Supplementary Table 1. Known resistance-conferring mutations. This list is based on
current diagnostics and high confidence mutations from the literature as adapted from and
described in Desjardins et al. (2016). Mutations with any non-match to the wild type
probe in the Hain MTBDRpl/us or MTBDRs/ were considered to confer resistance. M.
tuberculosis codon numbering was utilized for all polymorphisms, including for
polymorphisms within rpoB.

Drug Mutations

Rifampicin Any nonsynonymous mutation in the
rpoB RRDR (430-562), inclusive of
mutations on Hain MTBDRplus and
GeneXpert

Isoniazid katG S315
inhA promoter

Pyrazinamide pncA promoter
pncA loss of function

Ethambutol embB M306
embB G406
embB Q497

Streptomycin rrs 513

rrs 516

rrs 906

rrs 907

rpsL K43

rpsL K88

gidB loss-of-function

Ofloxacin gyrA G88
gyrA A90
gyrA S91
gyrA D94
gyrB QRDR (461-499)

Kanamycin rrs 1400
rrs 1401
rrs 1483
eis promoter

Capreomycin rrs 1400
rrs 1401




rrs 1483
tlyA loss of function

Ethionamide inhA promoter
ethA loss of function

Cycloserine ald loss of function
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