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Table. Spoligotypes of the studied LAM strains
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AIM: to evaluate seven hypervariable VNTR loci for their The optimized 11-locus panel (7 classical Mtub04 MIRU40 MIRU10 MIRU16 MIRU23

MIRU26 QUB26 and 4 hypervariable 3820, 4120, 3232, 3336) provides sufficient
discriminatory power for LAM genotype strains and could serve as a cost-effective tool

for primary epidemiological surveillance of this important M. tuberculosis lineage.
METHODS Future research will evaluate this method with more strains from more world regions.
A sample of 133 M. tuberculosis LAM strains from different locations was subjected to
spoligotyping (followed by comparison with SITVIT2) and 24-loci MIRU-VNTR typing. R E F E R E N C ES

discriminatory power among LAM-RUS strains.

Strains were assigned to LAM based on spoligotyping, detection of LAM specific SNP in Supply et al., J Clin Microbiol 2006. doi: 10.1128/JCM.01392-06.

Rv0129c or by clustering with LAM reference profiles of MIRU-VNTRplus.org tool. Allix-Beguec et al., J Clin Microbiol. 2014. doi: 10.1128/JCM.02519-13.

Seven hypervariable VNTR loci (3820, 4120, 3232, 1982, 21364, 3155, 3336) were Mokrousov et al., Mol Phylogent Evol. doi: 10.1016/j.ympev.2016.03.020.
additionally genotyped. MIRU-VNTRplus.org and PAUP software were used for phylogenetic Mokrousov et al. J Bacteriol 2013. doi: 10.1128/JB.01485-13.

analysis of the VNTR data, treated as discrete variables. The Hunter-Gaston Index (HGI) was Goig et al., Nature Reviews Microbiology 2025. doi: 10.1038/s41579-025-01159-w.
used to assess the discriminatory power of individual loci and their combinations. Gibson et al. J Clin Microbiol 2008. doi: 10.1128/JCM.02231-07.
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