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Study on chicken Shigella Boydii by random amplified polymorphic DNA

YANG Xia,CHEN Lu,LIU Hong-ying, CHANG Hong-tao, WANG Chuan-qing

(Engineering College of Animal Husbandry and Veterinary Science s Henan Agricultural University s Zhengzhou, Henan 450002, China)

Abstract: [Objective] The evolutionary position of chicken Shigella boydii was determined. [Method])
The genetic diversity among strains of chicken Shigella boydii,S. Pullorum, Enteroinvasive E. coli and
Shigella Dysenteriae was studied by random amplified polymorphic DNA (RAPD) with 6 random primers.,
and some special PCR products were cloned and sequenced, Further evolutionary relationships among
chicken Shigella boydii and other related strains were examined based on sequences. [Result] Four efficient
primers were selected from six 10 bp random primers. 64 RAPD bands were identified and 3 of them were
common in all three species tested and 61 of them were polymorphic between any two strains. The percent-
age of polymorphism was 95. 3%. The primer P2 could be used to differentiate chicken Shigella boydii and
S. Pullo-rum from four bacterial strains. The result showed that the common rate of the amplified bands
between Shigella boydii and Shigella dysenteriae was 66.7% ,Shigella boydii and Enteroinvasive E. coli
was 44.4 % ,but the amplified bands produced by Shigella and S. Pullorum was much different from each
other when primer P6 was used,so the primer p6 could be used to differentiate the three species. The re-
sults for sequenced PCR products and examined evolutionary relationships showed that the chicken Shigel-
la boydii may be a new species or subspecies from human. [Conclusion) The chicken Shigella boydii may

be a new species or subspecies from human.
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Fig 1. RAPD band patterns of PCR products of 7 bacterial strains by primer P1,P2,P4,P6

A,B,C,D. RAPD band patterns of 7 bacterial strains by primer P1,P2,P3 and P4;
M. DL.2000 DNA Maker;1—7. PCR products respectively for Shigella dysenteriae 51570,Shigella dysenteriae 51105, shigella Boydi ,

Chicken Enteropathogenic Ecoli O78, Chicken Enteropathogenic Ecoli O35

51570 R &

BB 51105,

,S. Pullorum C79 and S. Pullorum O12;N. Negetive control
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Fig. 2 Phylogenetic tree of chicken Shigella boydii

(Bootstrap values are 1 000 replications; A,B,C,D repectly for adiY.yjdE .acpS.pdx] gene phylogenetic tree)
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