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Abstract: In order to identify Turnip mosaic virus (TuMV) infection in cruciferous vegetables in Jilin province, 16
TuMV virus isolates cp genes were cloned. Sequence analysis results showed that the ¢p gene sequence identities of
16 TuMV isolates from Jilin province and 2 isolates from Shandong Province obtained in this study was 90.3%—
100%, and the nucleotide identities of the 16 TuMV isolates obtained in this study was 81.9%-99.3% compared
with other 30 TuMV isolates in GenBank. Phylogenetic analysis showed that 48 of the TuMV isolates including 16
isolates in Jilin Province, could be divided into 5 lineages. TuMV isolates in Jilin province were divided into 2 lin-
eages corresponding to basal-B and word—B. Basal-B was the dominant isolates. But there was no isolates divided
into the Asian—BR, basal =B and OMS lineages. The recombinant analysis of ¢p gene coding region of 18 TuMV iso-
lates obtained in this study found that no recombinant phenomenon occurred. The results of selective pressure analy-
sis showed that ¢p coding region was under negative or purified selective pressure, in which the selection pressure of
the isolates in Asian—BR lineage was low, and that of the isolates in World—B lineage was the highest.
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AB093622 2] Brassica pekinensts Japan BR
AB093620 59) Raphanus sativus Japan BR
HQ446217 BJ-C4 Unknown China Unknown
AB093601 Call Calendula officinalis Ttaly BR
AB252103 CH6 Raphanus sativus China BR
AB093626 CHN1 Brassica sp. China BR
AB701701 DEU4 Lactuca sativa Germany BR
AB093623 DMJ Raphanus sativus Japan BR
AB701705 ErulD Eruca sativa Italy
AB701696 GK1 Maithiola incana Greece
AB093602 IS1 Allium ampeloprasum Israel
AB701721 ITA2 Cheiranthus cheirt Italy BR
AB701725 ITA8 Abuitilon sp. Italy BR
KM094174 JPN 1 Raphanus sativus Japan Unknown
AB093605 KEN1 Brassica oleracea Kenya B
AB252124 KWB778] Brassica oleracea Japan B
AB252130 ND10J Raphanus sativus Japan BR
AB701727 NLD2 Brassica oleracea Netherlands B
AB701690 oM Orchis militaris Germany DI
AB701691 OMA Orchis militaris Germany DI
AB701692 ORM Orchis morio Germany (B)
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AB701693 0S Orchis simia Germany DI
AB093603 PV0104 Lactuca sativa Germany BR
AB105134 Tu-3 Brassica oleracea Japan B
AB362513 TUR9 Raphanus sativus Turkey B(R)
AF169561 UK1 Brassica napus UK B
AB701741 USA6 Raphanus sativus USA BR
EU734434 WFLB06 Raphanus sativus China BR
AF530055 YC5 Zantedeschia sp. China BR
KF246570 ZH1 Phalaenopsis sp. China Unknown
KR153038 CCLB Raphanus sativus China Unknown
KR153039 LWLB Raphanus sativus China Unknown
KR153040 WFLB14 Raphanus sativus China Unknown
JF314859 WRJCLO9 Raphanus sativus China Unknown
JF314850 GRJCLO9 Raphanus sativus China Unknown
JF314854 RRHD10 Raphanus sativus China Unknown
JF314847 CCJSL10 Brassica pekinensis China Unknown
JF314860 WRJCL10 Raphanus sativus China Unknown
JF314848 GRJCJO9 Raphanus sativus China Unknown
JF314857 WRJCJO9 Raphanus sativus China Unknown
JF314855 RRJCJO9 Raphanus sativus China Unknown
JF314852 PRJCJO9 Raphanus sativus China Unknown
JF314853 PRJCJ09.1 Raphanus sativus China Unknown
JF314858 WRJCK09 Raphanus sativus China Unknown
JF314849 GRJCK09 Raphanus sativus China Unknown
JF314846 CCJCJO9 Brassica pekinensis China Unknown
JF314856 RRJNO9 Raphanus sativus China Unknown
JF314851 PRJCCO9 Raphanus sativus China Unknown
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