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[Abstract]  Objective To study the genotyping of Bacillus anthracis based on multiple-locus
variable-number tandem repeats( VNTR) in the B. anthracis genome. Methods We selected 13 VNTR
loci (which cited from published articles) to study 88 strains of B.anthracis isolated from China. The
methods used were: (1) Selecting the primers which were at both ends of the tandem repeat locus; (2)
Amplifying the sequence of the locus by PCR; (3) Detecting the PCR products by agarose gel and
polyacrylamide electrophoresis; (4 ) Analyzing the PCR products and computing the molecular weight by
analysis software of gel images; (5) Double-checking with sequencing results; (6) Reckoning the repeat
numbers and study the VNTRs loci characters. Results (1) We used multiple-locus variable-number
tandem repeat analysis (MLVA) to characterize 88 B. anthracis isolates from diverse geographic locations
which were divided into 45 MLVA genotypes and 3 groups through cluster analysis. The genotypes was
relative to restricted geographical region. It seemed clear that the multiple isolates from the same anthrax
outbreak frequently having identical genotypes. (2)Results from VNTR analysis showed that A16R vaccine
strain isolated from China was having the nature of representativeness in the country. Conclusion Analysis
showed that the VNTR patterns was an appropriate study method for B. anthracis genetic diversity from
different geographical areas and different time. Isolates from the same anthrax outbreak had identical
VNTR genotyping.
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VrrA 12 7,8,9 3 0.07
VrrBlL 9 15 1 0.00
VrrB2 9 6,7 2 0.03
VrCl 36 4,7,9,10 4 0.64
VrrC2 18 12,16,20 3 0.27
CG3 5 3,4 2 0.30
DC3 15 24,26,27,28,29 5 0.58
DC13 9 16,22,23,54,62,67,113 7 0.73
VrrE 39 4,5,6,7 4 0.48
VrrF 15 5 1 0.00
VG 18 12,23,25 3 0.09
VrrK 27 12,16,18,19,21,24 6 0.36
VM 42 8,10 2 0.04
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