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Detection and sequence analysis of Bell pepper alphaendornavirus
infecting Apium graveolens
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Abstract Viral pathogen that caused Apium graveolens wrinkled disease, was identified by double-stranded RNA
(dsRNA) extraction and sequence-independent amplification (SIA). The results of SIA and sequencing showed
that A. graveolens was infected by Bell pepper alphaendornavirus (BPEV). To further characterize the BPEV
strain from A. graveolens (BPEV-QC) , specific primer pairs were designed for RT-PCR according to the results of
SIA. Sequence alignments showed that BPEV-QC shared high homology (80. 0% —97. 8%) with BPEV isolates
(IS, Maor, Kyosuzu, BPEV, 1j. BPEV-YW), but shared low homology (30.6% —37.6%) with other Endornavi-
ridae isolates, Phylogenetic analysis based on nucleotide sequences of BPEV-QC and other Endornaviridae isolates
showed that BPEV-QC was most closely related to Endornaviridae isolates (IS, Maor, Kyosuzu, BPEV, 1j), and
these isolates formed an independent branch.
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Fig. 1 Symptoms of diseased Apium graveolens
in the field
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Table 1 Sequences of primer pairs used for SIA and

RT-PCR amplification
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Primer name Primer sequence(5'-3")
XTN269 AAGCAGTGGTATCAACGCAGAGNNNNNN
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M: DL2000 DNA Marker; 1~3: J&JpttEk; 4: R
M: DL2000 DNA Marker; 1-3: Infected plant; 4: Healthy plant
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Fig. 2 Electrophoresis of SIA products of diseased

Apium graveolens leaves
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Fig. 3 Electrophoresis of RT-PCR products of

Apium graveolens leaves
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Table 2 Percentage of nucleotide identities between BPEV-QC and other 13 reported Endornaviridae isolates
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Fig. 4 Phylogenetic tree of BPEV-QC and other 13

reported Endornaviridae isolates
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