Table S1. Datasets used in this study.

Datasets Data sources Number of samples (total, n=2240) Platforms References
TCGA/
TCGA cBioPortal/ 592 Illumina HiSeq (1-3)
LinkedOmics
Affymetrix
GSE39582 GEO 566 @)
U133+2.0
Affymetrix
GSE33113 GEO 90 5)
U133+2.0
Affymetrix
GSE14333 GEO 290 (6)
U133+2.0
Affymetrix
GSE37892 GEO 130 @)
U133+2.0
Affymetrix
KFSYSCC Synapse 307 (8,9)
U133+2.0
174 [llumina HiSeq
GSE171682 GEO (10)
(87 CRCs, 87 CRC organoids) 2500
91
Affymetrix HT
GSE100550 GEO (21 CRCs, 18 CRC organoids, (11)
HG-U133+ PM

34 CRC xenografts, 18 CRC cell lines)
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