
Using HLA-specific alignment, SNP detection
and imputation with multi-ethnic panels proved to
be a useful approach for predicting HLA-C alleles
departing from exome data.
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To develop and evaluate a bioinformatics
pipeline for calling HLA-C alleles from exomes.
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Conclusion

Fig 2: Posterior probability metrics for HLA-C alleles imputation.

Fig. 3: Correlation of HLA-C allele frequencies between 233 imputed Brazilian exomes and SABE reference. Points =
alleles (blue). Solid line = identity; dashed = regression. r = Pearson; n = alleles. Log scale.

Fig 1: Comparison of HLA-C allele calls from hla-mapper and imputation (n=233). Discordant = different allele
calls; Unresolved by hla-mapper = no confident call, imputation provided one; Resolved Ambiguity = multiple options
resolved by imputation; Direct Confirmation = identical allele calls by both methods.
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