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Abstract In this study, serious viral disease was found on Solanum melongena L. in a greenhouse in Beijing. With
high-throughput sequencing technology based on small RNAs and RT-PCR methods, it was confirmed that the
eggplants were infected by tomato spotted wilt virus and named as TSWV-eggplant isolate. Complete genome
sequence of the TSWV S RNA, M RNA, L RNA was further cloned and the phylogenetic tree was also
constructed. The results showed that the S RNA of TSWV-eggplant was closely related with isolates from
America, M RNA was closely related with isolates from China, while L RNA was closely related with isolates
from Korea. So the TSWYV isolate in this study was different from isolates reported in China and whether the
genome of the isolate was recombined from different isolates was needed to be further studied.
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Table 1 Information of primers of tomato spotted wilt virus

CIR 7 HEH JF4(5'-3") K/ bp 275 3Lk
Primer name Gene Sequence Length Reference
TSWV-861-F N TCACTGTAATGTTCCATAGCAA 861 [16]
TSWV-861-R AGAGCAATYGTGTCAATTTTATTC
TSWV-S-F S AGAGCAATTGTGTCANAATTTTKTTCBTAATC 2958
TSWV-M-F AGAGCAATCAGTGCKTCAGAAATATACC 1560 AT
TSWV-M1560-R TGATTCCTCAGCATGGGGCTTCTGG
TSWV-M1560-F TCCCAGAAGCCCCATGCTG 3216
TSWV-M-R AGAGCAATCAGTGCAAACAAAAACC
TSWV-L-F IL, AGAGCAATCTGGTAACAACGATTTTAAGC 4 600
TSWV-14600-R AACAACATTTCTGGCAGAGATGAGC
TSWV-14600-F TGTTGTTTAGAAGCATTGAAGCTC 4 313

TSWV-L-R

AGAGCAATCAGGTACAACTAAAACATATAAT
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Fig. 1 Symptoms of infected eggplant (a) and the results of high-throughput sequencing (b)
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M: DL2000 DNA Marker; CK": FHEERFHE; 1~8: JEp i 1E fh; CK: B .
M: DL2000 DNA Marker; CK": Positive control; 1-8: Diseased eggplant samples; CK™: Negative control.

2 MFERPEMHERSZN RT-PCR &R
Fig.2 RT-PCR detection of tomato spotted wilt virus in eggplant samples
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Fig. 3 Phylogenetic tree of TSWV-eggplant and other TSWYV isolates based on full-length genome nucleotide sequences
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