A Affymetrix Discovery set

CIT CCMST C2 (n=83) C4 (n=46) C3 (n=56) C5 (n=118) C1 (n=95)
dMMR 2.1e-42 12% 1%
CIMP+ 1.1e-23

CIN+ 1.7e-15 |

BRAF mut 41e-19 6% 0%
KRAS mut 1.1e-12 2%
TP53 mut 7.3e-03 59%
Proximal Location 5e-17 26%
TNM4vs 1,23 5.3e-04 13%
Stem Cell up (Merlos et al) 2.1e-16 32%
Crypt Bottom up (Kosinski etal) 1.7e-33 5%
Normal-like GEP 1.3e-21 7%
BRAFm-like (Popovici et al) 7.6e-37 1%
Serrated CRC (Laiho et al) 2.9e-15 21%

B Affymetrix Validation set

CIT CCMST C4 (n=74) C3 (n=149) C5 (n=257)
dMMR 1.56-49 N 229 |
CIMP+ 6.56-05
CIN+ 1.3e-07
BRAF mut 1.5e-06
KRAS mut 0.033
TP53 mut 9.5e-06
Proximal Location 2.2e-08
TNM4vs 123 0.031
Stem Cell up (Merlos et al) 1.1e-25
Crypt Bottom up (Kosinski etal) 1.8e-14
Normal-like GEP 4.6e-39
BRAFm-like (Popovici et al) 2.6e-95
Serrated CRC (Laiho et al) 2.1e-50

C TCGA Validation dataset
CIT CCMST
dMMR 21e-13
CIMP+ 2.4e-11
CIN+ 5.8e-03
BRAF mut 5.8e-10
KRAS mut 3.8e-03
TP53 mut 0.017
Proximal Location 1.2e-05
TNM4vs 1,23 0.33
Stem Cell up (Merlos et al) 1e-06
Crypt Bottom up (Kosinski et al) 1.3e-08
Normal-like GEP 0.023
BRAFm-like (Popovici et al) 7.3e-05
Serrated CRC (Laiho et al) 8.6e-09
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