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Distribution and Genetic Diversity of Apple Stem

Grooving Virus in Heilongjiang Province

LI Peng-ju, HOU Hao,SONG Peng-hui, YANG Guang,FANG Lei,DUAN Ya-dong

(Institute of Rural Revitalization Science and Technology, Heilongjiang Academy of Agricultural Sciences,

Harbin 150028, China)

Abstract; In order to promote the prevention of apple stem grooves disease in Heilongjiang Province, so as to

strengthen the promotion of high quality apple non-toxic seedlings and industrial upgrading. In this study,

60 suspected samples of apple stem grooving virus(ASGV) was specific detection by RT-PCR in Heilongjiang

Province. We defined the ASGV occurrence and distribution of Heilongjiang six major apple-producing areas.

The results showed that, the apple plants infected ASGV rate of Mudanjiang area and Songhua river plains

reached 100 percent. And then,the ASGV lowest disease incidence was ‘golden red’ apple varieties. ASGV CP

sequence homology and genetic diversity analysis showed that ASGV-MD] and ASGV-SH]J had a closer rela-

tionship.and a father kinship with ASGV-DN. The ASGV nucleotide consistent rate of three isolates in this tri-

al with India,Chinese Taiwan, Shandong Province and Shaanxi Province more than 98. 56 %.

Keywords: apple stem grooving virus; distribution; sequence homology; genetic diversity analysis; kinship
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