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Supplementary Figure 1: The distribution of variants in the samples of L. Donovani across the coding sequecnes, gene intervals and chromosomal intervals has been represented in the graph.
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Supplementary Figure 2: After the application of hard GATK filters, the variants with high quality are retained for further analysis. The graph show the difference between the unfiltered and filtered variants of the samples.

[image: ]Supplementary Figure 3: The variant classification distribution, types of variant and top10 mutated genes in HPCL66.s
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Prefiltered SNPs and filtered SNPs per sample
Filtered condition MAF > 0.1, DP>5& Q > 25
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