Supplemental Table 1. GO enrichment analysis

Fold
Category Term Count % PValue Genes . Benjamini FDR
Enrichment
G0:0038128~ERBB2 signaling 2549, 1956, 3845,
GOTERM_BP_DIRECT 6 |4.87804878 |5.78E-06 22.85662432 |0.003283236|0.009288842
pathway 7316,5295, 207
G0:0070848™ to growth 6657, 997, 10013,
GOTERM_BP_DIRECT FESPONSETO gro 5 |4.06504065 |3.57E-06 4523706897 [0.004045611[0.005725157
factor 1848,4609
G0:0071364~cellul t 5335, 1956, 1915,
GOTERM_BP_DIRECT |~ CelUIarTesponseto - o 14 n6504065 |7.33€-05 21.93312435 |0.027389688 |0.117599411
epidermal growth factor stimulus 207,4609
GOTERM_BP_DIRECT [G0:0070141~response to UV-A 3 243902439 |1.39E-04 |595,1956,207 |144.7586207 [0.031086593 [0.222758419
25913,26277,
GOTERM_BP_DIRECT G0:0032202"telomereassembly | 3 |243902439 139604 |- 144.7586207 |0.031086593 |0.222758419
595,23741, 1033,
GOTERM_BP_DIRECT |G0:0007049~cell cycle 9 [7.317073171 |1.24E-04 |672,29117,6737,6.003813761 |0.034545564 [0.198412261
5596,56288,
G0:1901796"regulation of signal 10524,147746,
GOTERM_BP_DIRECT |transduction by p53 class 7 |5.691056911 |2.10E-04 |672,29117,3066, [8.17185762 [0.038946288|0.336062345
mediator 7316, 207
10524, 23741,
. . 63976,672,2122
G0:0045892~negative regulation ! ! !
GOTERM_BP_DIRECT >~ < negative reguiati 12 |9.756097561 [6.296-04 |51341,253461, |3.481169235 |0.0763901121.004998176
of transcription, DNA-templated
29117,10013,
3066.3312
. 7013,25913,
GOTERM_BP_DIRECT |G0:0016233~telomere capping 4 325203252 (501804 ) 77007 2517541229 0.07823914 [0.802196509
G0:0007173epidermal growth 2549,5335, 1956,
GOTERM_BP_DIRECT epiaermal gro 5 |4.06504065 |5.83E-04 12.92487685 |0.07949838 [0.931572646
factor receptor signaling pathway 3845,5295
10413, 2549,
L 1956, 200081,
GOTERM_BP_DIRECT |G0:0008283~cell proliferation 10 [8.130081301 [9.30E-04 3.955153571 |0.084365062 | 1.482648584
3611,6497,5777,
207, 4609, 975
6657, 10413,
G0:0045944~positive regulation 10524,27161,
44 0.001047 672, 1956, 5093,
GOTERM_BP_DIRECT |of transcription from RNA 17 [13.82113821 2508559176 |0.087551769 |1.668169315
043 7316, 22938, 207,
polymerase Il promoter
10987, 975,
253461, 3066,
— 27161, 2549
G0:0048015~phosphatidylinosit ’ !
GOTERM_BP_DIRECT 007> PROSPRAHAYINGSE 1 ¢ |4.87804878  |8.076-04 |1956,5295,4914, 819388419 |0.087718017|1.288234541
ol-mediated signaling
207
: 13~ i 452
GOTERM_pp_pIRecT |©0:00065137protein 4 325203252 |9.05E-04 22008 8452, 20.67980296 |0.089316907 |1.443004121
- - monoubiquitination 7706,6737




