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Study of mycobacterial molecular identification methods

Chen-Shen Huang

Abstract

Mycobacterium spp. are acid-fast bacteria, which can be identified into more
than hundred species according to traditional biochemical characterizations and recent
genomic analyses. Mycobacteria include several groups, e.g. Mycobacterium
tuberculosis complex ~ Mycobacterium avium complex. Only a few species are
important in veterinary medicine, such as M. bovis, M. paratuberculosis, M. marinum
etc.Molecular identification for mycobacteria focus on sequence analysis of specific
genes, for example: 16S rRNA, ITS 1, Asp65, etc. In this study, hAsp65 gene
sequencing and Haelll/BstEII-PRA (PCR restriction enzyme analysis) of 4sp65 gene

were used to confirm reference strains and identify unknown isolates.



