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ABSTRACT: 

The incidence of diseases caused by non-tuberculous mycobacteria (NTM) is increasing 

annually worldwide. The increase in the frequency of mycobacterial species isolation can be 

explained by several factors, such as the increase in immunocompromised individuals, 

innovation in isolation and identification techniques, increased research on NTM and the 

improvement of public health services to care tuberculosis cases. Accurate identification of NTM 

species assists in clinical management and is essential to evaluate species distribution in a 

given epidemiological setting. Most identification methods are now based on nucleic acid 

techniques. This study analyzed different methods to identify a set of clinical NTM isolates, 

obtained by diverse clinical materials, from the diagnostic routine of the Tuberculosis and 

Mycobacteriosis Laboratory at Institute Adolfo Lutz, Brazil, from September 2019 to May 2020. 

For this purpose, two commercial tests were evaluated, Speed-Oligo Mycobacteria SOM 

(Vircell, Granada, Spain) and Genotype Mycobacterium CM (Hain Lifescience, Germany), and 

an in house method, hsp65 gene restriction analysis (PRA). hsp65 gene sequencing was used 

as gold standard. The PRA method correctly identified species in 164/258 (63.6%), genus in 

5/258 (1.9%), identified incorrectly 17/258 (6.6%) and did not identify 72/258 (27.9%) of the 

isolates. The SOM method correctly identified the species of only 108/258 (42.2%), genus in 

43/258 (16.7%), identified incorrectly 49/258 (19%) and was not able to identify 58/258 (22.5%) 

of the isolates. The CM method, despite having correctly identified 157/258 (60.8%), genus in 

41/258 (15.9%) and identified incorrectly 27/258 (10.5%), did not identify only 33/258 (12.8%) of 

the isolates. Three isolates had contamination could only be identified by the CM method. The 

evaluation showed the different potentials of the methods. While the PRA can identify a greater 

number of species, as it is an in house technique, it has limitations in detecting genetic material, 

resulting in the absence of an identification profile. On the other hand, commercial techniques 

are able to identify isolates even if they are contaminated. Thus, it is important for the clinical 

laboratory to evaluate the best method, or a combination of methods, considering the population 

that will be served and to stablish algorithms so that the correct identification of the species is 

made to assist the clinician in the proper therapeutic conduct. 
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