83732,1859,595,

G0:0006468~protein 0.001159(10000, 5596
GOTERM_BP_DIRECT . 11 18.943089431 ! ! 3.491984271 10.08994649411.846346811
phosphorylation 86 9943,3611,5295,
4914,207,65125
595,6657,10524,
. . 63976,51547,
G0:0000122~negative regulation
o 0.001294|7316, 2100,
GOTERM_BP_DIRECT |of transcription from RNA 14 ]111.38211382 2.814750958 |10.093551006(2.059295204
946 22938,23741,
polymerase Il promoter
51341, 8452,
3066,6497,4609
1859, 10000
:00181057 idyl-seri .001 ’ !
GOTERM_Bp _DIRecT | 00018105 peptidyl-serine 6 |as780a878 |0001083)147746,3611, |6.948413793 |0.101082662 [2.672699493
- - phosphorylation 61
207,208
i . 0.001514|3676,5335, 2335,
GOTERM_BP_DIRECT |[GO0:0050900~leukocyte migration 6 4.87804878 7.119276427 10.10208483812.403900075
134 3845,5777,5295
G0:0001934~positive regulation 0.001807]595, 1956, 3845,
GOTERM_BP_DIRECT . R 6 4.87804878 6.838989954 10.10261250112.863479012
- - of protein phosphorylation 584 4914,207,208
997,26270,
G0:0000209~protein 0.001673|55658,8452,
GOTERM_BP_DIRECT L 7 5.691056911 5.507121439 10.105958339(2.653307453
- - polyubiquitination 224 6737,10013,
7316
G0:0018107~peptidyl-threonine 0.002216]1859,9943, 207,
GOTERM_BP_DIRECT i 4 3.25203252 15.23774955 |0.113218778|3.500970319
- - phosphorylation 797 65125
0.002177 369, 8452,1956,
GOTERM_BP_DIRECT |GO:0000165~“MAPK cascade 8 6.504065041 2'62 5596, 3845,7316,|4.420110555 [0.116542695(3.439552558
1848, 4609
G0:0032211~negative regulation 00029347013, 26277,
GOTERM_BP_DIRECT |of telomere maintenance via 3 2.43902439 16 65057 36.18965517 10.1352049664.609052656
telomerase
6657,10524,
G0:0045893™ iti lati 0.002832
GOTERM_BP_DIRECT >0 2 POSIEIVE TegUIation |, 1 18 943089431 63976,672,2122,15 191931704 |0.136339899 |4.452144031
of transcription, DNA-templated 105 29117,3066,
2100,3611,4609,
10413,595,672,
G0:0006974~cellular response to 0.003089
GOTERM_BP_DIRECT . 7 5.691056911 253461,254394, |4.87168435 |0.136355537]4.847504016
- - DNA damage stimulus 552
207,4609
997,63891,9820,
:001 7~ i . 284
GOTERM_Bp_DIRecT |CO:0016567 protein o |7.317073171 |009328%| 675, 8452, 55236, |3.629046201 |0.13897122 [5.145944901
- ubiquitination 553
6737,26260,207
G0:0022011~myelination in 0.004009|3611,6497,
GOTERM_BP_DIRECT . 3 2.43902439 31.01970443 10.161125015(6.247854001
- - peripheral nervous system 56 56288
988,9343,5093
G0:0000398~mRNA splicing, via 0.004248 ! ’ !
GOTERM _BP DIRECT |° '~ plicing, vi 7 |s6o1056011 |, 56339,3312, 4564461013 [0.164153312 |6.609080693

