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Hollyhock (Alcea rosea) plants showing leaf vein clear-
ing and mottle symptoms were collected in May 2016 
from a park in Chaoyang district, Beijing, China. Some 
aphids were observed on symptomatic leaves. Ten leaf 
samples were tested using cucumber mosaic virus, 
hibiscus chlorotic ringspot virus, lettuce mosaic virus, 
potato virus Y, tomato mosaic virus and potyvirus group 
ELISA reagents from Agdia Inc., and also used for RNA 
extractions and reverse transcription (RT)-PCR test. 
All samples tested negative for these five viruses by 
ELISA and RT-PCR. Two of ten plants tested potyvirus 
group positive by antigen coated plate (ACP)-ELISA. 
To identify the specific potyvirus, RT-PCR was carried 
out on total RNA from each ACP-ELISA positive hol-
lyhock, using potyvirus group-specific forward (poty-
virid primer 2) and reverse (potyvirid primer 1) primers 
that amplified a 3′ terminal 1800-bp fragment including 
part of the nuclear inclusion b, complete coat protein 
region, and 3′ untranslated region (Gibbs et al. 1997; 
Parrella et al. 2015). The purified PCR products were 
cloned into the vector pMD18-T. Three clones were 
sequenced for each sample. Nucleotide sequence com-
parisons revealed the 3′ terminal portion of the genome 
of the virus infecting hollyhock (GenBank Accession 
No. KX426562.1 and KX426563.1) shared 88% ~ 90% 
nucleotide and 93% ~ 94% deduced amino acid sequence 
identity with previously reported Malva vein clearing 
virus (MVCV) sequences (FJ561293.1, FJ539084.1, 
EU884405.1, MN116683.1 and KX462994.1). Nucleo-
tide sequence identity was 99.67% between KX426562.1 
and KX426563.2. Phylogenetic analysis of the coat 

protein amino acid sequence revealed that Beijing iso-
lates clustered with other MVCV isolates and had a close 
relationship with Italian isolates DS-Ba-01 and Napoli, 
confirming that the virus infecting hollyhock plants was 
MVCV, previously reported in other regions of China 
(e.g., Wang et al. 2020). To our knowledge, this is the 
first report of MVCV infecting hollyhock plants in Bei-
jing, China.
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