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Three SNP-based pipelines (in-house WGS pipeline, kvarQ-barcode-Coll14 and TB Profiler) and a RD-based analyze pipeline (RD-Analyzer) were used.











Supplementary Figure S2. Venn diagram for the four pipelines used in lineage classification of the 298 genomes isolates.

Blue: in-house WGS pipeline; Yellow: KvarQ-barcode-Coll14; Green: TB Profiler; and Red: RD-Analyzer. The Differences only in resolution classifications were considered as concordant. L4.10 is a comprehensive sub-lineage comprising sub-lineages L4.7, L4.8 and L4.9. 
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