2521,22938




10413, 8452,

G0:0008284~positive regulation 0.00474311956, 2335, 3845,
GOTERM_BP_DIRECT e 10 [8.130081301 3.106408169 |0.170076132|7.351141159
- - of cell proliferation 523 3066,3611,5777,
4609, 975
GOTERM_BP DIRecT |CO0051974™egativeregulation | 5 1) /0q5,,54 |0:004605]7013,25913, 28.95172414 |0.17093763 |7.145030623
- - of telomerase activity 787 26277
: 2~G1 ition of 0052 7,1
GOTERM_Bp_DIRecT | ©0:00000827G1/S transition o 5 |a.0650a065 |0:00°299]395,997,1033, | 50010818 |0.182413661 |8.17929409
mitotic cell cycle 858 8452,4171
G0:0006464~cellular protein 0.005869 997, 369, 55236,
GOTERM_BP_DIRECT ot 5 |4.06504065 6.893267652 |0.194188068 |9.019762279
- - modification process 297 207,208
GOTERM_BP DIRecT |CO0050680™negativeregulation | ) 15 ,) 53,5, |0-00666316657,55764, 10.33990148 |0.200341011|10.17945062
- of epithelial cell proliferation 17 4163,26277
G0:0007004"telomere 0.006622|7013,25913,
GOTERM_BP_DIRECT |~ ) 3 |2.43902439 24.12643678 |0.20460564810.11967184
maintenance via telomerase 013 65057
1859, 147746,
G0:0046777~protei 0.006602
GOTERM_BP_DIRECT protein 6 |4.87804878 1956,4914,207, |5.049719326 [0.209732746(10.09176835
autophosphorylation 811
65125
GOTERM_BP_DIRecT |C0:00709327histone H3 3 |2.43902439 [0:008968(51547,10013, |, £2980296 [0.2537217 [13.46875065
- - deacetylation 324 3066
GOTERM_BP_DIRECT | C©:00350197somatic stem cell 4 325203252 |0:010043[10413,6657, 8.908222812 |0.272995834|14.96453948
population maintenance 882 63976, 6497
0010880 | 7112/ 27236,392,
GOTERM_BP_DIRECT |G0:0098609~cell-cell adhesion 7 |5691056911 | - 7706,5093, 5315, |3.739152564 |0.285704987 | 16.12315839
3312
G0:0045742~positive regulation 0.011630
GOTERM_BP_DIRECT |of epidermal growth factor 3 |243902439 | 10551,7316,207 |18.09482759 [0.29534057 [17.12705237
receptor signaling pathway
GOTERM_Bp_DIRecT | 000713007 cellularresponseto | ) 15 50 q3,5, |0:012281]10413, 3066, 8.271921182 |0.302507006 |17.99874737
- - retinoic acid 262 22938,4609
G0:0031647~regulation of 0.01228110013, 3845,
GOTERM_BP_DIRECT : g 4 |3.25203252 8.271921182 |0.302507006 |17.99874737
- - protein stability 262 3312,975
. . 0013574
GOTERM_BP_DIRECT |GO:0061621"canonical glycolysis | 3 |243902439 | 5315,5213,5211 |16.70291777 |0.321922075 |19.70572899
G0:0005978"| 0013574
GOTERM_BP_DIRECT | it 3 |2.43902439 7316,207,208  |16.70291777 |0.321922075 |19.70572899
biosynthetic process 329
73741,988,
. o 001412710551, 2122,
GOTERM_BP_DIRECT |GO:0030154"cell differentiation | 9 |7.317073171 [ c1341 5777 281997313 |0.326038753|20.42617054

