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ABTRACT 203870
L Bioassays of rice ragged stunt virus (RRSV) transmitted Dy brown plant hopper
m{BPH)(Ni/aparvata Jugens (Stahl)) obtained from Amphur Kaibangrajan, Singhaburi
Province, and infected in rice seedlings cv. Taichung Native1 showed obvious symptoms of
“the disease, and henceforth maintained. RRSV detection in infected samples was
“performed by cDNA synthesis and amplification via RT-PCR methodology using various
primers; particularly effective for both rice and BPH was the available pair of primers for
segment 8 of the viral genome. Rice samples were collected from 25 locations from nine
provinces in the central plains. RT-PCR results revealed RRSV from ten out of 25 locations
surveyed. Cloning the obtained ca. 700 bp amplicons into vector pCR-4 TOPO for
sequencing led to phylogenetic analysis. Within the limited available data, multiple
‘sequence alignments and constructed unrooted tree (phylogram) showed samples from five
locations, from three nearby provinces, to be closely related but separated from the two
,previously reported sequences from Thailand and the Phillippines in the Genbank
database. Studies from transmission eléotronmiorography “showed presence of the virus
only in infected samples. Particles of approximately 60-75 nm were found in ultrathin
sections (80 nm) of infected rice leaves and shoots and in sap samples as well. However,
in thin sections of viruliferous BPH, most RRSV particles appeared smaller—30-75 nm,

generally scattered within cells while some were included in viroplasms.





