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Study on molecular typing by pulse field gel electrophoresis and drug
resistance of Salmonella typhi and paratyphi in Yannan province
from 2015 to 2019
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ABSTRACT: Objective To understand the molecular typing and drug resistance of Salmonella typhi and
paratyphoid pulsed field gel electrophoresis (PFGE) in Yunnan province. Methods Molecular typing was carried
out by referring to the PFGE molecular typing method of Salmonella by PulseNet China molecular typing laboratory
monitoring network for bacterial infectious diseases. The minimal inhibitory concentration(MIC)was analyzed, and
the results of sensitivity (S), mediator (I) and drug resistance (R) were obtained according to the relevant standards of
Clinical and Laboratory Standard Institute (CLSI). Results Totally 36 strains of Salmonella typhi and paratyphi
showed 22 PFGE bands and 5 groups of dominant bands, with obvious temporal and regional homology among
strains. The highest resistance rate was 55.56% to nalidixic acid and the most sensitive to gentamicin with 100%
sensitivity. In addition, 16.68% strains were resistant to more than 3 classes of antibiotics. Conclusion The results

of molecular typing of Salmonella typhi and paratyphoid in Yunnan province indicate that paratyphoid A occurres
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locally from May to August, so the surveillance of paratyphoid A should be strengthened. Yunnan Salmonella typhi

and Salmonella paratyphoid have the highest drug resistance rate to Nalidixic Acid (NAL) and the most sensitive to

gentamicin (GEN), and the strain has multiple drug resistance.

KEY WORDS: Salmonella typhi; Salmonella paratyphi; pulsed field gel electrophoresis; drug resistance
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Cluster analysis and drug resistance profiles of 36 strains of Sal monella typhi and paratyphi
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Fig.2 Results of drug resistance analysis of 36 strains of Salmonella typhi and paratyphi
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Table 1 Results of multiple drug resistance of 36 strains of Salmonella typhi and paratyphi
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TET+NAL+CHL 1 2.78
3% TET+NAL+AMP 1 2.78
TET+AMP+ERY 1 2.78
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TET+AMP+ERY+AMZ+CHL+CTX+CFZ+CAZ 1 2.78
L1t 6 16.68
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