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Note: TH, CN and TW mean WSSV strains which were isolated from Thailand, China and Taiwan. Primers above were designed referring to

these three WSSV isolates, and "—" denotes primer pair ORF23/24-F/R can not amplify deletion region of WSSV-TH strain.
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ples; lane 10 is negative control.



5 : 1199

ORF14/15-F(668) ORF14/15-R(7247)

TH-96- 11 (6380 bp) —] 6580 —
CN(1450 bp) — a8 T —
TH(1265 bp) — | — T
TW(1442 bp) 4@ “

3 WSSV ORF14/15
5! s 3 , .
TH-96- 11 , TH-96- 11 . ORF14/15
Fig.3 Schematic representation of variable region ORF14/15 of different WSSV strains
Dark rectangle represents the 5’ end sequence of variable region, while light-colored rectangle represents the 3’ end sequence. Figures
within the rectangles are nucleotide numbers. Figures in brackets after the primer name indicate the originated and terminative posi-

tion corresponding to the TH-96- 11 strain, dotted line means sequence deletion compared to TH-96- Il strain. Segment-shaped line
indicates the region outside amplified fragment of the the primer.
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Fig.4 Schematic representation of deletion region ORF23/24 of different WSSV strains
The map numbers above the black arrows are in accordance with the numbers in NCBI database for genomic sequence of each isolate. Dark
rectangle represents the 5’ end sequence of variable region, while light-colored rectangle represents the 3’ end sequence. Figures within the
rectangles were nucleotide numbers. Figures in brackets after the primer name indicate the originated and terminative position corresponding
to the TH-96-1I strain, dotted line means sequence deletion compared to TH-96- I strain. JS represents six WSSV strains used in the re-
search, and the numbers at the top of its black arrows are according to the WSSV-CN annotation. Segment-shaped line indicates the region
outside the primers amplified fragment of the primer. Rest of the legend is similar to fig. 3.
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Comparative analysis of variable and deletion regions of white spot
syndrome virus genome among isolates in Jiangsu Province

XUE Hui, WANG Xiaofeng, DING Zhengfeng, TANG Jianqing

Freshwater Fisheries Research Institute of Jiangsu Province, Nanjing 210017, China

Abstract: We evaluated the prevalence of white spot syndrome virus (WSSV) in cultured crayfish (Procambarus
clarkii) in Jiangsu Province, China. We collected 83 crayfish during the period between July 2008 and June 2010.
Of these, 42 were tested positive for WSSV using the loop-mediated isothermal amplification method (LAMP).
Based on geographical and time considerations, we selected six positive samples for amplification of the variable
and deletion regions of the WSSV genome. In addition, we used PCR amplification to clone and sequence these
regions. We then conducted a pairwise and multiple alignment analysis to evaluate the degree of genetic
divergence between different strains. The variable region was ~1 440 bp in length in most strains, except in isolate
WSSV-XH (1 829 bp). The deletion region was 384 bp in length in six strains, and there was complete homol-
ogy among the nucleotide sequences. We compared the isolate sequences to those in GenBank and found at least
two distinct types of WSSV in Jiangsu Province. Given this, we hypothesize that the WSSV variable region and
the deletion region may have evolved independently.
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