Table S5 Functional enrichment of genes with large-effect mutation variants.

Mutation Type  Category Term Count  P-value
SNP KEGG_PATHWAY hsa00590: Arachidonic acid metabolism 18 2.47E-07
KEGG_PATHWAY hsa04512:ECM-receptor interaction 14 7.58E-03
KEGG_PATHWAY hsa04510:Focal adhesion 25 1.13E-02
KEGG_PATHWAY hsa00591:Linoleic acid metabolism 7 1.41E-02
GOTERM_MF_2 G0:0043167~ion binding 359 1.08E-05
GOTERM_CC_2 GO0:0044425~membrane part 512 3.67E-05
GOTERM_MF_2 GO0:0046906~tetrapyrrole binding 23 8.38E-05
GOTERM_CC 2 GO0:0031012~extracellular matrix 43 1.85E-04
GOTERM_CC_2 G0:0009986~cell surface 43 2.24E-04
GOTERM_CC_2 G0:0016020~membrane 552 2.34E-04
GOTERM_MF_2 G0:0019825~0xygen binding 11 6.19E-04
GOTERM_BP_2 G0:0007155~cell adhesion 73 6.38E-04
GOTERM_BP_2 G0:0045058~T cell selection 7 1.45E-03
GOTERM_BP_2 G0:0009605~response to external stimulus 86 4.35E-03
GOTERM_CC 2 GO0:0044420~extracellular matrix part 17 5.89E-03
GOTERM_CC 2 G0:0000267~cell fraction 96 6.38E-03
GOTERM_BP_2 G0:0016044~membrane organization 40 1.12E-02
GOTERM_MF_2 G0:0001871~pattern binding 20 1.13E-02
GOTERM_BP_2 G0:0006949~syncytium formation 5 1.37E-02
GOTERM_MF 2 G0:0030246~carbohydrate binding 37 1.54E-02
GOTERM_MF 2 GO0:0005201~extracellular matrix structural constituent 13 1.63E-02
GOTERM_MF 2 G0:0043176~amine binding 15 2.12E-02
Indel KEGG_PATHWAY hsa05200:Pathways in cancer 64 4.18E-04
KEGG_PATHWAY hsa00562:Inositol phosphate metabolism 16 2.39E-03
KEGG_PATHWAY hsa04020:Calcium signaling pathway 37 2.39E-03
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