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The alignment of S RNA sequences in Tospovirus
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Abstract: The nucleic acid and protein sequences on NSs, N and S RNA full-length sequences of Tospovirus genus were
downloaded from NCBI database, and they were aligned by bio-informatics software DNAstar, DNAMAN and NPSA.
It was demonstrated that homology between CCSV and TZSV was 85.8% on homologous phylogenetic tree on NSs
protein sequences, homology between IYSV and TYRYV reached 90%, homology between MYSV and PSMV was up to
97.5%. There are 7 groups of high homology with analysing the N protein sequences. Tospovirus is rich in non-polar
amino acids but polar-acid amino acid is the lowest. At the same time, by alignment TSWV strains between
resistance-breaking strain and wild strains on NSs, N nucleic acid and protein sequences, amino acids and the protein
secondary structure with no significant differences found.

Key words: Tospovirus; nucleocapsid protein sequences; non-structural protein in the S RNA full-length sequence;
resistance-breaking
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Table1 The accession numbers of nucleic acid and protein sequences of Tospovirus in the study

o . N FHBERS
FE Tospovirus B R ETPZE N NS S RNA 2531

1 CaCV(Capsicum chlorosis virus) EF602029 EF602030 DQ256123
2 CCSV’(Calla lily chlorotic spot virus) AY867502 AY867502 AY867502
3 CSNV(Chrysanthemum stem necrosis virus) AF067068 — —
4 GBNV(Groundnut bud necrosis virus) AY871098 NC_003619 NC_003619
5 GRSV(Groundnut ring spot virus) AF251271 — —
6 GYSV(Goundnut yellow spot virus) — — —
7 INSV(Impatiens necrotic spot virus) AB109100 DQ425096 AB109100
8 IYSV(Iris yellow spot virus) AB378751 AF001387 AF001387
9 MYSV(Melon yellow spot virus) AB453911 AB453909 NC_ 008300

10 PCFV(Peanut chlorotic fan virus) AF080526 AF080526 —

11 PYSV(Peanut yellow spot virus) AY529714 AF013994 —

12 PSMV (Physalis severe mottle virus) AF067151 AF067151 —

13 TCSV(Tomato chlorotic spot virus) AM887766 — —

14 TSWV(Tomato spotted wilt tospovirus) AB277581 AB088385 NC 002051

15 TYFRV'(Tomato yellow fruit ring virus) AJ493270 — —

16 TYRV'(Tomato yellow fruit ring virus) DQ810195 DQ810196 —

17 TZSV"(Tomato zonate spot virus) EF552433 EF552433 NC_010489

18 WBNV (Watermelon bud necrosis virus) DQ375810 — —

19 WSMoV (Waterm elon silver mottle virus) AM113762 NC_003843 NC_003843

20 ZLCV(Zucchini lethal chlorosis tospovirus) AF067069 — —
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Fig.1 The phylogenetic tree of NSs protein sequences in Tospovirus
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Fig.2 The phylogenetic tree of N protein sequences in Tospovirus
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