
Additional file 5:

We test the performance of vi-HMM with homopolymers on a simulated dataset

with 30⇥ coverage depth. vi-HMM produces high calling accuracies of SNPs and

INDELs, which are only slightly smaller than those in the general situation. One

potential explanation for the lower INDEL calling accuracy is that the INDELs

are redundant in the output[1].

SNP and INDEL callings by vi-HMM using simulated data with homopolymers

at 30⇥ depths.

SNP INDEL

Caller Sensitivity Precision F1 score Sensitivity Precision F1 score

Bowtie2 88.39% 87.46% 87.92% 59.16% 57.47% 58.30%

BWA-MEM 79.76% 88.52% 83.91% 58.13% 53.14% 55.52%
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