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Identification of pathogenic bacteria carried by Blattella germanica

in urban communities by 16S rRNA sequence analysis
TANG Zhen-qiang'?, ZHAO Qi*, LIU Ji-qi’, GUO Xiang-shu®

1 Zhengzhou University, School of Public Health, Zhengzhou 450003, Henan Province, China; 2 Henan Center for Disease Control
and Prevention, Zhengzhou 450016, Henan Province, China

Abstract: Objective To investigate the pathogenic bacteria carried by Blattella germanica in the urban communities of Henan
province, China by 16S rRNA sequence analysis. Methods A universal primer for 16S rRNA was designed, and the single
colonies isolated from the body surfaces or inside the bodies of B. germanica samples were treated by PCR amplification with the
primer. The amplification products were sequenced and then identified using Basic Local Alignment Search Tool (BLAST), and
the sequences that shared the highest similarity with the amplification products were selected. Results The identified pathogens
included 2 pathogenic bacteria, Shigella flexneri and Salmonella enteria subsp. enterica, 5 conditionally pathogenic bacteria,
Enterobacter cloacae, Citrobacter koseri, Klebsiella pneumoniae, Escherichia coli and Serratia sp., and 2 engineering bacteria,
Bacillus halodurans and B. amyloliquefaciens. Conclusion In the urban communities of Henan province, B. germanica is a

pathogen vector, which cannot be neglected; 16S rRNA sequence analysis can be used as a method for rapid identification of
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pathogens, which is helpful to vector risk assessment.
Key words: Blattella germanica; Pathogen; 16S rRNA

R4 =2 WA T2 = /N (Blattella germanica)
1 3E N K8k (Periplaneta americana) , H:Hp LD TS [E /)N
Wi hy 2 X DA, o A SR 90% LA | E Wi BE
g4ty Z2 R BT T, IX LA A PT  RS A 48 TR A e
U 58 DL R L RE 55, A ik B SO
2010 4E70] B 4 2> 237 B o A ) e 35 ) A 38 s 77
INIR A R 11.97% , 883 4 [ 5% T2s I A & il
ST B e i IR AR UE ', ARG 4 R DL Sk
AT e 4 A ] N R L R A S R 1O o

16S rRNA J& X (rDNA) J&: F R FH 5 ) B9 90 11
AR I B BE TR 2 — | T A T A T A A% A
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