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Supplemented Figure 1. Phylogenetic tree showing that four of the seven main global lineages
of M. tuberculosis circulated in Scania county during the time of the sampling. 62 % of the
isolates belonged to lineage 4 (Europe, America and Africa) and 30 % belonged to lineage 2

(East Asia), with lesser representation from lineage 3 (8 %, India and East Africa).
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