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To develop and evaluate a bioinformatics
pipeline for calling HLA-C alleles from exomes. Cats Unvesaived by i mappor = o confdent cal mputoton provided one. Resaned Amguly = mlle options

resolved by imputation; Direct Confirmation = identical allele calls by both methods.

Methods Posterior Probability of HLA-C Imputation
hla-mapper v.5 (in development) HLAC 08% H
- 233 exomes - Filtering out low confidence
- Read realignment variants
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Before realigment Fig 2: Posterior probability metrics for HLA-C alleles imputation.
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Fig. 3: Correlation of HLA-C allele frequencies between 233 imputed Brazilian exomes and SABE reference. Points =
- Variants across all HLA genes (hla-mapper ﬁle) alleles (blue). Solid line = identity; dashed = regression. r = Pearson; n = alleles. Log scale.
- Multiallelic decomposition (bcftools)
- Multiethnic reference panel (n = 3674)" C o n cl u s io N
- Filtering common variants between samples and the reference
panel ing HLA- ific alignment, SNP detection
- Create imputation models with HIBAG (HLA genotype US, g i Spe'C ca g e ’ S detectio
imputation with attribute bagging) and |mpUtat|0n with multi-ethnic panels proved to
- W 5,000,000 - b 700 be a useful approach for predicting HLA-C alleles
'Silva, etal., HLA, htips3/doi.org/10.1111/tan. 15543 depa rting from exome data.
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