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GTCTTCTCCCGCGTGTACCTCTCTAGTATTCCAGGGGAAAACTTGTGAGGAACACAAATATAATAATAATCTTTTGTC
ATGGCAAGCGGTAAGGCAACTGGAAAGACAGATGCCCCAGCTCCAGTCATCAAACTAGGACCACCAAAGCCACCTA
AAGTTGGTTCTTCTGGAAATGTATCTTGGTTTCAAGCAATAAAAGCCAAGAAGTTAAATTCACCTCCGCCTAAGTTTG

AAGGTAGCGGTGTTCCTGATAATGAAAATCTAAAACCAAGTCAGGAGCATGGATATTGGAGACGCCAAGCTAGGTTT

AAGCCAGGTAAAGGTGGAAGAA AA('('A(deCCAGATC(.'ﬂ'GGh‘ATI'I"I‘TA('I"ATA(.T(;(}AA('A(;GA(‘CAGCCGCI'AA
CCTGAATTGGGOGTGATAGCCAAGATGGTATAGTGTGGGTTGCTGGTAAGGGT
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Fig 2 Sequenceof BV M 41N gene fragnent
GTCTTCTCCCGCGTGTACATCACTAGYATTCCGAGGGAAAACTTGTGACGAGCACTTATATAATAATAATCTTTTATCA

TGGCAAGCAGTAAGGCAGCTGGAAAAACAGACGCOCCCCGACGCCGATCATCAAACTAGGAGGACCAAAACCACCAAA

AGTTCGGOGTCCTCTGGAAATGCATCTTGGTTTCAGCCAATAAAAGCCAAGAAACTCAATTCACCTCAACCAAATTTTG

AAGGTAGTGGTGGTCCTGATAATGAAAATATTAAACCAAGICCAGCAGCATGGATATTGGAGACGCCAAGCCAGGTAT

AAGCCAGGTAAAGGCGGAAGAAAACCAGTCCCTGATGCGTGGTATTTTTACTATACTGGAACAGGACCAGCCGCTAA
CCTGAATTGGGGTGATAGCCAAGATGCTATAGTCTGGGTTGCTGGTAAGGGT
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The RT-PCR amplification and restriction endonuclease
analysisof BV N gene fragment

SUN Tao,WANG Xin,LU Ping
(College & A griculture, Shanghai J iaotong U niversity, Shanghai 201101, China)

Abstract: W e designed a pair of primers to anplify the N gene fragnent of BV M 41 and T strain
based on the reported gene sequences T he anticipated 438 bp productswere acquired A fter purification
and recovery, the productsw ere recombined into PM D 18-T vector and sequenced T he sequencew ere com-
pared w ith the reported N gene sequences and testified that the RT-PCR productsw ere correct A ccording
to the sequences,w e found some restriction endonuclease sites A t last,w e selected B stX I enzyme to ana-
lyze the wo BV strains and found the maps of the two strainsw ere significant different So we can use
thismethod (RFL P) to identify and distinguish BV M 41 and T strain
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