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Abstract: Grapevine leafroll-associated virus 13( GLRaV-13) was reported in Japan in 2016 as a new member
of genus Ampelovirus, and have not yet been found in other countries. In this study, we adopted small RNA
sequencing to detect potential viruses in an amur grape cultivar “Zuoshan II” exhibiting chlorotic mottling. By
assembling the obtained small RNAs, 112 contig sequences showed 87.5%-100% nucleotide identity and 64.9%
coverage with the Japanese GLRaV-13 isolate al77 ( GenBank ID. NC_029783). Two sets of primers, designed
from the contig sequences, were used to amplify the c¢p and hsp70h gene sequences of the GLRaV-13 isolate,
and the sequencing results showed the obtained sequences were the specific fragments of GLRaV-13. In addition,
thirty amur grapevines and 90 other grapevines were used to detect GLRaV-13 using two pairs of primers, and
the results showed that only amur grapevines tested positive for GLRaV-13. This is the first report of GLRaV-13
in China, and the study could help improve the sanitary status of grape cultivars in China.
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Table 1 The primers for the amplification of GLRaV-13
Primer Sequence(5'-3") Gene Size/bp
GL13CP13528-1a TCGTCAGGAATGGTACAGCCG
GL13CP14124-1b GCGCCAAAACCTTCTGATTCG P o7
GL13HSP10663-1a AACAGAGGCGGAGACTCAGAC
hsp70h 1 204

GL13HSP11864-1a

AGTCTTAGGCCACCCAACGTC
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Fig. 1 PCR amplification results of GLRaV-13
cp and hsp70h gene sequences

M. DL2000; 1, 3: CK (=) ; 2: cp gene; 4: hsp70h gene.
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