Supplementary material
Supplementary Note S1. Contig-naming corrections required to run RHtyper v1.1 on GRCh38 exome data.
RHtyper v1.1 assumes numeric (non-‘chr’) contig names and, in its coverage and large-deletion modules, contains several call sites that either hardcode a ‘chr1’ reference or compute a normalised contig name but pass the un-normalised original to the pileup/fetch call. On a GRCh38 (chr-prefixed) alignment these cause hard failures. We (i) generated a contig-renamed reference and alignment, and (ii) corrected the affected call sites in BGClf/accessory.py (perbaseCov pileup and GC-content fetch; the read-count fetch; and the hardcoded rhesus-box coordinates). These notes are provided to aid reproducibility for others applying RHtyper outside its intended WGS/cloud environment.

