Figure S1
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Figure S2
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Figure S3
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Figure S4
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Figure S5
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Figure S6
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G-Protein Coupled Receptor Signaling 1,57E-04 13,5 % 38/281
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GP6 Signaling Pathway 5,45E-04 15,9 % 21/132
0.01 Netrin Signaling 6,98E-04 20,0 % 13/65
cAMP-mediated signaling 8,63E-04 13,4 % 30/224
GO term Description P-value
GO0:0007186 |G protein-coupled receptor signaling pathway 5.69E-9
0.00 GO:0007187 |G protein-coupled recep sign path, coupled to cyclic nt second messenger |2.23E-6
GO:0046777 |protein autophosphorylation 5.92E-5
GO:0007165 |signal transduction 8.98E-5
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GO:0065007 |biological regulation 2.91E-4
GO:0065008 |regulation of biological quality 5.24E-4
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GO0:0022610 |biological adhesion 4 41E-5
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Figure S7
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Figure S8
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Figure S9
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Figure S10
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Figure S11
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