Supplementary Table 2: GO-Slim annotation (biological process) of primary and secondary network of tumor
suppressor nhr-6
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GO-Slim annotation (biological process) of primary and secondary network of tumor suppressor nhr-6

Primary Network

PANTHER GO-Slim Biological Process # # expected Fold Enrichment  +/- raw P value FDR
MAPK cascade 107 5 19 2678 + 1.40E-06 3.13E-04



intracellular signal transduction 394 6 .69 873 + 5.97E-05 2.67E-03
signal transduction 849 7 1.48 472 + 5.88E-04 2.19E-02

cell communication 957 7 1.67 4.19 + 1.18E-03 3.31E-02

cellular process 4274 20 746 2.68 + 4.20E-06 3.14E-04

DNA repair 102 3 18 16.85 + 8.04E-04 2.57E-02

metabolic process 3682 17 643 265 + 4.70E-05 2.63E-03
developmental process 465 5 81 6.16 + 1.25E-03 3.10E-02
Unclassified 13969 11 2438 45 - 3.67E-06 4.11E-04

Secondary Network

PANTHER GO-Slim Biological Process # # expected Fold Enrichment  +/- raw P value FDR
cell-matrix adhesion 9 4 31 12.75 + 7.15E-04 3.91E-03
negative regulation of apoptotic process 44 10 1.53 652 + 1.10E-05 1.23E-04



regulation of biological process 1134 74 39.52 1.87 + 6.07E-07 9.71E-06

biological regulation 1410 81 49.14 1.65 + 1.90E-05 2.03E-04

apoptotic process 104 12 3.62 331 + 5.44E-04 3.05E-03

cell death 106 13 3.69 352 + 1.89E-04 1.24E-03

death 106 13 3.69 352 + 1.89E-04 1.28E-03

developmental process 465 48 16.21 296 + 1.83E-10 8.18E-09

transmembrane receptor protein tyrosine kinase signaling pathway 24 5 84 598 + 2.59E-03
cell surface receptor signaling pathway 272 21 948 222 + 1.46E-03 7.28E-03

signal transduction 849 67 29.59 226 + 2.71E-09 1.01E-07

cell communication 957 71 33.35 2,13 + 8.22E-09 2.63E-07

cellular process 4274 272 148.95 1.83 + 3.98E-25 4.46E-23

chromatin assembly 24 5 84 598 + 2.59E-03 1.16E-02

organelle organization 608 41 21.19 193 + 1.37E-04 1.06E-03

cellular component organization 898 66 3130 2.11 + 4.21E-08 9.42E-07

cellular component organization or biogenesis 1007 72 35.09 2.05 + 2.91E-08 7.23E-07
RNA localization 48 9 1.67 538 + 1.12E-04 9.29E-04

localization 1148 66 40.01 1.65 + 1.44E-04 1.04E-03

MAPK cascade 107 18 373 483 + 2.06E-07 3.85E-06

intracellular signal transduction 394 33 13.73 2.40 + 9.52E-06 1.18E-04

cell-cell adhesion 30 5 1.05 478 + 6.00E-03 2.40E-02

1.18E-02



cell differentiation 135 20 470 425 + 2.77E-07 4.78E-06

cellular component morphogenesis 112 15 390 3.84 + 2.48E-05 2.52E-04
anatomical structure morphogenesis 31 6 1.08 5.55 + 1.36E-03 6.93E-03
phospholipid metabolic process 119 15 415 3.62 + 4.68E-05 4.19E-04

lipid metabolic process 324 25 11.29 221 + 4.26E-04 2.45E-03
primary metabolic process 2940 176  102.46 .72 + 1.01E-12 5.67E-11
metabolic process 3682 234  128.32 1.82 + 9.97E-21 7.45E-19

phosphate-containing compound metabolic process 1011 71 35.23 2.02 + 8.08E-08 1.65E-06
system development 64 8 223 359 + 2.85E-03 1.25E-02

nucleobase-containing compound transport 82 10 286 3.50 + 1.06E-03 5.50E-03
transport 1035 60 36.07 1.66 + 1.98E-04 1.27E-03

nuclear transport 67 8 233 343 + 3.68E-03 1.56E-02

fatty acid metabolic process 114 13 397 327 + 3.60E-04 2.12E-03

chromatin organization 145 16 5.05 3.17 + 1.12E-04 9.64E-04

cellular component movement 158 16 551 291 + 2.75E-04 1.66E-03

DNA repair 102 10 355 281 + 4.56E-03 1.86E-02

DNA metabolic process 213 20 742 2.69 + 1.29E-04 1.03E-03
nucleobase-containing compound metabolic process 1510 98 52.62 1.86 + 8.67E-09 2.43E-07
RNA splicing, via transesterification reactions 107 10 3.73  2.68 + 6.20E-03 2.43E-02
RNA metabolic process 840 56 29.27 191 + 1.01E-05 1.19E-04



regulation of phosphate metabolic process

regulation of catalytic activity

regulation of molecular function

mRNA splicing, via spliceosome

cell cycle 397 32

157
175
119

13.84 2.31

regulation of transcription from RNA polymerase II promoter

transcription from RNA polymerase II promoter 356

transcription, DNA-dependent

455

cellular protein modification process 545

protein metabolic process
cellular component biogenesis
biosynthetic process 1028 67
response to stress 420 27

response to stimulus 1465 87

intracellular protein transport 383

protein transport 399 26

1042

61
423
35.83
14.64
51.06
24
13.91

nitrogen compound metabolic process

Unclassified 13969 342

486.83

215 20 749 267 + 1.45E-04 1.02E-03
14 547 256 + 1.99E-03 9.69E-03
15 6.10 2.46 + 2.00E-03 9.54E-03
10 4.15 241 + 1.20E-02 4.54E-02
+ 3.10E-05 3.02E-04
234 16 816 196 + 1.27E-02
26 12.41 2.10 + 7.77E-04 4.15E-03
35 1586 2.21 + 3.36E-05 3.14E-04
37 1899 195 + 2.46E-04 1.53E-03
36.31 1.68 + 1.43E-04 1.07E-03
28 1474 190 + 2.08E-03 9.69E-03
1.87 + 2.53E-06 3.34E-05
1.84 + 3.29E-03 1.42E-02
1.70 + 2.40E-06 3.36E-05
13.35 1.80 + 7.78E-03 3.00E-02
1.87 + 3.80E-03 1.58E-02
1413 &7 4924 177 + 7.30E-07 1.09E-05
0 - 4.43E-29 9.92E-27

4.74E-02



