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Supplementary Figure S4, Deeplex Myc-T8 detecting co-existing h1sp65 reads of Mycobacterium tuberoulosis complex and

Mycobacterium gastr strains in DNA from an individual sputum sample collected in a TB drug resistance survey conducted
in Djibouti. The respective percentages of hsp65 reads detected for each species are shown under “hsp65-based identification

best-match”. Explanations in the legend of Figure 2 in the main text apply for other parts of this figure.



