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AMK amikacin

BDQ bedaquiline

CAP capreomycin

CB clinical breakpoint

CcC critical concentration

CFz clofazimine

CPTR Critical Path to TB Drug Regimens
DCS D-cycloserine

DM delamanid

DR-TB drug-resistant tuberculosis
DST drug susceptibility testing
FQs fluoroquinolones

GFX gatifloxacin

INH isoniazid

T information technology
KAN kanamycin

LFX levofloxacin

LJ Léwenstein-Jensen

LR Likelihood ratio

LzD linezolid

MDR-TB multidrug-resistant tuberculosis
MFX moxifloxacin




