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Figure S1 Validation of ComBat batch correction for the merged colorectal cancer (CRC) dataset comprising colon adenocarcinom (COAD) and rectal adenocarcinoma (READ) samples.
(A) Sample-wise expression distributions before (left) and after (right) batch correction; red and turquoise indicate COAD and READ samples, respectively. (B) Density distribution of gene-expression values before (left) and after (right) correction, with increased overlap after correction indicating reduced systematic differences between the two datasets. (C) Uniform Manifold Approximation and Projection (UMAP) plots before (left) and after (right) correction; improved mixing of COAD and READ samples after correction indicates attenuation of batch effect.
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