Table S1. Go enrichment analysis of upregulated DEGs (adjusted P-value <

0.05)
Term type NO. GO Description Corrected  Protein
accession P Value numbe
T
1 GO:000726  small GTPase mediated signal transduction 1.10E-07 186
4
2 GO:006500  regulation of molecular function 3.17E-05 152
9
3 GO:005105 regulation of small GTPase mediated signal 3.95E-05 35
6 transduction
4 GO:005079  regulation of catalytic activity 4.71E-05 141
0
5 GO:005164  cellular localization 0.000131 626
1
6 GO:003303  macromolecule localization 0.000469 624
6
7 GO:004308  regulation of GTPase activity 0.000469 59
7
8 GO:000726  Rho protein signal transduction 0.000469 18
6
9 GO:003502  regulation of Rho protein signal transduction 0.000469 18
3
Biological 10 GO:005164  establishment of localization in cell 0.001253 584
process 9
11 GO:005133  regulation of hydrolase activity 0.001483 77
6
12 GO:000726  Ras protein signal transduction 0.001895 25
5
13 GO:004657  regulation of Ras protein signal transduction 0.001895 25
8
14 GO:000810  protein localization 0.003145 548
4
15 GO:004518  establishment of protein localization 0.003437 523
4
16 GO:190253  regulation of intracellular signal transduction 0.004585 45
1
17 GO:000647  protein dephosphorylation 0.009589 50
0
18 GO:001503  protein transport 0.009749 505
1
19 GO:003555 intracellular signal transduction 0.009756 298
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42 GO:000028  mitotic cytokinesis 0.042165 64
1
43 GO:006164  cytoskeleton-dependent cytokinesis 0.042165 64
0
44 GO:000759  blood coagulation 0.044018 65
6
45 GO:190258  single-organism cellular localization 0.044754 153
0
46 GO:004887  cell motility 0.046942 83
0
47 GO:005167  localization of cell 0.046942 83
4
1 GO:004442  organelle part 0.000469 1307
2
2 GO:004444  intracellular organelle part 0.000472 1298
6
3 GO:003197  membrane-enclosed lumen 0.000518 405
4
4 GO:000565 nucleoplasm 0.000664 187
4
5 GO:004445 nucleoplasm part 0.000664 187
1
6 GO:004323  organelle lumen 0.001659 399
3
7 GO:007001  intracellular organelle lumen 0.001659 399
3
Cellular f0:003198 nuclear lumen 0.003079 379
componen GO:004442  nuclear part 0.005163 550
! 8
10 GO:000042 DNA-directed RNA polymerase complex 0.011971 81
8
11 GO:005502  nuclear DNA-directed RNA polymerase complex 0.011971 81
9
12 GO:001659  DNA-directed RNA polymerase II, holoenzyme 0.015103 76
1
13 GO:004443  cytoskeletal part 0.020102 280
0
14 GO:000585  cytoskeleton 0.020102 290
6
15 GO:009057  RNA polymerase II transcription factor complex  0.030259 63
5
16 GO:004323  intracellular membrane-bounded organelle 0.030259 1618

1



17 GO:000557  fibrinogen complex 0.030939 64
7
18 GO:004322 membrane-bounded organelle 0.031324 1619
7
19 GO:000931  exodeoxyribonuclease VII complex 0.036221 49
8
20 GO:003151  motile cilium 0.044386 53
4
1 GO:001642  tRNA (guanine) methyltransferase activity 2.91E-05 66
3
2 GO:000817  tRNA (guanine-N7-)-methyltransferase activity 4.09E-05 56
6
3 GO:000817  tRNA methyltransferase activity 5.15E-05 73
5
4 GO:000509  GTPase activator activity 0.001633 50
6
5 GO:003509  phosphatidylinositol binding 0.00209 34
1
6 GO:000804  enzyme activator activity 0.004002 69
7
7 GO:000508  guanyl-nucleotide exchange factor activity 0.004075 45
5
8 GO:003069  GTPase regulator activity 0.005717 55
5
9 GO:000828  lipid binding 0.011733 111
Molecular 9
function 10 GO:006058  nucleoside-triphosphatase regulator activity 0.019029 96
9
11 GO:000813  protein tyrosine/serine/threonine phosphatase 0.019029 30
8 activity
12 GO:000472  phosphoprotein phosphatase activity 0.028217 39
1
13 GO:000551  protein binding 0.030939 2455
5
14 GO:001679  exonuclease activity, active with either ribo- or 0.032502 62
6 deoxyribonucleic ~ acids and  producing
5'-phosphomonoesters
15 GO:000885  exodeoxyribonuclease VII activity 0.036221 49
5
16 GO:000452  exonuclease activity 0.036221 83
7
17 GO:004573  nutrient reservoir activity 0.036637 26
5
18 GO:000554  phospholipid binding 0.040345 52
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