1848.4745,207




o 00147821859, 1956,
GOTERM_BP_DIRECT |G0:0007623~circadian rhythm 3.25203252 7.72045977 0331796654 |21.27010455
209 56339, 4914
0.015314 55054, 10013,
GOTERM_BP_DIRECT |G0:0016236~macroautophagy 3.25203252 7.618874773 |0.335069994 | 21.95023321
382 7316,26100
_ _ 0016733
GOTERM_BP_DIRECT |G0:0097421+liver regeneration 243902439 |, 595,1956,4609 |14.97502973 |0.335171676 |23.73670262
GOTERM_BP_DIRecT |CO:00519737positive regulation 243902439 |0016733(25913,65057, 1/ 55505973 [0.335171676 |23.73670262
- - of telomerase activity 213 4609
G0:0014066~regulation of
0 e _ 0.016410(2549, 1956, 5295,
GOTERM_BP_DIRECT |phosphatidylinositol 3-kinase 325203252 |, or 742351901 |0.335685933|23.33428839
signaling
0008286"insuli 0164102549, 5295, 207
GOTERM_BP_DIRecT | 0:0008286%nsulin receptor 325203252 |0016410(2549,5295,207, 17 15351901 [0.335685933 2333428839
signaling pathway 913 208
0.016074 6657, 1033, 8452,
GOTERM_BP_DIRECT |G0:0007050~cell cycle arrest 4.06504065 5.133284422 |0.335976906 |22.91162009
095 3611,4609
0032869~cellul 0158575295, 207, 2
GOTERM_Bp_DIRecT | 00032869 cellular response to 325203252 |0015857(5295,207,208, 1, 010958348 [0.338370859|22.63838363
insulin stimulus 277 4609
G0:0090004~positive regulation 0.017849
GOTERM_BP_DIRECT |of establishment of protein 243902439 | 10551,5295,207 |14.47586207 [0.347288776|25.11477212
localization to plasma membrane
GOTERM_BP_DIRECT | 00046326 positive regulation 243902430 |%0178%9 15595 207,208 |14.47586207 |0.347288776|25.11477212
- - of glucose import 146
0018241 | 555 7013,3066,
GOTERM_BP_DIRECT |G0:0042493~response to drug 5691056911 |, 4914, 1848, 4609, [3.333257713 |0.347654126 | 25.59345631
999
1 ~cellul 01
GOTERM_Bp_pIRecT | 601990090 cellular response to 243902439 |201899% 95 4914,207  |14.00889878 |0.35345948 |26.50640362
nerve growth factor stimulus 776
G0:0042787~protein
e . 55658, 8452,
ubiquitination involved in 0.021019
GOTERM_BP_DIRECT |- > 9™ . 4.06504065 55236, 7706, 4.730673879 [0.366014112 [28.90323569
- - ubiquitin-dependent protein 236
: 7316
catabolic process
11990646~cellul 0204
GOTERM_BP_DIRECT Szlazgr?(’ 67cellular response to 1.62601626 220 04061525 4609 96.50574713 |0.36849338928.18507644
0044346~fibrobl i 0204
GOTERM_BP_DIRECT Szfeoss 346fibroblast apoptotic 1.62601626 220 040610155, 4609 96.50574713 |0.36849338928.18507644
G0:0060830~ciliary receptor 0.020406
GOTERM_BP_DIRECT |clustering involved in smoothened 1.62601626 3'2 55764,57728 96.50574713 |0.368493389|28.18507644
signaling pathway
. . 10000, 5335, 369,
GOTERM_BP DIRECT | 200035556 ntracellular signal 6.504065041 |°02%89319943 5777,207, |2.873620262 |0.369784396|28.75692174
- - transduction 894
208, 65125
0045787 ~positi lati 02261
GOTERM_BP_DIRECT GfOOI? 5|8 positive regulation 2.43902439 2209 815595 6737,4600 [12.77281947 |0.382232564 3074180594
OT cell cycle




