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Amplification of Pollen Fertility Gene MS2Bnap Full-length
¢DNA from Brassica napus Using SOE by PCR
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(Center for Biotechnology , SUTH west Agricultural University ,Chongging 400716 ,China)

Abstract : SOE by PCR is one of DNA shuffling technologies for molecular evolution engineering. Using the theory of

SOE by PCR,the full— length cDNA sequence of pollen fertility gene MS&2Bnap of Brasscia napus was amplified

with three obtained fragments as templates which have part overlapping of MS2Bnap sequence,
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Fig. 1 Agarose gel electrophoresis pattern
of three pairs primer
Lane 2 and 3. The products of PCR with Primer]
and Primer? for fragment 1{1~799hp};

Lanc 4 and 5; The products of PCR with Primer3
and Primerd for fragment I1(732~~ 1502bp) ;
Lane 6 and 7:the praducts of PCR with Primerd
and Primer§ for fragment TII (1441~1927bp);
Lane 1;Marker, Lane 2,4,6:products of malc fertile

lane, Lane 3,5,7 . products of male sterile lane,
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Fig.2 Results of amplified with mixture of three
amplification products,osing Primerl and Primeré
Lane 1;Matker; Lane 2,Products of PCR in $45B;
Lane 3;Products of PCR in S45A,
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ATGGAATGGACAGTTTACTGTCTTAGTCTAAAAATGAACCTTTCTCTATTICTTATTTCTTAGTTTGTGATGGAAGCTCTCTICT
TGAGTTCTTCITCCTCCTCCATTGCTGCTICAATCAAGCTTTCAAGATTACA CGACCGTCGTGACTGGTGCACTTTGTTAAGG
GACAAGAAAAGGOTAGGACCCACCTOGTOCOGOGTAGGTGGTGETGGOGGTGATGGGAGAAACATCAAACCAGAGAGGCC
TATTAGGGTCTCATCGCTTITGAAAGACAGAGGTCAAGTATTGATTAGOGAACAGAGTTCGCCTGCTATOGACGCTGAGACA
TIOGTTCTGTCACCTAATGTGAATGGTACAGCCATTGAGATGAATGOAGTUAAAACTCTGATGCCTTTCAATGGTGC TGATAT
GGTGGGGATCAAACAAGGACTTGGCATCGTTAGTTATCTACAAGGGAAGACGTTTCTAATCACTGGCTCCACTGOCTTCTTA
GCTAAAGTACTGATTGAGAAGGTCTTGAGAATGGCTCCTGATGTTGGGAAAATATATC TCTTGAT TAAAGCTAAAAACAAAG
AAGCAGCGATCCAGCGGTTAAAGAACGAGGTGTTAGATGCAGAGCTTTTTAAAAATCTAAGAGAGACTCATGGAGCATCTTT
CATGTCTTTCATGTTAGACAAGCTTGTCCCTGTGACAGGAAACATTTGUGATTCAAACATTGGGTTGCAAACAGATTCAGCA
GAGGAGATTGCAAAAGAAGTTGATGTGATTATCAACTCAGCTGCCAATACAACCTTCAACGAAAGATATGATGTTGCTTTGG
ACATAAACACACGAGGGCCTGGTAATCTCATGGGAT TCGCCAAGAAATGCAAGAAACTCAAGCTTTTCTIGCAAGTATCTAC
AGCTTATGTGAACGGACAAAGACAAGGAAGGATCATGGAGAAGCOCTTCTCGATGOGAGATTGTATAGCTACAGAGAACTT
CATGGAAGGTAACAGGAAAGCATTAGATATCGATAAAGAGATGAAGCTAGCTCTTGATGC TGCAAGAAAAGGGACTCAAGA
TCAAGATGAGGUGCAGAAGATGAAGGATCTCOGTCTAGAGAGOGCAAGATCATATGGATGOCAAGACACTTATGTTITCACC
AAAGCAATGGGAGAGATGATGATCAATAGCACTAGAGGGGACGTATCTGTGGTTATTATAAGGCCTAGCGTCACGAAAGCAC
TTACAAAGACCCTTTCCCTGOATGOATGGAAGGAAACAGOATGATGGATCCTATAGTGCTGTGTTATGGAAAAGGACAGCTC
ACAGGGTTCTTGGTTGATCCAAAAOGAGTTCTTGATGTGGTTCCGGCTGATATGGTOGTTAATGOGACAT TAGCTGCTATAGE
AAGGCATGGAATGGCTAAGGCAGATCCAGAACCTGAGATAAACGTGTATCAGATCGC TTICTICAGOGATAAATCCTCTGGTT
TIOGAGGACTTAGCTGAGCTICTTTACAACCACTACTAATCTACCCOGTGCATGGACTCOAAAGOTATTOCTATTAGGGTGCC
TTTGATGAAGCTTTTCGACTCCGTTGATGATTICTCGGATCATITGTGGAGAGATGCTCAAGAACGGAGTOGCTTAATGAATG
GTATGGACTCATCGGATAGTAAGATACTACAGAAGCTTAAATTCATTTGCAAGAAATCTATTGAGCAAGCCAAACACCTTGCC
ACTATTTATGAGCCATACACTTTCTCTGGTGGAAGATTTGATAACAGCAATACACATAGAT TAATGGAGAATATGTCTGAAGAA
GAGAAGGTTGAGTTTGAGT TIGATGTTGGAAGCATTAACTGGAATGACTACATTACAAATGTTCACATTCCOGGTTTAAGAA
GACATGTTTTGAAAGGAAGGOCTTAGGTCAAA

B3 2EFATHTDNFER
Fig.3 Sequence results of amplified complete fragment
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