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Tab.1 Information of GSIV epidemic strains
virus strain sampling date sampling location clinical symptoms specification

JZ104 2010-10-04 . .
Jingzhou, Hubei
PN110 2011-11-10 . .
Pingnan, Fujian
LY126 2011-12-06 .
Lueyang, Shaanxi
NS126 2011-12-06 . .
Ningshan, Shaanxi
CS129 2011-12-09
Changsha, Hunan
CS239 2012-03-09
Changsha, Hunan
SZ319 2012-03-19 .
Sangzhi, Hunan
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Huzhou, Zhejiang
JGS430 2012-04-30 . . .
Jinggangshan, Jiangxi
LS913 2012-09-13

Lishui, Zhejiang
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Fig. 1 The CPE of GSIV JZ104 strain infection in EPC cell line

A: Normal EPC cells; B:The CPE of GSIV JZ104 strain at 2nd passage at 6 dpi.
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Fig. 4 Divergence comparison of GSIV epidemic strains on MCP aa sequences
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Isolation and analysis of MCP gene in giant salamander iridovirus

epidemic strains

XU Jin, ZHANG Hui, XIAO Hanbing, ZENG Lingbing

Yangtze River Fisheries Research Institute, Chinese Academy of Fishery Sciences, Wuhan 430223, China

Abstract: Giant salamander iridovirus (GSIV) is a viral pathogen, recently discovered in China, that causes mass mortal-
ity of farmed giant salamander (Andrias davidianus). Our objective was to evaluate the epidemiology of the disease and
document genotype differences among strains isolated during epidemics at the major giant salamander breeding areas in
China between 2010 and 2012. We performed molecular detection, virus isolation and propagation, and viral titer determi-
nation. Additionally, the major capsid protein (MCP) genes of the virus strains were sequenced and analyzed. The 10 sam-
ples that were collected from Shaanxi, Hubei, Hunan, Zhejiang, Jiangxi, and Fujian provinces tested positive. We subse-
quently obtained 10 GSIV epidemic strains by cell culture. Sequencing and comparative analysis of the MCP genes of the
10 epidemic strains revealed the nucleotide sequences had 99.7%-100% similarity and there was little difference among
the deduced amino acid sequences. This suggests that all the epidemic strains are of the same genotype. The phylogenetic
analysis suggested that the GSIV and frog virus strains clustered into different two branches, but the distance between
branches was relatively minor. Our results provide a foundation for the development of a GSIV vaccine.

Key words: giant salamander iridovirus (GSIV); epidemic strains; major capsid protein (MCP); gene sequence;
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