G0:0042059~negative regulation

, 0.025173 55658, 1956,
GOTERM_BP_DIRECT |of epidermal growth factor 243902438 |, oy 12.06321839 |0.409663565 |33.59594535
receptor signaling pathway
G0:0000723"telomere 00251737013, 25913,
GOTERM_BP_DIRECT |~ 2.43902439 12.06321839 |0.409663565 |33.59594535
maintenance 289 65057
: 20~re-entry into mitoti 02711
GOTERM_BP_DIReCT | 00000320 re-entry into mitotic 162601626 |°027118 595 4609 72.37931034 |0.427738547 |35.68969918
cell cycle 266
G0:0010748~negative regulation 0027116
GOTERM_BP_DIRECT |of plasma membrane long-chain 1.62601626 2.66 207,208 72.37931034 |0.427738547|35.68969918
fatty acid transport
G0:0034446~substrate adhesion- 0.027843
GOTERM_BP_DIRECT . 2.43902439 3676,2335,3611 |11.42831216 |0.430660653 |36.45708018
dependent cell spreading 27
G0:0030326~embryonic limb 0.030621 65057, 6497,
GOTERM_BP_DIRECT SBHYORIC i 2.43902439 10.85689655 |0.456471889|39.31141831
morphogenesis 696 57728
G0:0071681~cellul t 0.033780
GOTERM_BP_DIRECT | celtiarresponseto 1.62601626 672,999 57.90344828 |0.478583075 |42.41047262
indole-3-methanol 647
G0:0006986"response to 0.033505 (23197, 26270,
GOTERM_BP_DIRECT . 2.43902439 10.33990148 |0.481465657 |42.14623861
unfolded protein 165 3312
G0:0051091~positive regulation
. = 0.035446|7706,6737,2100,
GOTERM_BP_DIRECT |of sequence-specific DNA binding 325203252 |, 207 5514614122 |0.489668308 |43.98439533
transcription factor activity
369, 1956, 396
G0:0043066~negati lati 0.036942 |27 2220 270
GOTERM_BP_DIRECT >0 negative reguiation 6.504065041 3066, 7316, 5295, |2.545206518 |0.498579469 |45.36337063
of apoptotic process 579
207, 4609
_ 0.040399
GOTERM_BP_DIRECT |GO:0080009~mRNA methylation 162601626 | 25962,56339  |48.25287356 |0.513907663 |48.42922924
G0:0070200~establishment of 0.040399
GOTERM_BP_DIRECT : > establishment 0 162601626 25913,65057  |48.25287356 |0.513907663 [48.42922924
protein localization to telomere 77
: 79" . 2549,1 4
GOTERM_Bp_DIRecT | 000069797 responseto 325203252 |2039830(2549,1956,9943, 1 5 2949843 [0.514267044 |47 935962
- - oxidative stress 743 207
G0:0000186~activation of 0.039573
GOTERM_BP_DIRECT >0 -activation o 2.43902439 5335,1956,4914 |9.44077961 |0.517479773|47.71193208
MAPKK activity 973
G0:0060831~smoothened
ignaling pathway involved i 0.046973
GOTERM_BP_DIRECT |°/8"@"8 Pathway involvedin 1.62601626 55764,57728  |41.35960591 |0.563451723|53.81926248
dorsal/ventral neural tube 941
patterning
G0:2000617~positive regulation 0.046973
GOTERM_BP_DIRECT : : 1.62601626 672,55011 4135960591 [0.563451723 [53.81926248
- - of histone H3-K9 acetylation 941
G0:0010870~positi lati 0.046973
GOTERM_BP_DIRECT  POSIEVE [EEHIEHON 1.62601626 10013, 3066 4135960591 [0.563451723 [53.81926248
of receptor biosynthetic process 941




