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Fig.1 SMoV PCR test results
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Fig. 2 Incidence rate of strawberry mottle virus

in different areas of Shanxi province
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Table 1 Genetic diversity of 35 different SMoV isolates
205 Group M K Hd S b Ka Ks w FulLi’s D Fu&.Li’s F Tajima’s D
2 1 Group 1 28 19.64 0.997 85 0.042 6 0.005 7 0.164 4 0.034 6 —0.523 67 —0.61130 —0.506 33
2 2 Group 2 7 11.43 0.952 29 0.024 8 0 0.106 7 0 —0.38128 —0.37533 —0.196 52
H1/H 2 ar - - o a1 - ; - .
. B 35 38.98 0.997 128 0.084 5 0. 009 6 0.332 2 0.028 9 0.313 34 0.385 85 0.346 19
Group 1/Group 2
& 2 SMoV B | & £ 5> 4k 59 fl it
Table 2 Estimates of genetic differentiation among SMoV populations
21 5 * * Ks™ ,Kst” * 7" Snn .
Group Ks Kst P-value Z P-value Snn P-value Fst
2 1 Group 1 2.782 33 —0.018 52 1. 000 0 6.414 55 1. 000 0 0.023 81 1.000 0 —0.037 04
2 2 Group 2 2.356 05 —0.083 33 0.999 0 3.722 11 1. 000 0 0.095 24 1. 000 0 —0.166 67
4 1/4 2 - - * x - - -
2.713 58 0.176 45 0.000 0 4. 944 56 0. 000 0 1. 000 00 0. 000 0 0.803 92

Group 1/ Group 2

H:Ks” L Kst” .Z" Fl Snn 2t LA B K 36 Gt 3t B0 s Fst o M 38 B o 18] A9 848 0 AL R s % . 0. 01<<P <C0.05; * % .0, 001<<P<C

0.01; * % %, P<C0.001; ns. A3,

Note:Ks " ,Kst* ,Z" and Snn are test statistics of genetic differentiation; Fst. the extent of genetic differentiation between geographical

isolates; *.0.01<CP<C0.05; * %,0,001<<P<C0.01; % % x, P<C0.001; ns. Non-significant.
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Genetic Diversity of Strawberry Mottle Virus Based On cp Gene

CHEN Wei',LI Zhiwei' , YUSHANJIANG « Maimaiti’, NIE Yuanjun®,LI Yajuan',
HE Juan',CHAI Min' and LUO Yongping'

(1. College of Life Sciences,Shanxi Normal University, Taiyuan 030000,China;2. Key Laboratory of Integrated Management
of Harmful Crop Vermin of China North-western Oasis,Chinese Ministry of Agriculture,Research Institute of Plant
Protection, Xinjiang Academy of Agricultural Sciences, Urumqi 830091, China;3. Shanxi Agricultural University, Taiyuan

030000,China;4. Tongren Agricultural Science and Education Information Station, Tongren Guizhou 554300,China)

Abstract A systematic study of the distribution,structural variation and genetic diversity of SMoV in
Shanxi will lay a theoretical foundation for the prevention and control of strawberry virus diseases. In
this study,159 strawberry leaves were randomly collected from 7 major strawberry cultivation areas in
Shanxi and constructed RT-PCR detection. The ¢p genes of positive samples were sequenced and ana-
lyzed through MEGAS5,SDTv 1. 2,DnaSP v5. 10 and RDP v. 4. 31,RT-PCR detection showed that 65
samples of the 159 strawberry leaves were positive with a detection rate of 38. 46%. The 65 positive
samples were isolated,sequenced,and cloned to obtain 16 SMoV isolates. The phylogenetic tree analy-
sis,using a dataset that included 19 online SMoV isolates, showed two distinct groups: Group 1.con-
sisting of 28 isolates from China,and Group 2,comprising 7 isolates from Canada,Japan,and the Unit-
ed States. Selective pressure analysis and neutrality testing indicated significant genetic differences be-
tween these groups, with negative neutrality test results suggesting SMoV population expansion. Se-
quence similarity analysis displayed that the nucleotide identity range and the consistency range of
amino acids was 81. 34% —100% and 94. 77% —100% respectively, which showed high similarity.
This study demonstrated that SMoV has high genetic variation, and the negative selection pressure
may be the cause of SMoV genetic diversity, which provides a theoretical guidance for SMoV in
Shanxi.

Key words SMoV;cp gene; Genetic diversity
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