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Creation of drug susceptibility prediction system based on VNTR genotyping of
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The purpose of this study is to establish a system that can predict drug
susceptibility based on polymorphic tandem repeat sequence (VNTR) genotype of Mycobacterium avium
complex (MAC). Significant differences in sensitivity to quinolone were observed among groups
constructed based on the VNTR genotype of M. avium clinical isolates derived from Shimane, Tochigi,
Osaka and Fukuoka. Hence, it was suggested that the quinolone sensitivity could be predicted from
the VNTR genotype of the strain. However, it was shown that the M. avium strains derived from
Fukuoka have a different genetic background compared to the strains derived from the other three
areas. Multivariate analysis showed that, among the 15 VNTR regions (MATR-1 - 9, 11 - 16), MATR-3
region showed a significant association with quinolone susceptibility.
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Locus Mann-Whitney U test (P i)
MATRI1 0.0002 **
MATR2 0.5340
MATR3 0.0000063 **
MATR4 0.2443
MATR6 0.0263 *
MATR7 0.0003 *x
MATRS8 0.0140 *
MATR9 0.0205 *
MATR11 0.000012 *x*
MATR12 0.9576
MATR13 0.0027 *x*
MATR14 0.3242
MATR15 0.3024
MATR16 0.0735
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b) BEEMIF(EER A )ICHLT. MATR3DEHASTFXOBE DI
BEiSREEH k.
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