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S. Figure 1A: ClueGO Biological Process network map. Nodes are colored based on ontology
and node size indicates signi icance (all P values < 0.05).
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S. Figure 1B: ClueGO Biological Process network map. Nodes are colored based on ontology
and node size indicates signi icance (all P values < 0.05).
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S. Figure 1E: ClueGO Biological Process ontologies, percent representation:
Colors represent ontology groups. 
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ammonium transport 1.85%
odontogenesis 1.85%
regulation of protein binding 1.85%
digestive tract development 1.85%
female pregnancy 1.85%
negative regulation of amine transport 1.85%
gonadotropin secretion 5.56%
regulation of anion transport 9.26%

negative regulation of cell morphogenesis involved
in differentiation 9.26%

crGART to HeLa biological process %genes per term

crGART to HeLa biological process terms per group

S. Figure 6: B) ClueGO Biological Process ontologies: Number and percent genes per ontology
C) Percent representation: Colors represent ontology groups.
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