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Eight viruses were detected from Xinjiang grapes by deep sequencing of virus-
and viroid-derived small RNAs
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Table 1 The detection results for virus/viroid samples from different grape fields by RT-PCR

Hb 45 Location

Kl 5 (BHPERURE 520 Detection results (No. of positive/No. of samples)

HSVd GRSLaV ~ GFkV ~ GYSVdl  GYSVd2 GLRaV-2 GPGV  AGVd
IR Khorgos 15/15 10/15 12/15 8/15 8/15 8/15 0/15 0/15
A1 F Shihezi 8/8 0/8 2/8 0/8 0/8 4/8 0/8 0/8
B3 Changji 5/5 0/5 1/5 0/5 0/5 2/5 0/5 0/5
/R #1 Korla 3/5 2/5 3/5 2/5 3/5 3/5 0/5 0/5
FEL70 [ No. 70 Corps of Yili  7/7 4/7 0/7 3/7 2/7 5/7 0/7 1/7
HEL 61 [ No. 61 Corps of Yili ~ 10/12 5/12 0/12 0/12 4/12 8/12 1/12 2/12
411 Total 48/52 21/52 18/52 13/52 17/52 30/52 1/52 3/52
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