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[ Abstract] Tuberculosis (TB) is one of chronic infectious diseases that seriously threating the human health.
In recent years, drug resistant tuberculosis became one of clinical questions with the morbidity increased year by year.
Heteroresistance is a special drug resistance type, may lead to multi-drug resistant and extensive drug resistant mycobacterium
tuberculosis, so it is with great clinical significance to early diagnose TB and make effective anti-TB programmes in the

prevention and control of TB.This paper reviewed the progress on diagnostic methods of heteroresistance in mycobacterium

tuberculosis, to provide a reference for early diagnosis of drug resistant TB on clinic.
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