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Abstract

Introduction: Rapidly growing mycobacteria (RGM) are capable of producing pulmonary, lymph
node, skin, and soft tissue infections in humans. We can identify this group of bacteria based on
housekeeping genes. We aimed to comapre and evaluate three housekeeping genes in the
identification and classification of some rapidly growing mycobacteria using phylogenic tree.
Materials and Methods: First, sequences of 16S rRNA, hsp65, and rpoB genes of 10 species of
rapidly growing mycobacteria were obtained from National Center for Biotechnology Information
(NCBI), Remote Desktop Protocol (RDP), and European Molecular Biology Laboratory (EMBL).
Then, these sequences were Aligned by Custal W, and a phylogenic tree was draw using MEGAS5.0.
Results: Pattern recognition and differentiation of each gene was different. 16s rRNA gene was not
able to differentiate between pathogenic rapidly growing mycobacteria such as Mycobacterium
abscessus and chelonae. Generally, the rpoB gene outperformed other genes, while it was able to
identify Mycobacteriumnovocastrense.

Conclusion: To access complete and correct identification of RGM, all the three genes of 16S
rRNA, rpoB, and hsp65 should be studied simultaneously.
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