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Introduction

We found that NH Black patients and AFR ancestry were associated with higher rates of CMS3, which is associated with KRAS mutation and was 
previously reported to be more common among Black patients. The association of Indeterminate with Hispanic/Latino ancestry highlights the need to 
use diverse patient cohorts when training unsupervised learning models to improve prognosis prediction in non-White patients. Finally, our gene set 
analysis reveals under expression in several cancer related gene sets among NH Black patients and those with increased AFR ancestry.

Conclusions and Open Questions

There is a growing incidence of colorectal cancer (CRC) among young adults and persistent 
disparities in outcomes by race/ethnicity across all ages. Gene expression signatures, as well 
as consensus molecular subtypes (CMS) derived from these, have been proposed to predict 
prognosis and therapy response in CRC. However, it is unclear whether gene expression 
and/or CMS are associated with racial disparities observed in CRC. We assessed whether race 
or genetic ancestry are associated with CMS or gene expression patterns in a deidentified 
cohort of 1956 CRC patients.

Results
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