GeDiPNet Cluster 198 -- Enriched GO Terms (Biological Process)

GO term enrichment: Biological Process terms (gene2go, human/tax_id=9606 only), upper-tail hypergeometric test, fold enrichment = (overlap / cluster gene count) / (term gene count / universe size), Benjamini-Hochberg FDR-corrected. Top 15 terms per
cluster by g-value. See scripts/build_cluster_go_enrichment.php on gedipnet.bicnirrh.res.in. Data as of: 2026-10-07 03:23:06. - Rows: 15 - Generated: 2026-10-07 02:23:37
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cobalamin metabolic process ;350:00092 7 QZ%%T’,\;’%&CHC' MMADHC, MTR, MTRR, 9 30 484.48 ‘11;3637& 6.514e-16
homocysteine metabolic process 23370:00506 3 MTR, MTRR, MMUT 10 30 186.87 4.446e-7 @ 4.233e-5
cobalamin transport 590:00158 2 ABCD4, CD320 9 30 138.42 8.907e-5 2.777e-3
methionine biosynthetic process gé):OOOQO 2 MTR, MTRR 11 30 113.25 1.358e-4 = 3.800e-3
removal of superoxide radicals 500:00194 2 PRDX1, SOD2 15 30 83.05 2.582e-4  6.050e-3
response to reactive oxygen species (()320 ©00003 PRDX1, SOD2 20 30 62.29 4.650e-4  9.113e-3
cytoskeleton-dependent cytokinesis ‘(1300:00616 2 SEPTIN11, SEPTIN2 21 30 59.32 5.134e-4 | 9.722e-3
peroxisome organization 3(,310:00070 2 ABCD4, PEX16 23 30 54.17 6.173e-4 | 1.109e-2
amino acid biosynthetic process 520:00086 2 MTR, MTRR 27 30 46.14 8.530e-4 = 1.360e-2
response to axon injury %?:00486 2 MTR, SOD2 37 30 33.67 1.602e-3  1.983e-2
regulation of L-glutamate import across plasma membrane gé):OOOZO 1 SEPTIN2 1 30 622.90 1.605e-3 = 1.983e-2
E;:Qe;xlc::gggs;:ediated vasodilation involved in regulation of systemic arterial :3390:00030 1 SOD?2 1 30 622.90 1605e-3  1.983-2
erythrophore differentiation (7330100487 1 soD2 1 30 622.90 1.605e-3  1.983e-2
response to magnetism 55:00710 1 SOD2 1 30 622.90 1.605e-3 = 1.983e-2
regulation of vitamin metabolic process G0:00306 1 CD320 1 30 622.90 1.605e-3 = 1.983e-2
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