: 2287~peripheral .04697
GOTERM_Bp_pIRecT |C0:0032287 peripheral nervous 162601626  |22%%973]207, 208 4135960591 |0.563451723 [53.81926248
- - system myelin maintenance 941
G0:0043161~proteasome- 0050924 10524,997,
GOTERM_BP_DIRECT |mediated ubiquitin-dependent 4.06504065 1'79 55658, 8452, 3.565483268 |0.588098813|56.7989742
protein catabolic process 7316
G0:0044829~positive regulation 0.053503
GOTERM_BP_DIRECT . L 1.62601626 5479,3312 36.18965517 [0.59590530358.64621739
- - by host of viral genome replication 461
G0:0031659~positive regulation
of cyclin-dependent protein 0.053503
GOTERM_BP_DIRECT [serine/threonine kinase activity 1.62601626 4.61 1956, 207 36.18965517 [0.59590530358.64621739
involved in G1/S transition of
mitotic cell cycle
G0:0006002~fructose 6- 0.053503
GOTERM_BP_DIRECT . 1.62601626 5213,5211 36.18965517 [0.59590530358.64621739
- - phosphate metabolic process 461
G0:0048146™~positi lati 0.052830
GOTERM_BP_DIRECT : positive regdiation 2.43902439 1956, 2335, 4609 |8.042145594 [0.596484423 [58.17125657
of fibroblast proliferation 116
0.054771 10524,9820,
GOTERM_BP_DIRECT |[G0:0016032viral process 4.87804878 5'74 5335,3312,5295,(2.904855265 [0.59945869 |59.52701217
22938
G0:0070198~protein localization 0.059988
GOTERM_BP_DIRECT . . 1.62601626 26277,65057 32.16858238 [0.628677479]62.96888831
- - to chromosome, telomeric region 631
G0:0010907~positive regulation 0.059988
GOTERM_BP_DIRECT . 1.62601626 207,208 32.16858238 [0.628677479]62.96888831
- - of glucose metabolic process 631
G0:0070933~hist H4 0.059988
GOTERM_BP_DIRECT 2o histone 1.62601626 51547, 3066 32.16858238 |0.628677479|62.96888831
deacetylation 631
G0:0043406~positive regulation 0.061803
GOTERM_BP_DIRECT . . 2.43902439 1956,3845,3611 |(7.360607832 |[0.634845617|64.10014607
- - of MAP kinase activity 027
G0:0048661~positive regulation 0063656
GOTERM_BP_DIRECT [of smooth muscle cell 2.43902439 0.67 1956,207,4609 |7.237931034 [0.635993788(65.22199178
nroliferation
: 1289~ i .
GOTERM_Bp_DIRecT |C0:00°12897protein 243902430 |0093%%€ 078 1420,5011 |7.237931034 |0.635993788 |65.22199178
-~ homotetramerization 067
G0:0051092~positive regulation
L 0.063304(7706,3845,7316,
GOTERM_BP_DIRECT |of NF-kappaB transcription factor 3.25203252 284 4914 4.353642728 (0.638891722(65.01158018
activity
GOTERM_BP_DIReCT |CG0:0051146striated muscle cell 162601626 |°90042913545 207 28.95172414 |0.647281232 |66.83993351
differentiation 751
G0:0035721~intraciliary 0.066429
GOTERM_BP_DIRECT 1.62601626 55764,57728 28.95172414 10.647281232]66.83993351
-~ retrograde transport 751
G0:0043586~tongue 0.066429
GOTERM_BP_DIRECT 1.62601626 63976, 1956 28.95172414 10.647281232]66.83993351
-~ development 751




