HETRA TR F AR 2018 4F 7 A48 39455 7H]  Chin J Epidemiol, July 2018, Vol.39,No.7 . 083 -

- S ST TE -

AR IREL 2017 457 15 U IR 011 5

EWAE TEW Fam IRk KEm BRAE M Im

671000 X2, =) B3y Al 6 T Zd B B R REEAGERARAELEET =8
ANETA S REBGEHRAIH P (GW4E. T EW B m 3% KREM KA.
EMs); 102206 AL 7%, F B R ATAL 325 PS4 Fem TR 425 B 45 Feom Ty 4= 4 B 7
FTEEEE(SME)

BAEEH 4%, Email: liwei@icdc.cn; EM5, Email:wp030801@126.com
DOI:10.3760/cma.j.issn.0254-6450.2018.07.022

(FE] BH 720174 2 A DS E B 5 B 1 B TR 14 3 DR 43, A2 b 1) BRUPE Bl
FRULRL R . ik SRAIZE R A B (DFR) CRUHE RA% i (8] b 0] SC 8 52 )7 31 (CRISPRs) 12 {3
SRR H R R Y 5 50T (MLVA ) 3 ROy Xt 10 #5485 D EL B 7325 BURE B EA 740 B, I 10 Bk
FRE A S AR AT RE VRl B AR O3 R AR T, G5 R AP ERURE AR 5 1 V1 BRUE e Y b TR e
BA7#H 1R %) DFR % (Genomovar 05 1) J2 CRISPRs % (Ca7 #%,22 %) , £ MLVA 22540 Fr v, 8 ¢
FLPE T ok 5 Y B BRUSE TR R S T R — AR L P Z TR 2 A s (N2117 , M23) I 25 5
538 2017 4F = 44 K SRUIE Rl Ak g O T L R 2 VRt P o LA AR 8 ) R R , 8 PR L1
AT RESE VT eI —2 M R B 25

(e8] BRE; BECHE 207l 208k H HR TR B P81 T

EETH: BEALRREILE(81160354); ~FE P E AR AN K NG & AA HEF2I0
H(2014HB037); =M BE2F2E R S AR50 H (D-201652)

Source tracing of the Yersinia pestis strains isolated from Heqing county, Yunnan province in
2017  Shi Liyuan, Ding Yibo, Tan Hongli, Guo Ying, Zhang Haipeng, Duan Cunjuan, Li Wei, Wang
Peng
Yunnan Provincial Key Laboratory for Zoonosis Control and Prevention, Yunnan Collaborative Innovation
Center of Public Health and Disease Control and Prevention, Yunnan Institute for Endemic Diseases
Control and Prevention, Dali 671000, China (Shi LY, Ding YB, Tan HL, Guo Y, Zhang HP, Duan CJ],
Wang P); State Key Laboratory for Communicable Diseases Control and Prevention, National Institute for
Communicable Disease Control and Prevention, Chinese Center for Disease Conirol and Prevention, Beijing
102206, China (Li W)
Corresponding authors: Li Wet, Email: liwei@icdc.cn; Wang Peng, Email: wp030801@126.com

[Abstract] Objective To understand the genotype of the Yersinia (Y.) pestis strains isolated
from Heqing county, Yunnan province in 2017 and provide evidence for the prevention and control of
plague in this area. Methods Ten Y. pesiis strains isolated from Heqing were typed by the detections
of different region (DFR) and clustered regularly interspaced short palindromic repeats (CRISPRs) as
well as multiple-locus variable-number tandem repeat analysis (MLVA). And the results were
compared with those of the 93 Y. pestis strains from the adjacent plague foci of Heqing obtained from
the established database for clustering analysis. Results The results showed that Heqing strains had
the same type of DFR (Genomovar 05) and CRISPRs (Cluster Ca7, Type 22) with isolates from the
plague focus in Lijiang. Heqing strains and Lijiang strains were in the same cluster in MST and only
VNTR loci N2117 and M23 of Heqing strains were different from that of Lijiang strains. Conclusion
The Y. pestis strains isolated from Heqing in 2017 were highly homogenous with the strains isolated
from wild rodents in plague focus in Lijiang, and Heqing plague might be the result of further
southward spread of Lijiang plague.
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