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[Abstract] Objective To study the lineages of rabies virus and the epidemic characteristics in
different provincial populations of China, to provide information for the development of control and
prevention measures in each respective provinces. Methods Full length N and G genes and
full-genome of epidemic strains of rabies virus collected in China were downloaded from GenBank
and combined with newly sequenced strains by our lab. Each strain was classified under six lineages of
China rabies by constructing phylogenetic trees based on the N or G sequences. Numbers of strains
and lineages in each province were counted and compared. Results ~ Six lineages (China I —VI) were
prevalent in China, with 4 found in Yunnan and Hunan. In 6 provinces, including Henan and Fujian , 3
lineages were found. In 8 provinces, including Shanghai and Jiangxi, 2 lineages were found Only 1
lineage, were found in Beijing, Tianjin and other 12 provinces. the China I, was the dominant one in 25
provinces. In recent years, China Il had been found in wild animals and spread over livestock in Inner
Mongolia and Xinjiang areas. Qinghai and Tibet had been influenced by China IV, which also been
found in wild animals of Inner Mongolia and Heilongjiang. Conclusion There had been obvious
differences in lineages and strain numbers of rabies virus identified in different provinces in China.
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