.341496
4.567566
5.179106
6.69229
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ankyrin repeat domain 9
tandem C2 domains, nuclear
tetratricopeptide repeat domain 39C
zinc finger protein 573
tumor necrosis factor, alpha-induced protein 8-like 1
chromosome 22 open reading frame 39
fibulin 7
sodium channel and clathrin linker 1
syntaxin binding protein 5 (tomosyn)
peptidase M20 domain containing 2
spindlin family, member 4
ankyrin repeat and SOCS box-containing 9
KDEL (Lys-Asp-Glu-Leu) containing 2

p: linked 10, alpha-1,2- homolog B (yeast)
dehydrogenase/reductase (SDR family) member 13
zinc finger protein 420
cAMP responsive element binding protein 3-like 4
sterile alpha motif domain containing 13
PHD finger protein 13
solute carrier family 16, member 14 (monocarboxylic acid transporter 14)
chromosome 3 open reading frame 21
hypothetical LOC153684
fatty acid amide hydrolase 2
DENN/MADD domain containing 58
KN motif and ankyrin repeat domains 4
family with sequence similarity 179, member A
olfactomedin-like 2A

11 (alpha (1,3)

chromosome 14 open reading frame 147
family with sequence similarity 116, member A
solute carrier family 25, member 43
cyclinY
solute carrier family 16, member 9 (monocarboxylic acid transporter 9)
heterogeneous nuclear ribonucleoprotein A3
copine Il
chromosome 6 open reading frame 223
amine oxidase (flavin containing) domain 1
ring finger protein 182
proprotein convertase subtilisin/kexin type 9
SNF2 histone linker PHD RING helicase
asp (abnormal spindle) homolog, microcephaly associated (Drosophila)
hypothetical LOC283070
Ras association (RalGDS/AF-6) domain family member 3
chromosome 9 open reading frame 126
zinc finger protein 680
hypothetical protein LOC100133632; family with sequence similarity 101, member B
chromosome 2 open reading frame 68
RNA binding motif protein 128
methyltransferase like 10
chromosome 4 open reading frame 3
microRNA host gene 1 (non-protein coding)
coiled-coil domain containing 88C
hypothetical protein FLI11822; aminopeptidase puromycin sensitive
chromosome 4 open reading frame 47
PL-5283 protein
glycosyltransferase 8 domain containing 4
hypothetical protein LOC100128191
similar to ZNF605 protein
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Scai,
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c2orf6s,

Rbm12b,

Mettl10,

Cdorf3,

MIR17HG,
ccoessc,
LOC440434,npepps,
Cdorfa7,

PL-5283,

evit2,
LOC100128191,
ZNF605,
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