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We developed a novel method, Empirical Bayesian mutation Calling (EBCall) for dete
cting somatic mutations. Unlike previous methods, the proposed method discriminates somatic mutations from
sequencing errors based on an empirical Bayesian framework, where the model parameters are estimated usin
g sequencing data from multiple non-paired normal samples. we demonstrated that our method not only outper
forms several existing methods in the callin? of mutations with moderate allele frequencies but also enabl
es accurate calling of mutations with low allele frequencies (~10%) harboured within a minor tumour subpop
ulation, thus allowing for the deciphering of fine substructures within a tumour specimen.
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