G0:0000086~G2/M transition of 0.067917 10383, 7013,
GOTERM_BP_DIRECT |~ 3.25203252 4226529071 [0.650841753 |67.67831104
- - mitotic cell cycle 322 7846,7316
G0:0009611™ t 0.069325
GOTERM_BP_DIRECT ' responseto 2.43902439 6657,2335,4609 |6.893267652 |0.653854806 |68.45382559
wounding 925
G0:0030512"~negati lati
- nesativereguiation 0.071251 63976, 7316,
GOTERM_BP_DIRECT |of transforming growth factor 243002439 |~ P 6.785560345 |0.659550868 |69.48585636
beta receptor signaling pathway
G0:0043627~response to 0.073194
GOTERM_BP_DIRECT 2.43902439 595,672,7706  |6.681167109 |0.660512623|70.49503401
-~ estrogen 782
G0:0030857~negative regulation 0.072827
GOTERM_BP_DIRECT oove , eu 1.62601626 10413, 595 26.31974922 |0.663206417 |70.30651524
- - of epithelial cell differentiation 116
. o 0075154
GOTERM_BP_DIRECT |G0:0030183~B cell differentiation 243902439 | 3676,5295,4914 |6.579937304 |0.666028668 |71.4812829
: ~gl I 077131
GOTERM_BP_DIRECT 523226006 glucose metabolic 2.43902439 360 311507,208,4609  |6.481729285 |0.671426762 |72.44456607
G0:0035690~cellul t 0.081134
GOTERM_BP_DIRECT || celtiarresponseto 243902439 | 9343, 1956, 4609 |6.293853073 |0.686240321|74.3022696
G0:0032479~regulation of type | 0.085491
GOTERM_BP_DIRECT |’ : 1.62601626 6737,7316 22.27055703 |0.697428939|76.19083764
-~ interferon production 759
G0:0061029eyelid devel t 0.085491
GOTERM_BP_DIRECT | SYSIG CEVEOPTIEn 1.62601626 1956, 3066 22.27055703 |0.697428939|76.19083764
in camera-type eye 759
G0:0048546~digestive tract 0.085491
GOTERM_BP_DIRECT dlgestivetrac 1.62601626 10551, 1956 22.27055703 |0.697428939|76.19083764
morphogenesis 759
G0:2001275~positive regulation 0.085491
GOTERM_BP_DIRECT |of glucose import in response to 162601626 | - 5295,208 22.27055703 |0.69742893976.19083764
insulin stimulus
: 44~ | 085491
GOTERM_Bp_pIRecT |©0:00606447mammary gland 162601626 |2 08491 (507 208 22.27055703 |0.697428939|76.19083764
- - epithelial cell differentiation 759
G0:0071260~cellul t 0.085199
GOTERM_BP_DIRECT eovcelularresponse to 2.43902439 1956,396,207 |6.116561438 [0.70041356 |76.06855085
mechanical stimulus 96
G0:0018108~peptidyl-tyrosine 0.087826 1859, 1956, 5777,
GOTERM_BP_DIRECT _ 3.25203252 3.784539103 |0.70338961 |77.14841744
- - phosphorylation 565 4914
G0:0010243~response to 0.091759
GOTERM_BP_DIRECT ’ 1.62601626 595, 4259 20.67980296 |0.707582365 | 78.68029021
-~ organonitrogen compound 62
G0:0048009~insulin-like growth 0.091759
GOTERM_BP_DIRECT >ulin- 1.62601626 5295,207 20.67980296 |0.707582365 | 78.68029021
- - factor receptor signaling pathway 62
G0:0034968~histone lysine 0.091759
GOTERM_BP_DIRECT _ 1.62601626 63976, 2122 20.67980296 |0.707582365 | 78.68029021
-~ methylation 62
G0:0030334~regulation of cell 0.091411
GOTERM _BP DIRECT |- = 243902438 |, 2549,207,208  |5.868592731 |0.710208083 | 78.54865796




GOTERM_BP_DIRECT

G0:0006260~DNA replication

3.25203252

0.090471
647

10524,672,
254394,4171

3.73570634

0.710418453

78.18957858

GOTERM_BP_DIRECT

G0:0000729~DNA double-strand
break processing

162601626

0.097984
894

10524,672

19.30114943

0.720423208

80.90957521

GOTERM_BP_DIRECT

G0:0045725~positive regulation
of glycogen biosynthetic process

162601626

0.097984
894

207,208

19.30114943

0.720423208

80.90957521

GOTERM_BP_DIRECT

G0:0042993~positive regulation
of transcription factor import into
nucleus

162601626

0.097984
894

5295,999

19.30114943

0.720423208

80.90957521

GOTERM_BP_DIRECT

G0:0048026~positive regulation
of mRNA splicing, via spliceosome

1.62601626

0.097984
894

3312,22938

19.30114943

0.720423208

80.90957521

GOTERM_BP_DIRECT

G0:0006412translation

4.06504065

0.095982
425

27161,9343,
1956, 207,10987

2.860842306

0.720508994

80.21752504

GOTERM_BP_DIRECT

G0:0001843~neural tube closure

2.43902439

0.097751
386

55764, 4522,
6497

5.639946261

0.723418419

80.8300607

GOTERM_BP_DIRECT

G0:0031295"T cell costimulation

2.43902439

0.099891
925

5777,5295,207

5.567639257

0.723805304

81.54748031



