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Aims: Mycobacterium kansasii is one of the most virulent nontuberculous mycobacteria (NTM). It is also one of the six most commonly isolated NTM species around the world. The observed genetic homogeneity of M. kansasii strains results in poorly understood epidemiology of infections due to this pathogen. The aim of this study was to search the genome of M. kansasii for tandem repeat sequences, similar to variable number tandem repeat (VNTR) sequences in M. tuberculosis allowing for intraspecies differentiation/species fingerprinting. 

Methods: The M. kansasii genome (GenBank, NCBI, Reference Sequence: NC_022663.1) was screened for the occurrence of TR loci with the Vector NTI Software (Thermo Fisher Scientific, Waltham, MA, USA). Primers were designed to anneal to the flanking region of TRs utilizing same software as for the TR screening. PCR protocols were tested on a collection of 15 strains representing six M. kansasii subtypes (I-VI) as well as 90 M. kansasii clinical strains isolated from Polish respiratory patients between 2000 and 2015. 

Results: A total of 17 potential VNTR loci with high variability in the number of TRs were identified among strains of M. kansasii subtypes. Additionally, six of the tested VNTRs (1, 2, 7, 15, 17, 20) showed variation among M. kansasii clinical strains (all of type I).

[bookmark: _GoBack]Conclusions: In summary, the newly designed VNTR-based typing method of M. kansasii appears to be a promising tool for M. kansasii fingerprinting and thus may help to better explore the transmission routes of M. kansasii infections. 
