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Supplement

Table S1. Details of 127 human genes that encode neuropeptide precursors.
Table S2. Prognostic Z-scores of human neuropeptide across 23 cancer types.
Table S3. Interaction of 93 neuropeptides and 133 receptors.

Table S4. Co-mutated genes with SDC2 in neuroendocrine prostate cancer.

Table S5. Global feature of 118 genes from four functional modules.
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Figure S1. Scatterplot about the cellular component (A) and molecular function (B) for 127
neuropeptides.
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Figure S2. Mutational pattern of 44 genes in module 1 for CCLE dataset.
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Figure S3. Mutational pattern of 44 genes in module 1 for pancreatic cancer.
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Figure S4. Mutational pattern of 39 genes in module 2 for pancreatic cancer.
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