Supplementary Table 7. GO enrichment in the BP with the selected 10 terms in the cyan module.




GO, gene ontology; BP, biological process.
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ID DescriptionGeneRatioBgRatio pvalue p.adjust qvalue geneID Count

GO:0006839mitochondrial transport 0.27027 0.01858 9.55E-10 4.95E-07 3.48E-07NDUFB8/SLC25A33/ATP8/SLC25A24/TSPO/PPIF/ATP5S/CPT1A/SLC25A43/OTC 10

GO:0046034ATP metabolic process 0.24324 0.0158 4.57E-09 9.39E-07 6.59E-07NDUFB8/SLC25A33/ND2/ATP8/TSPO/PPIF/ATP5S/TCIRG1/PDE12 9

GO:0006119oxidative phosphorylation 0.18919 0.00748 9.51E-09 1.38E-06 9.66E-07NDUFB8/SLC25A33/ND2/ATP8/PPIF/ATP5S/PDE12 7

GO:0033108mitochondrial respiratory chain complex assembly 0.13514 0.00555 1.80E-06 0.00011 7.99E-05NDUFB8/SLC25A33/ND2/COX18/NDUFAF6 5

GO:1903578regulation of ATP metabolic process 0.10811 0.0051 3.67E-05 0.00126 0.00088SLC25A33/TSPO/PPIF/PDE12 4

GO:0002082regulation of oxidative phosphorylation 0.08108 0.00091 4.66E-06 0.00026 0.00018SLC25A33/PPIF/PDE12 3

GO:1902600proton transmembrane transport 0.13514 0.00827 1.27E-05 0.00058 0.00041ATP8/PPIF/COX11/ATP5S/TCIRG1 5

GO:0019395fatty acid oxidation 0.10811 0.00566 5.55E-05 0.00157 0.0011ACAA1/CPT1A/CROT/ACADL 4

GO:0062014negative regulation of small molecule metabolic process 0.10811 0.00697 0.00012 0.00309 0.00217TSPO/PPIF/PDE12/ACADL 4

GO:0016054organic acid catabolic process 0.13514 0.01524 0.00023 0.00477 0.00335ACAA1/CPT1A/CROT/ACADL/OTC 5
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		ID		Description		GeneRatio		BgRatio		pvalue		p.adjust		qvalue		geneID		Count

		GO:0006839		mitochondrial transport		0.27027027		0.018580411		9.55E-10		4.95E-07		3.48E-07		NDUFB8/SLC25A33/ATP8/SLC25A24/TSPO/PPIF/ATP5S/CPT1A/SLC25A43/OTC		10

		GO:0046034		ATP metabolic process		0.243243243		0.015804679		4.57E-09		9.39E-07		6.59E-07		NDUFB8/SLC25A33/ND2/ATP8/TSPO/PPIF/ATP5S/TCIRG1/PDE12		9

		GO:0006119		oxidative phosphorylation		0.189189189		0.007477483		9.51E-09		1.38E-06		9.66E-07		NDUFB8/SLC25A33/ND2/ATP8/PPIF/ATP5S/PDE12		7

		GO:0033108		mitochondrial respiratory chain complex assembly		0.135135135		0.005551464		1.80E-06		0.000113893		7.99E-05		NDUFB8/SLC25A33/ND2/COX18/NDUFAF6		5

		GO:1903578		regulation of ATP metabolic process		0.108108108		0.005098284		3.67E-05		0.001256425		0.000881702		SLC25A33/TSPO/PPIF/PDE12		4

		GO:0002082		regulation of oxidative phosphorylation		0.081081081		0.000906362		4.66E-06		0.000255269		0.000179136		SLC25A33/PPIF/PDE12		3

		GO:1902600		proton transmembrane transport		0.135135135		0.008270549		1.27E-05		0.000581055		0.000407758		ATP8/PPIF/COX11/ATP5S/TCIRG1		5

		GO:0019395		fatty acid oxidation		0.108108108		0.00566476		5.55E-05		0.001572016		0.001103169		ACAA1/CPT1A/CROT/ACADL		4

		GO:0062014		negative regulation of small molecule metabolic process		0.108108108		0.006967654		0.000124067		0.003090393		0.002168697		TSPO/PPIF/PDE12/ACADL		4

		GO:0016054		organic acid catabolic process		0.135135135		0.015238203		0.000231529		0.004769271		0.003346857		ACAA1/CPT1A/CROT/ACADL/OTC		5






