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Study on the Characteristics of Molecular Epidemiology for Salmonella typhi Isolated in China 1 . Analysis of
165 rRNA Gene Restriction Patterns (16S rRNA GRP) of S. typhi Isolated in China X« Wen-bin. Qi Guo-
ming s Liu Yan-qing. Institute of Epidemiology and Microbiology, Chinese Academy of Preventive Medicine,
Beijing 102206

16S rRNA gene,a highly conservative gene in molecular evolution, was labeled with digoxigenin-11 dUTP
by PCR. Using it as a probe, we investigated the 16S rRNA gene restriction patterns (16S rRNA GRP) of S.
typhi after their chromosomes were digested with Pst 1. Results show that the Pst T 165 rRNA GRP ap-
pears obvious polymorphism in strains of distinctive sources. The fragments containing 16S rRNA gene are
sized 7.0-26. 5kb in 16S rRNA GRP of Pst T .119 strains can be divided into 38 ribotypes. Most of the
strains causing outbreaks from Dalian in 1990 and strains isolated during the pandemic from Yili, Xinjang in
1991 have the same ribotype; some ribotypes contain epidemic strains which are from different geographic ar
eas; some strains from sporadic cases have their unique ribotypes. We also find the 168 rRNA GRP with st
I of S. typhimurium rather different from that of S. zyphi. Data from {urther analysis of Pst 1 ribotypes by
mean-linkage clustering method show that pandemic strains, outbreak strains and epidemic strains cluster at
0. 55 in genetic distance ; nonepidemic strains and strains from sporadic cases gather to form another cluster at
0. 70 in genetic distance. Ribotype of strain 251, which was isolated forman asymptomatic carrier is different
from the two clusters. The ribotype of S. typhimurium is apparently far distant, comparing with that of S.
typhi.

Key words S. typhi 165 rRNA GRP Molecular epidemiology
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