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Abstract: Specific primers were designed to amplify CP genes of Leek yellow stripe virus (LYSV) , Onion yellow
dwar f virus (OYDV)and Shallot yellow stripe virus(SYSV)Liu”an isolates. Then the CP genes were cloned into
pGEM-T vectors and were sequenced. Sequence analysis indicated that CP genes of LYSV,0OYDV and SYSV Liu’an
isolates consists of 864,771 and 774 nucleotide acids respectively. Multiple aligments showed that CP gene of LYSV
Liu’an isolate shared 76. 12% —84. 31% nucleotide acids identities with 68 LYSV CP genes reported on Genbank,
CP gene of OYDV Liu’an isolate shared 81. 06 % —90. 40 % nucleotide acids identities with 86 OYDV CP genes re-
ported on Genbank and CP gene of SYSV Liu’an isolate shared 88. 63 % —94. 32% nucleotide acids identities with 11
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SYSV CP genes reported on Genbank. These results indicated that the divergence in LYSV CP among different iso-

lates was high, whilst divergence of OYDV CP was moderate in different isolates. All the results indicated that the

variability of LYSV CP gene among different isolates was high, OYDV CP gene among different isolates was in the

middle and SYSV CP gene among different isolates was low. Phylogenetic analysis showed that LYSV CP had little
relationship with OYDV CP and SYSV CP and OYDV had closer relationship with SYSV than LYSV.
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Fig. 1 Aligment of nucleotide sequences of CP genes between Liu’an
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Fig. 3 Aligment of nucleotide sequences of CP genes between Liu’an isolate and other isolates of SYSV
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