Journal of Plant Pathology
https://doi.org/10.1007/542161-024-01709-w

DISEASE NOTE

®

Check for
updates

First report of cherry green ring mottle virus in sweet cherries in

Slovenia

A.Beber'® . J. Lamovsek’

Received: 8 April 2024 / Accepted: 16 July 2024
© The Author(s) 2024

Keywords CGRMYV - Robigovirus - Sweet cherry Slovenia

Cherry is a commercially important fruit tree worldwide.
Although the majority of the production in Slovenia still
relies on old extensive plantations, new cherry orchards
are planted each year. The genus Robigovirus consists of
five viruses of which four are known to infect sweet cher-
ries including cherry necrotic rusty mottle virus (CNRMV),
cherry green ring mottle virus (CGRMYV), cherry rusty mot-
tle-associated virus and cherry twisted leaf-associated virus.
To check for the presence of CGRMYV in sweet cherries, 69
sweet cherry samples were collected in orchards in differ-
ent regions of Slovenia between 2019 and 2023. Total RNA
was extracted as previously described by Virscek Marn et
al. 2021. In 2019 RT-PCR was conducted using the OneStep
RT-PCR kit (Qiagen) with primer pair CGRMV1 MVM (5'-
CCTCATWCACATAGCTTAGGTTT-3'; adapted from Li
and Mock 2005)/rob re2 MVM (Virscek Marn et al. 2021)
to amplify part of the coat protein gene region. Directly
sequenced 792 bp amplicon confirmed the presence of
CGRMYV in one sample from central Slovenia (MT321352).
From 2020 to 2023 four additional samples were found
infected with CGRMYV using primer pair CGRMV1 MVM/
rob re 1 MVM (Virscek Marn et al. 2021) located on the
same genome region. Only three sequences were depos-
ited in the NCBI (OM451235, PP421047, PP421048)
because two sequences obtained in 2020 were identical
(OM451235). Additionally, CGRMV specific primer pair
401 h/401c (Zhang et al. 1998) amplifying part of rep-
licase and triple gene block region was used to confirm
CGRMYV infection in selected samples and amplicons of
expected size were obtained. Slovenian sequences represent
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two groups based on nucleotide sequence identities of the
coat protein gene regions. The nucleotide sequence identi-
ties within groups were over 98% and 93.9-94% between
groups. The first group consisted of two isolates from an
unknown cultivar in different locations in central Slovenia
with the first isolate (MT321352) showing 98.9% identity
with Bulgarian isolate PV021-54S2 (OP921093) and the
second isolate (PP421047) showing 98.6% identity with
Polish isolate HI28 (JX468875). Sequences from southwest-
ern (OM451235) and southeastern Slovenia (PP421048)
formed another group with 99.2% and 98.9% identitiy with
American isolate F (AF533150), respectively. The incidence
of CGRMV was relatively low (7%, 5 out of 60 samples).
This is the second robigovirus detected in sweet cherry trees
in Slovenia after the discovery of CNRMV in 2019 (Virscek
Marn et al. 2021).
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