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We surveyed the occurrence of Japanese yam mosaic virus (JYMV) on Yam in Gyeongsangbuk-
do pronvince from 2013 to 2015. The symptoms of JYMV were yellow stripes and chlorosis in yam
leaves and the infection rate was ranged from 33.6% to 40.8%. We determined nucleotide sequence
encoding the polyprotein of JYMV isolate BRI from yam leaves using next-generation sequencing
(NGS) method. The partial nucleotide portion (7,736 nucleotides) of the genomic RNA of the JYMV
isolate BRI has been sequenced (accession No. KU309315). The region sequenced includes a single
open reading frame (ORF) encoding a polyprotein composed of 2,497 amino acids containing the coat
protein (CP) and 3’ untranslated region (UTR). The genomic organization of this isolate shows almost
the same to that of other members of JYMV. The JYMV isolate BRI showed 77% to 79% nucleotide
identity with the Japanese and Chinese strains and isolates. This is the first report of the genome
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H}o] 2 A= Broad bean wilt virus (BBWV) (Kobayashi 5, 1999;
Kwon <5, 2016), Chinese yam necrotic mosaic virus (ChRYNMV) (Fu-
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A oA JYMV B E S F 5ol A< primerZ (forward:
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9SS X g rHTable 1, Fig. 2).
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ZFA B 7] A E 4] HH (next-generation sequencing, NGS)
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Fig. 1. Symptoms of virus disease in yam leaves. (A) Healthy. (B)
Yellow stripes and chlorosis.
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Table 1. Detection rate of JYMV on Yam in Gyeongbuk province
from 2013 to 2015

Year No. of samples Detection rate of
) P JYMV (%)

2013 30 400

2014 250 336

2015 250 40.8

JYMV, Japanese yam mosaic virus.

g 11

Fig. 2. Detection of Japanese yam mosaic virus by RT-PCR. M,
molecular weight marker 100 bp ladder; 1-11, sample; P, positive
control; N, negative control.
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Fig. 3. Phylogenetic relationship among the coat protein amino
acid sequences of various Japanese yam mosaic virus strains and
isolates. The sequences was analysed using the neighbor-joining
method and the numbers on the nodes represent the percentage
of 1,000 bootstrap replications. The GenBank accession numbers
are given in parentheses.
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