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Abstract (300 word limit)
Compelling evidence suggests that non tuberculous mycobacteria (NTM) might be responsible of respiratory infections in both immunosuppressed and immunocompetent hosts. Here we describe a rapidly growing, non photochromogenic mycobacteria (referred herein to as Mycobacterium sp. M458), isolated from the sputum of a Tunisian young woman suspected of pulmonary tuberculosis. M458 was unique in that it showed a rough morphotype and a separate phylogenetic branch within the Mycobacteirum fortuitum complex, as revealed by sequence variability in 16S rRNA, hsp65, rpoB, and sodA genes. This has prompted us to sequence its whole genome, which consisted of ~5 526 191-pb with a G+C% of 67,3%, 5,193 protein-coding sequences and 54 RNA genes (including rRNA, tRNA and tmRNA). Toxin-antitoxin and three putative CRISPRs loci were found, along with two regions coding for a putative prophage. The functional annotation of M458 genome revealed large number of genes encoding transport and metabolism (19%). Also 8.66% are implicated in lipid transport and metabolism as well as energy production and conversion, a hallmark of all Mycobacterial species. Also, 8% of the genome is devoted to transcription and 7.95% encode secondary metabolites biosynthesis transport and catabolism. Strikingly, M458 genome harbors a wide variety of putative genes related to virulence.
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Fig. 1 Genome overview of Mycobacterium sp. M458 isolate
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