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Abstract: Objective To understand the prevalence of different genotypes and drug resistance through 87 clinically isolated

*

drug — resistant Mycobacterium tuberculosiss ( MTB) strains in Shanxi. Methods 89 clinically isolated drug — resistant MTB
isolates were collected whose genotypes were analyzed with Spoligotyping. Results 87 clinically isolated Mycobacterium
tuberculosis strains mainly belonged to Beijing family ( 86.21% 5/87) and the proportion of non — Beijing family was 13.79%
(12/87) . Among the non — Beijing family 8 isolates were part of T family (9.20% 8/87) including TI T2 T2 -3 T3
family and 1 isolate was from the Manu family (1.15% 1/87) . Additionally 3 (3.45% 3/87) isolations were new — found.
The rates of MR - TB PDR — TB MDR - TB and other types of drug resistance in Beijing family and non — Beijing family were
38.67 % (29/75) vs 13.33 % (10/75) 42.67 % (32/75) vs5.33 % (4/75) and 66.7 % (6/9) vs 11.11 % (1/9)
22.22 % (2/9) vs0.00 (0/3) respectively. All the resistance rates were not statistically significant ( P >0.05) . Conclusion

Mycobacterium tuberculosis in Shanxi has genetic polymorphism and the main genotype is the Beijing family. There was no
significant difference in the drug resistance between the Beijing family and non — Beijing family.
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