Table S4: A summary of the cancer data used in our analysis

Cancer GEO dataset ID # reference/ #cancer samples
training / testing data

breast cancer GSE15852[1] / GSE10810 [2] 43/43 (27/31)

colon cancer GSE6988 [3] / GSE10950 [4] 28/53 (24/24)

kidney cancer GSE15641[5] / GSE17816 [6] 23/49 (9/36)

lung cancer GSE10072 [7] / GSE7670 [8] 49/58 (27/27)

pancreatic cancer GSE15471 [9] / GSE16515 [10] 39/39 (16/36)

prostate cancer GSE6606 [11] / GSE3933 [12] 63/65 (47/62)

stomach cancer GSE2701 [13] / GSE13911 [14] 23/89 (31/38)

Basal Cell Carcinoma GSE6520 [15] / GSE12542[16] 8/23 (8/8)

Melanoma GSE12931 [17] / GSE3189[18] 18/34 (7/45)
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